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Supplementary Figure S1: Fragment distribution of desi chickpea var. ICC 4958 genome assembly.

Number of fragments covering different percentile of the assembly plotted against different length

percentile.

Cicer arietinum cv. ICC 4958 draft2
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Supplementary Figure S2. Top 20 GO terms represented in chickpea geneset. GO terms were

assigned using Blast2Go pipeline.

N
u
m

b
e
r 

o
f 
g
e
n
e
s
 (

%
)



Supplementary Figure S3. Identification of

pericentromeric regions in LG2-8.

Detail figure legend is presented with figure 1.
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Supplementary Figure S4. Multidimentional topography of chickpea LG2-8. Distribution

of repeats (a), genes (b), RNAseq reads from vegetative tissues (root, shoot, matured leaf)

(green) and reproductive tissues (flower, young pod) (red) (c), microRNAs (d), gene models

encoding transcription factors (green) and R-genes (red) (e). Detail figure legend is

presented with figure 1B.
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Supplementary Figure S5. Pairwise colinearity analysis of orthologous genes present in

pseudomolecules of LG2-8 of desi (Ca) and kabuli (CaK) draft assemblies. Figure for LG1

is presented in figure 2B.



Supplementary Figure S6. Comparative features of chickpea protein-coding genes.

Venn diagram showing distribution of genes among desi (ICC 4958) and kabuli (CDC Frontier)

type chickpea, Medicago truncatula and soybean.
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Supplementary Figure S7. Heatmap showing tissue-preferential expression of transcription

factor-encoding genes. The colour scale at the bottom refers to normalized RPM (reads per

million) values of genes between 0 and 1. Tissue-preferential expression was considered if the

expression of a gene in a particular tissue was at least three fold higher than its expression in all

other tissues. Number of genes showing tissue-preferential expression was shown in the right

side. Tissues were mentioned at the top.
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Supplementary Figure S8. Heatmap showing tissue-specific expression of chickpea-specific genes.

The number of genes showing tissue-specific expression are mentioned on the right side. Tissues are

mentioned at the top. The colour scale represents RPM (reads per million) values. Transcripts with >50

RPM values were not distinguished from those with 50 RPM by colour scale.



Supplementary Figure S9. Top 5 conserved domain superfamilies present in chickpea-

specific geneset. NCBI CDD (conserved domain database) accession terms were assigned

using domain search.



Supplementary Figure S10. Distribution of Ks of orthologous gene pairs between desi

(ICC 4958) and kabuli (CDC Frontier) chickpea plotted against number of gene pairs. Inset

shows distribution of Ks up to 0.1.
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Supplementary Table S1. Chickpea (ICC4958) genome sequence data generated to 

improve assembly  

    

Sequence generated using 454/Roche GSFLX+ platform 

 

Library 

type 

Insert 

length 

Avg. read 

length 

(bases) 

filtered reads Bases  

MP 20 kb 390 1,459,999 570,444,270 

MP 20 kb 408 1,076135 439,769,976 

 

 NCBI submission ID: SUB48968, Bioproject ID: PRJNA78951, Sequence Read 

Archive (SRA) Nos: SRR1647666, SRR1647667, SRR1647669, SRR1647670 

 

Paired-end sequence using Illumina/HiSeq1000 platform 

 

 

 

 

 

 

 

NCBI submission ID: SUB48968, Bioproject ID: PRJNA78951, Sequence Read 

Archive (SRA) No: SRR1632264  

 

 

  

Library 

type 

Insert 

 Length 

(bp) 

Read 

length 

(bases) 

Filtered reads Bases  

WGS 320-620 100PE 236,940,924 23,931,033,324 



Supplementary Table S2. Result of mapping pseudomolecules with sequence reads 

 

LGs Total Length 

(bases) 

‘N’s (bases) Mapped bases 

Ca _LG _1 39901017 3287587 36613430 

Ca _LG _2 33233457 3230595 30002862 

Ca _LG _3 42267542 3476199 38791343 

Ca _LG _4 54992815 4754373 50238442 

Ca _LG _5 45819701 4119109 41700592 

Ca _LG _6 54841389 4808745 50032644 

Ca _LG _7 45279478 3785643 41493835 

Ca _LG _8 17664089 1458292 16205797 

 

 

 

 

 

  



Supplementary Table S3. Transcriptome coverage in chickpea var. ICC 4958 

genome assembly 

 

 

 

 

  

Dataset  Number With >90% identity and  

>80% coverage 

 With >= 90% identity and  

>90% coverage 

  Number Percentage Number Percentage 

ICC 4958 Transcripts 

All 34,760 33,197 95.50% 33,080 95.17% 

>500 bp 21,399 20,174 94.28% 20,165 94.23% 

>1000 bp 13,803 12,955 93.86% 12,952 93.83% 

>2000 bp 4,594 4,293 93.45% 4,292 93.43% 

CaTA v2 Transcripts 

All 46,369 42,802 92.31% 41,805 90.16% 

>500 bp 25,197 22,828 90.60% 22,217 88.17% 

>1000 bp 17,604 15,890 90.26% 15,643 88.86% 

>2000 bp 6,138 5,751 93.70% 5,734 93.42% 



Supplementary Table S4. Assessment of gene prediction using CEGMA pipeline 

 

 

  

Characteristics Number  Percentage 

Total KOGs 458  

Total KOGs detected in the genome using CEGMA 

pipeline 

453 98.90% 

Total KOGs aligned on genes (E-value >= 1E-10) 449 98.03% 

KOGs aligned (coverage >= 80%) 437 95.41% 

KOGs aligned (coverage >= 50%) 444 96.94% 

KOGs detected in the genome but not aligned to 

predicted gene set  

4 0.008% 



Supplementary Table S5. Experimental evidence of expression of protein-coding 

genes by mapping assembled transcripts and RNAseq data 

 

 

 

 

  

 Gene models (Total 30257) 

Dataset Number  Percentage 

ICC4958 Transcripts 24843 82.1% 

CaTA v2 Transcripts 24312 80.3% 

At least one  25770 85.17% 

RNAseq reads (NCBI 

SRA accession nos.) 

  

SRR(627762-627772) 

SRR(063783-063785) 

SRR(252664-252665) 

25986 85.88% 

At least one dataset 25986 85.88% 



Supplementary Table S6. Functional annotation of the predicted protein-coding 

genes 

 

Database Number Percentage 

NCBI ntdb 28,231 93.30% 

Swissprot 20,612 68.12% 

TrEMBL 27,419 90.62% 

UniRef100 28,904 95.52% 

TAIR 23,734 78.44% 

GO 23,003 76.02% 

KEGG 9,252 30.57% 

Total annotated1 29,553 97.67% 
 

1number of unique genes showing hit with at least one of the databases  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

  



Supplementary Table S7. Non-coding RNA genes in the chickpea advanced draft 

genome assembly 

Type 

 

 

 

Number of total 

loci 

Average 

length (bases) 

Length (bases) 

 

tRNA  753 75.12 56564 

rRNA 18S 

28S 

5.8S 

5S 

72 

33 

44 

80 

340.79 

223.79 

227.43 

128.61 

24537 

7385 

10007 

10289 

 Total rRNA 229 228.03 52218 

miRNA  555 110.62 61394 

snoRNA  414 79.55 32932 

 

 

 

  



Supplementary Table S8. Comparison of different genomic features of linkage 

groups, pericentromeric and euchromatic regions in chickpea advanced draft genome 

assembly 

 

  
  

Pericentromeric region 

Physical Length 

(base) 

Genetic Length 

(cM) 

Kb/cM per 

chromosome 

No. of Genes 

Chr1 23400000 21.1 1109.004739 1311 

Chr2 17200000 16.847 1020.953285 926 

Chr3 23400000 5.25 4457.142857 1228 

Chr4 21390000 8.97 2384.615385 1100 

Chr5 24800000 32.092 772.7782625 1322 

Chr6 28400000 18.429 1541.049433 1578 

Chr7 21400000 14.222 1504.711011 1169 

Chr8 10200000 13.777 740.3643754 848 

Total 170190000 

  

9482 

Average 

  

1691.327419 

  

 Euchromatic region 

Physical Length 

(base) 

Genetic 

Length (cM) 

kb/cM euchromatic 

arms 

No. of 

genes 

Chr1 16501017 125.53 131.4507847 1561 

Chr2 16033457 134.513 119.1963379 1251 

Chr3 18867542 95.36 197.8559354 1749 

Chr4 33602815 128.37 261.7653268 2753 

Chr5 21019701 82.368 255.1925626 1990 

Chr6 26441389 107.021 247.0672952 2216 

Chr7 23879478 87.998 271.3638719 2005 

Chr8 7464089 125.183 59.62542038 608 

Total 163809488   14133 

Average   192.9396919  

 

  

  

  
Linkage Groups 

Physical 

length 

(bases) 

Genetic 

length (cM) 

kb/cM per 

chromosome 

Number of genes 

Chr1 39,901,017 146.63 272.12 2872 

Chr2 33,233,457 151.36 219.57 2177 

Chr3 42,267,542 100.61 420.11 2977 

Chr4 54,992,815 137.34 400.41 3853 

Chr5 45,819,701 114.46 400.31 3312 

Chr6 54,841,389 125.45 437.16 3794 

Chr7 45,279,478 102.22 442.96 3174 

Chr8 17,664,089 138.96 127.12 1456 

Total 333,999,488   23615 

Average   339.97  



Supplementary Table S9. Comparison of length and ‘N’-content of the 

pseudomolecules in ICC 4958 and CDC Frontier assemblies 

 

LGs ICC 4958 CDC Frontier 

Bases %N Valid bases 

(A+T+G+C) 

Bases %N Valid bases 

(A+T+G+C) 

LG1 39901017 8.24 36613434 49165945 10.47 44019308 

LG2 33233457 9.72 30002866 37245437 11.31 33033172 

LG3 42267542 8.22 38791347 40655487 8.31 37277311 

LG4 54992815 8.64 50238446 50011546 7.48 44075125 

LG5 45819701 8.99 41700596 48971958 12.12 43035537 

LG6 54841389 8.77 50032648 60454965 10.13 54328525 

LG7 45279478 8.36 41493839 49777588 8.24 45675118 

LG8 17664089 8.25 16205801 16751926 12.79 14608853 

 



Supplementary Table S10. Transcription factor (TF) families in desi chickpea genome 

assembly and comparison with other sequenced legumes. Total number of TFs in each 

assembly is mentioned in bracket 

 

TF Families Cicer arietinum 

(2230) 

Glycine max 

(5069) 

Cajanus 

cajan (1886) 

Medicago 

truncatula (1663) 

Lotus japonicas 

(1311) 

AP2 35 76 25 20 14 

ARF 31 85 26 26 11 

ARR-B 12 42 15 15 10 

B3 56 112 47 85 30 

BBR/BPC 5 22 5 2 4 

BES1 11 19 6 6 4 

bHLH 193 480 174 133 96 

bZIP 97 266 69 66 39 

C2H2 135 267 120 112 85 

C3H 90 136 41 44 40 

CAMTA 9 23 10 8 4 

CO-like 14 32 10 9 8 

CPP 5 19 6 6 5 

DBB 7 36 11 7 6 

Dof 67 93 39 26 24 

E2F-DP 17 28 7 7 6 

EIL 7 12 6 12 4 

ERF 159 330 148 106 123 

FAR1 87 103  124 10 

G2-like 53 164 49 35 31 

GATA 49 70 33 36 19 

GeBP 11 11 7 4 3 

GRAS 61 139 60 61 50 

GRF 14 31 10 4 4 

HB-other 14 31 7 16 14 

HB-PHD 3 11 2 1 2 

HD-ZIP 79 140 53 34 28 

HRT-like 2 1 1 3 1 

HSF 31 61 27 21 15 

LBD 46 111 54 33 45 

LFY 1 2 1 1 2 

LSD 3 17 7 3 4 

M-type 39 88 58 73 56 

MIKC 30 160 28 16 19 

MYB 125 369 179 101 82 

MYB-related 121 265 94 84 86 

NAC 131 247 96 75 98 

NF-X1 3 8 1 3 4 

NF-YA 10 57 13 8 6 

NF-YB 20 46 23 12 11 

NF-YC 22 35 14 13 9 

Nin-like 14 45 16 8 11 

RAV 2 5 2  3 1 

S1Fa-like 8 4 2 4 3 

SAP 24 2 1 1 1 



TF Families Cicer arietinum 

(2230) 
Glycine max 

(5069) 
Cajanus 

cajan (1886) 
Medicago 

truncatula (1663) 
Lotus japonicas 

(1311) 

SBP 23 73 24 13 14 

SRS 11 33 10 10 9 

STAT 3 1 1   

TALE 28 101 32 13 13 

TCP 30 71 28 15 21 

Trihelix 39 93 38 28 23 

VOZ 1 20 2 1  1 

Whirly 3 13 3 1 2 

WOX 17 42 19 11 10 

WRKY 103 233 97 81 66 

YABBY 7 34 9 8 4 

zf-HD 12 54 20 15 20 

 

 

  



Supplementary Table S11. Comparison of R-gene family in chickpea draft genome 

with other sequenced plant genomes 

 

R-gene families Chickpea Common 

bean 

M. truncatula Arabidopsis Grape 

CC-NBS-LRR 26 104 124 25 15 

TIR-NBS-LRR 14 93 298 125 57 

NBS-LRR 29 155 147 8 60 

CC-NBS 12 4 129 15 164 

NBS 27 7 111 12 37 

TIR 15  10 31 2 

TIR-NBS 10 13 9 17 1 

Total 133 537 828 233 336 

 

Receptor like 

kinases 

623 1131 579 586 527 

 

  

  



Supplementary Table S12. General features of chickpea-specific and orphan genes 

 

Features Chickpea-specific genes Orphan genes 

Number of genes 3296 704 

Total gene length (bases) 4541393 417053 

Average gene length (bases) 1377.85 592.40 

Total CDS length (bases) 2333238 221028 

Average CDS length (bases) 707.89 313.96 

Average exon length (bases) 262.44 159.15 

Average no. of exon per gene  2.78 1.99 

GC content in CDS 42.04% 43.32% 

 

  



Supplementary Table S13. Orphan genes in chickpea advanced draft assembly and conserved 

domains present in the presented peptide models  

 
Hit type PSSM-

ID 

From To E-Value Bitscore Accession Short name 

superfamily 276192 12 36 0.00652517 30.6314 cl17169 RRM_SF superfamily 

superfamily 276192 12 36 0.00652517 30.6314 cl17169 RRM_SF superfamily 

multi-dom 178945 3 84 0.00194572 34.0559 PRK00247 PRK00247 

multi-dom 139913 64 101 0.00458659 33.6775 PRK13853 PRK13853 

superfamily 275482 32 89 0.00928501 32.1414 cl00200 MIP superfamily 

multi-dom 181883 49 75 0.0073492 34.1794 PRK09468 ompR 

superfamily 271750 7 65 1.0286e-05 40.398 cl14603 C2 superfamily 

multi-dom 131106 5 78 0.00597543 31.9682 TIGR02051 Mercuric_resistance_operon_ 

regulatory_protein 

superfamily 276217 17 44 0.000955868 35.3425 cl18945 AAT_I superfamily 

multi-dom 223021 77 293 0.000714026 39.9217 PHA03247 PHA03247 

multi-dom 215541 54 141 0.000888409 37.3464 PLN03020 PLN03020 

superfamily 255361 10 58 0.00845726 31.0814 cl09671 Wbp11 superfamily 

multi-dom 215138 62 84 0.00987916 32.3101 PLN02248 PLN02248 

superfamily 275532 213 280 0.00458096 36.3044 cl00325 Ribosomal_L4 superfamily 

superfamily 265803 56 92 0.00806492 32.9141 cl15846 Phage_F superfamily 

superfamily 256162 35 70 0.00422656 31.4803 cl11371 XhlA superfamily 

superfamily 271754 35 84 4.01203e-06 40.3753 cl14782 RNase_H_like superfamily 

superfamily 265821 49 79 0.000839791 34.4705 cl15874 UBN2 superfamily 

superfamily 275783 1 53 0.00966805 31.7884 cl02872 DHQ_Fe-ADH superfamily 

multi-dom 215130 14 66 0.00357307 33.1388 PLN02217 PLN02217 

multi-dom 113902 82 124 0.00799925 33.8597 pfam05149 Flagellar_rod 

superfamily 268208 39 85 0.00505596 33.0564 cl19855 DUF1501 superfamily 

superfamily 268208 39 85 0.00505596 33.0564 cl19855 DUF1501 superfamily 

superfamily 268208 39 85 0.00505596 33.0564 cl19855 DUF1501 superfamily 

multi-dom 182457 15 91 0.00195234 34.6629 PRK10434 srlR 

superfamily 271925 39 94 0.00651585 32.4812 cl21505 SpoU_methylase superfamily 

superfamily 259313 3 63 0.00841096 33.2795 cl21044 Myc_target_1 superfamily 

superfamily 275580 15 59 0.00592992 31.4771 cl00447 Nudix_Hydrolase superfamily 

multi-dom 113902 82 124 0.00799925 33.8597 pfam05149 Flagellar_rod 

 

 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1 - >Ca_00014.1|Ca_ specific 238166 2 76 1.15038e-16 72.6779 cd00266 MADS_SRF_like cl00109

Q#1 - >Ca_00014.1|Ca_ superfamily 241616 2 76 1.15038e-16 72.6779 cl00109 MADS superfamily  - 

Q#3 - >Ca_00019.1|Ca_ specific 260006 275 382 8.64961e-46 160.351 cd09274 RNase_HI_RT_Ty3 cl14782

Q#3 - >Ca_00019.1|Ca_ superfamily 271754 275 382 8.64961e-46 160.351 cl14782 RNase_H_like superfamily  - 

Q#3 - >Ca_00019.1|Ca_ specific 255851 74 152 5.69625e-37 134.441 pfam10252 PP28 cl10936

Q#3 - >Ca_00019.1|Ca_ superfamily 255851 74 152 5.69625e-37 134.441 cl10936 PP28 superfamily  - 

Q#3 - >Ca_00019.1|Ca_ specific 250040 510 596 1.06425e-08 53.8765 pfam00665 rve cl21549

Q#3 - >Ca_00019.1|Ca_ superfamily 276355 510 596 1.06425e-08 53.8765 cl21549 rve superfamily  - 

Q#5 - >Ca_00023.1|Ca_ specific 132921 26 185 3.72253e-91 275.527 cd07038 TPP_PYR_PDC_IPDC_like cl11410

Q#5 - >Ca_00023.1|Ca_ superfamily 264357 26 185 3.72253e-91 275.527 cl11410 TPP_enzyme_PYR superfamily  - 

Q#5 - >Ca_00023.1|Ca_ specific 238963 248 413 7.28811e-82 252.07 cd02005 TPP_PDC_IPDC cl01629

Q#5 - >Ca_00023.1|Ca_ superfamily 275737 248 413 7.28811e-82 252.07 cl01629 TPP_enzymes superfamily  - 

Q#5 - >Ca_00023.1|Ca_ multi-dom 215311 8 430 0 897.138 PLN02573 PLN02573  - 

Q#8 - >Ca_00053.1|Ca_ specific 250476 7 188 3.73443e-102 294.937 pfam01251 Ribosomal_S7e cl03141

Q#8 - >Ca_00053.1|Ca_ superfamily 261606 7 188 3.73443e-102 294.937 cl03141 Ribosomal_S7e superfamily  - 

Q#10 - >Ca_00072.1|Ca_ specific 252797 155 206 4.19388e-08 52.4246 pfam04782 DUF632 cl04746

Q#10 - >Ca_00072.1|Ca_ superfamily 252797 155 206 4.19388e-08 52.4246 cl04746 DUF632 superfamily  - 

Q#10 - >Ca_00072.1|Ca_ superfamily 191091 1 20 0.00568743 34.0905 cl04747 DUF630 superfamily  - 

Q#11 - >Ca_00080.1|Ca_ superfamily 275603 378 471 9.08566e-16 76.9873 cl00490 EEP superfamily  - 

Q#11 - >Ca_00080.1|Ca_ superfamily 258218 25 65 4.53211e-06 44.8978 cl16506 zf-RVT superfamily  - 

Q#13 - >Ca_00107.1|Ca_ specific 254925 14 166 1.17066e-40 136.266 pfam08617 CGI-121 cl00698

Q#13 - >Ca_00107.1|Ca_ superfamily 260578 14 166 1.17066e-40 136.266 cl00698 CGI-121 superfamily  - 

Q#14 - >Ca_00111.1|Ca_ specific 214815 141 199 7.35076e-33 116.047 smart00774 WRKY cl03892

Q#14 - >Ca_00111.1|Ca_ superfamily 243565 141 199 7.35076e-33 116.047 cl03892 WRKY superfamily  - 

Q#15 - >Ca_00130.1|Ca_ specific 254721 52 89 2.17773e-08 46.3883 pfam08312 cwf21 cl07067

Q#15 - >Ca_00130.1|Ca_ superfamily 254721 52 89 2.17773e-08 46.3883 cl07067 cwf21 superfamily  - 

Q#16 - >Ca_00132.1|Ca_ specific 254721 52 89 2.4037e-08 46.0031 pfam08312 cwf21 cl07067

Q#16 - >Ca_00132.1|Ca_ superfamily 254721 52 89 2.4037e-08 46.0031 cl07067 cwf21 superfamily  - 

Q#17 - >Ca_00169.1|Ca_ specific 257351 40 70 4.28439e-09 51.1961 pfam12854 PPR_1 cl03252

Q#17 - >Ca_00169.1|Ca_ superfamily 275791 40 70 4.28439e-09 51.1961 cl03252 PPR superfamily  - 

Q#17 - >Ca_00169.1|Ca_ specific 257351 109 141 2.87364e-05 40.4105 pfam12854 PPR_1 cl03252

Q#17 - >Ca_00169.1|Ca_ superfamily 275791 109 141 2.87364e-05 40.4105 cl03252 PPR superfamily  - 

Q#17 - >Ca_00169.1|Ca_ multi-dom 257477 113 160 6.94784e-12 59.3386 pfam13041 PPR_2  - 

Q#17 - >Ca_00169.1|Ca_ multi-dom 257477 183 232 1.82325e-10 55.4866 pfam13041 PPR_2  - 

Supplementary Table S14.  Chickpea-specific genes in advanced draft assembly and conserved domains present in presented peptide models  



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#17 - >Ca_00169.1|Ca_ multi-dom 257477 78 127 3.57778e-09 52.0198 pfam13041 PPR_2  - 

Q#17 - >Ca_00169.1|Ca_ multi-dom 257477 43 89 3.68565e-09 51.6346 pfam13041 PPR_2  - 

Q#17 - >Ca_00169.1|Ca_ multi-dom 257477 22 57 1.01252e-06 45.0862 pfam13041 PPR_2  - 

Q#18 - >Ca_00170.1|Ca_ specific 250966 23 86 1.81201e-08 47.2117 pfam01918 Alba cl00682

Q#18 - >Ca_00170.1|Ca_ superfamily 260569 23 86 1.81201e-08 47.2117 cl00682 Alba superfamily  - 

Q#23 - >Ca_00209.1|Ca_ specific 238204 19 236 3.59945e-64 202.098 cd00333 MIP cl00200

Q#23 - >Ca_00209.1|Ca_ superfamily 275482 19 236 3.59945e-64 202.098 cl00200 MIP superfamily  - 

Q#26 - >Ca_00324.1|Ca_ specific 238008 11 75 1.43985e-16 67.9581 cd00051 EFh cl08302

Q#26 - >Ca_00324.1|Ca_ superfamily 275859 11 75 1.43985e-16 67.9581 cl08302 EFh superfamily  - 

Q#26 - >Ca_00324.1|Ca_ multi-dom 257819 19 74 1.18073e-10 52.0009 pfam13499 EF-hand_7  - 

Q#29 - >Ca_00380.1|Ca_ superfamily 265821 33 60 1.74871e-05 37.9373 cl15874 UBN2 superfamily  - 

Q#30 - >Ca_00382.1|Ca_ specific 202502 1 153 1.95162e-77 236.774 pfam02992 Transposase_21 cl03823

Q#30 - >Ca_00382.1|Ca_ superfamily 202502 1 153 1.95162e-77 236.774 cl03823 Transposase_21 superfamily  - 

Q#31 - >Ca_00384.1|Ca_ specific 237985 1 37 2.08743e-15 67.6819 cd00018 AP2 cl00033

Q#31 - >Ca_00384.1|Ca_ superfamily 260146 1 37 2.08743e-15 67.6819 cl00033 AP2 superfamily  - 

Q#32 - >Ca_00402.1|Ca_ specific 238003 219 307 2.99934e-17 76.5084 cd00043 CYCLIN cl00050

Q#32 - >Ca_00402.1|Ca_ superfamily 271412 219 307 2.99934e-17 76.5084 cl00050 CYCLIN superfamily  - 

Q#32 - >Ca_00402.1|Ca_ specific 238003 316 404 6.72064e-16 72.6564 cd00043 CYCLIN cl00050

Q#32 - >Ca_00402.1|Ca_ superfamily 271412 316 404 6.72064e-16 72.6564 cl00050 CYCLIN superfamily  - 

Q#33 - >Ca_00412.1|Ca_ superfamily 260768 22 84 2.04426e-19 79.9669 cl01053 SGNH_hydrolase superfamily  - 

Q#34 - >Ca_00413.1|Ca_ multi-dom 131079 143 212 0.00790341 35.5053 TIGR02024 FtcD  - 

Q#35 - >Ca_00415.1|Ca_ superfamily 260768 14 177 1.23053e-41 144.295 cl01053 SGNH_hydrolase superfamily  - 

Q#38 - >Ca_00461.1|Ca_ superfamily 271591 33 156 2.21158e-34 121.12 cl02544 VHS_ENTH_ANTH superfamily  - 

Q#40 - >Ca_00469.1|Ca_ superfamily 276328 4 61 2.23557e-13 62.0202 cl21496 2OG-FeII_Oxy superfamily  - 

Q#41 - >Ca_00474.1|Ca_ specific 238029 23 128 2.47109e-65 197.172 cd00074 H2A cl00074

Q#41 - >Ca_00474.1|Ca_ superfamily 275467 23 128 2.47109e-65 197.172 cl00074 H2A superfamily  - 

Q#41 - >Ca_00474.1|Ca_ multi-dom 177758 23 135 6.86812e-69 207.01 PLN00157 PLN00157  - 

Q#42 - >Ca_00475.1|Ca_ superfamily 276299 15 172 3.41978e-95 277.227 cl21455 ABC_ATPase superfamily  - 

Q#42 - >Ca_00475.1|Ca_ multi-dom 249560 19 171 1.13111e-76 230.085 pfam00071 Ras  - 

Q#43 - >Ca_00477.1|Ca_ specific 257687 82 250 5.1557e-34 122.741 pfam13359 DDE_Tnp_4 cl21562

Q#43 - >Ca_00477.1|Ca_ superfamily 271982 82 250 5.1557e-34 122.741 cl21562 DDE_Tnp_1_6 superfamily  - 

Q#44 - >Ca_00482.1|Ca_ specific 271353 2 82 4.48115e-10 56.4763 cd14798 RX-CC_like cl22426

Q#44 - >Ca_00482.1|Ca_ superfamily 271353 2 82 4.48115e-10 56.4763 cl22426 RX-CC_like superfamily  - 

Q#45 - >Ca_00533.1|Ca_ specific 251315 2 127 2.97052e-15 68.8228 pfam02469 Fasciclin cl02663

Q#45 - >Ca_00533.1|Ca_ superfamily 261399 2 127 2.97052e-15 68.8228 cl02663 Fasciclin superfamily  - 

Q#47 - >Ca_00564.1|Ca_ superfamily 275781 21 96 1.86789e-30 112.165 cl02777 chaperonin_like superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#48 - >Ca_00594.1|Ca_ specific 238088 15 113 2.81544e-19 78.3865 cd00156 REC cl19078

Q#48 - >Ca_00594.1|Ca_ superfamily 271833 15 113 2.81544e-19 78.3865 cl19078 REC superfamily  - 

Q#49 - >Ca_00633.1|Ca_ superfamily 272026 14 116 2.82458e-19 83.1789 cl21606 PLN02247 superfamily  - 

Q#51 - >Ca_00659.1|Ca_ superfamily 275544 11 138 3.11262e-37 125.907 cl00350 Ribosomal_S19 superfamily  - 

Q#52 - >Ca_00660.1|Ca_ superfamily 265404 1 92 1.85248e-32 110.173 cl13983 DUF3774 superfamily  - 

Q#54 - >Ca_00756.1|Ca_ specific 256054 283 337 2.67221e-07 47.4557 pfam10551 MULE cl19537

Q#54 - >Ca_00756.1|Ca_ superfamily 276269 283 337 2.67221e-07 47.4557 cl19537 Transposase_mut superfamily  - 

Q#54 - >Ca_00756.1|Ca_ superfamily 190526 192 235 0.000250665 38.3526 cl07846 DBD_Tnp_Mut superfamily  - 

Q#56 - >Ca_00800.1|Ca_ specific 211390 122 175 1.97198e-07 46.4246 cd11378 DUF296 cl00720

Q#56 - >Ca_00800.1|Ca_ superfamily 260588 122 175 1.97198e-07 46.4246 cl00720 DUF296 superfamily  - 

Q#57 - >Ca_00841.1|Ca_ superfamily 252133 129 199 1.19736e-08 50.4149 cl04237 Retrotrans_gag superfamily  - 

Q#58 - >Ca_00842.1|Ca_ specific 257974 12 73 2.73786e-24 93.0423 pfam13668 Ferritin_2 cl00264

Q#58 - >Ca_00842.1|Ca_ superfamily 275506 12 73 2.73786e-24 93.0423 cl00264 Ferritin_like superfamily  - 

Q#59 - >Ca_00843.1|Ca_ superfamily 276299 82 132 4.21097e-18 77.1397 cl21455 ABC_ATPase superfamily  - 

Q#59 - >Ca_00843.1|Ca_ superfamily 271701 1 43 1.86212e-13 63.1276 cl10459 Peptidases_S8_S53 superfamily  - 

Q#60 - >Ca_00856.1|Ca_ specific 238029 9 121 1.6096e-66 199.484 cd00074 H2A cl00074

Q#60 - >Ca_00856.1|Ca_ superfamily 275467 9 121 1.6096e-66 199.484 cl00074 H2A superfamily  - 

Q#60 - >Ca_00856.1|Ca_ multi-dom 177758 1 128 3.72775e-75 222.033 PLN00157 PLN00157  - 

Q#61 - >Ca_00860.1|Ca_ specific 197943 1 48 1.37534e-05 41.5581 smart00875 BACK cl06652

Q#61 - >Ca_00860.1|Ca_ superfamily 271628 1 48 1.37534e-05 41.5581 cl06652 BACK_like superfamily  - 

Q#63 - >Ca_00879.1|Ca_ multi-dom 273328 39 134 3.25344e-07 46.9327 TIGR00898 organic_anion_transporter  - 

Q#65 - >Ca_00973.1|Ca_ specific 250639 81 156 1.92954e-21 83.7552 pfam01466 Skp1 cl03226

Q#65 - >Ca_00973.1|Ca_ superfamily 250639 81 156 1.92954e-21 83.7552 cl03226 Skp1 superfamily  - 

Q#65 - >Ca_00973.1|Ca_ superfamily 271586 9 106 1.29573e-14 65.7777 cl02518 BTB superfamily  - 

Q#65 - >Ca_00973.1|Ca_ multi-dom 227528 10 154 5.17793e-22 87.3068 COG5201 SKP1  - 

Q#67 - >Ca_01023.1|Ca_ superfamily 271686 14 119 8.92408e-30 108.106 cl10012 DnaQ_like_exo superfamily  - 

Q#68 - >Ca_01048.1|Ca_ superfamily 253938 28 52 0.000663403 32.3609 cl06070 zf-GRF superfamily  - 

Q#71 - >Ca_01058.1|Ca_ specific 260011 8 134 1.92907e-45 146.464 cd09279 RNase_HI_like cl14782

Q#71 - >Ca_01058.1|Ca_ superfamily 271754 8 134 1.92907e-45 146.464 cl14782 RNase_H_like superfamily  - 

Q#72 - >Ca_01082.1|Ca_ multi-dom 258434 10 78 3.17377e-22 85.0974 pfam14244 UBN2_3  - 

Q#75 - >Ca_01094.1|Ca_ superfamily 256046 41 144 2.62129e-27 110.177 cl11168 PMD superfamily  - 

Q#76 - >Ca_01103.1|Ca_ superfamily 256046 87 150 1.36972e-07 48.1596 cl11168 PMD superfamily  - 

Q#80 - >Ca_01121.1|Ca_ superfamily 276194 73 349 5.33851e-92 281.184 cl17173 AdoMet_MTases superfamily  - 

Q#81 - >Ca_01124.1|Ca_ multi-dom 173561 103 163 0.000263079 38.6345 PTZ00368 PTZ00368  - 

Q#84 - >Ca_01153.1|Ca_ multi-dom 258434 59 83 0.000155329 36.5622 pfam14244 UBN2_3  - 

Q#86 - >Ca_01160.1|Ca_ superfamily 265821 1 50 1.11422e-08 52.5749 cl15874 UBN2 superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#88 - >Ca_01191.1|Ca_ superfamily 271849 121 163 4.18008e-11 59.1591 cl19250 Sulfate_transp superfamily  - 

Q#91 - >Ca_01208.1|Ca_ multi-dom 223021 182 337 5.61812e-06 48.0109 PHA03247 PHA03247  - 

Q#96 - >Ca_01232.1|Ca_ multi-dom 179712 42 81 0.0022504 35.6123 PRK04019 rplP0  - 

Q#101 - >Ca_01287.1|Ca_ superfamily 275481 21 104 0.0096214 34.4991 cl00192 ribokinase_pfkB_like superfamily  - 

Q#102 - >Ca_01302.1|Ca_ specific 252681 16 109 5.35928e-32 117.395 pfam04576 Zein-binding cl04604

Q#102 - >Ca_01302.1|Ca_ superfamily 252681 16 109 5.35928e-32 117.395 cl04604 Zein-binding superfamily  - 

Q#103 - >Ca_01330.1|Ca_ superfamily 275922 4 91 4.39072e-19 78.3317 cl10555 Chorismate_bind superfamily  - 

Q#104 - >Ca_01343.1|Ca_ specific 250639 79 153 3.19665e-23 87.9924 pfam01466 Skp1 cl03226

Q#104 - >Ca_01343.1|Ca_ superfamily 250639 79 153 3.19665e-23 87.9924 cl03226 Skp1 superfamily  - 

Q#104 - >Ca_01343.1|Ca_ superfamily 271586 6 104 2.4644e-14 65.0073 cl02518 BTB superfamily  - 

Q#104 - >Ca_01343.1|Ca_ multi-dom 227528 6 152 1.4727e-25 96.5515 COG5201 SKP1  - 

Q#105 - >Ca_01344.1|Ca_ specific 147159 14 255 6.92432e-90 269.505 pfam04857 CAF1 cl10012

Q#105 - >Ca_01344.1|Ca_ superfamily 271686 14 255 6.92432e-90 269.505 cl10012 DnaQ_like_exo superfamily  - 

Q#107 - >Ca_01350.1|Ca_ superfamily 250320 73 130 0.00116355 36.6283 cl20213 Vinculin superfamily  - 

Q#109 - >Ca_01370.1|Ca_ multi-dom 227952 327 475 0.00792382 37.3438 COG5665 NOT5  - 

Q#112 - >Ca_01394.1|Ca_ multi-dom 273731 44 270 1.50822e-70 232.988 TIGR01647 Plasma_membrane_ATPase  - 

Q#112 - >Ca_01394.1|Ca_ multi-dom 173412 6 63 0.000211892 41.2799 PTZ00121 PTZ00121  - 

Q#114 - >Ca_01426.1|Ca_ multi-dom 251763 58 199 0.000445763 41.5964 pfam03154 Atrophin-1  - 

Q#117 - >Ca_01439.1|Ca_ specific 260004 63 186 1.17918e-64 198.846 cd09272 RNase_HI_RT_Ty1 cl14782

Q#117 - >Ca_01439.1|Ca_ superfamily 271754 63 186 1.17918e-64 198.846 cl14782 RNase_H_like superfamily  - 

Q#119 - >Ca_01466.1|Ca_ specific 257687 291 448 7.64284e-40 142.001 pfam13359 DDE_Tnp_4 cl21562

Q#119 - >Ca_01466.1|Ca_ superfamily 271982 291 448 7.64284e-40 142.001 cl21562 DDE_Tnp_1_6 superfamily  - 

Q#121 - >Ca_01489.1|Ca_ multi-dom 215145 121 214 0.00349285 37.757 PLN02258 PLN02258  - 

Q#121 - >Ca_01489.1|Ca_ multi-dom 185628 42 173 0.00942904 36.5914 PTZ00449 PTZ00449  - 

Q#122 - >Ca_01494.1|Ca_ superfamily 206228 31 84 0.00394504 36.2077 cl16577 PcfK superfamily  - 

Q#123 - >Ca_01497.1|Ca_ specific 239719 45 270 7.15882e-153 434.057 cd03750 proteasome_alpha_type_2 cl00467

Q#123 - >Ca_01497.1|Ca_ superfamily 275593 45 270 7.15882e-153 434.057 cl00467 Ntn_hydrolase superfamily  - 

Q#123 - >Ca_01497.1|Ca_ multi-dom 223711 43 268 7.70982e-75 234.885 COG0638 PRE1  - 

Q#125 - >Ca_01509.1|Ca_ specific 258213 20 48 1.03363e-06 45.1094 pfam13961 DUF4219 cl22382

Q#125 - >Ca_01509.1|Ca_ superfamily 258213 20 48 1.03363e-06 45.1094 cl22382 DUF4219 superfamily  - 

Q#125 - >Ca_01509.1|Ca_ specific 197667 97 113 0.00808398 33.956 smart00343 ZnF_C2HC cl22700

Q#125 - >Ca_01509.1|Ca_ superfamily 276654 97 113 0.00808398 33.956 cl22700 zf-CCHC superfamily  - 

Q#127 - >Ca_01529.1|Ca_ specific 238166 2 76 1.3776e-16 73.0631 cd00266 MADS_SRF_like cl00109

Q#127 - >Ca_01529.1|Ca_ superfamily 241616 2 76 1.3776e-16 73.0631 cl00109 MADS superfamily  - 

Q#127 - >Ca_01529.1|Ca_ superfamily 271918 241 303 0.00316208 35.3302 cl21498 SANT superfamily  - 

Q#129 - >Ca_01532.1|Ca_ superfamily 271593 1 259 2.523e-23 95.8648 cl02567 WD40 superfamily  - 
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Q#129 - >Ca_01532.1|Ca_ multi-dom 225201 21 273 2.39613e-19 86.2959 COG2319 COG2319  - 

Q#134 - >Ca_01561.1|Ca_ multi-dom 237030 69 144 0.00918946 34.8662 PRK12270 kgd  - 

Q#135 - >Ca_01567.1|Ca_ specific 119398 49 127 1.42122e-16 70.6923 cd06530 S26_SPase_I cl10465

Q#135 - >Ca_01567.1|Ca_ superfamily 275919 49 127 1.42122e-16 70.6923 cl10465 Peptidase_S24_S26 superfamily  - 

Q#136 - >Ca_01597.1|Ca_ superfamily 254039 130 270 3.51082e-57 186.743 cl06203 DUF1336 superfamily  - 

Q#137 - >Ca_01598.1|Ca_ superfamily 271753 39 142 1.14392e-15 69.6745 cl14643 SRPBCC superfamily  - 

Q#139 - >Ca_01621.1|Ca_ specific 251717 78 262 3.59851e-63 200.248 pfam03080 DUF239 cl03877

Q#139 - >Ca_01621.1|Ca_ superfamily 251717 78 262 3.59851e-63 200.248 cl03877 DUF239 superfamily  - 

Q#139 - >Ca_01621.1|Ca_ superfamily 206533 47 78 1.74304e-13 64.6026 cl16830 DUF4409 superfamily  - 

Q#140 - >Ca_01622.1|Ca_ superfamily 276297 2 45 7.73114e-19 78.9487 cl21453 PKc_like superfamily  - 

Q#141 - >Ca_01623.1|Ca_ specific 206130 50 166 3.82809e-76 231.324 pfam13960 DUF4218 cl16501

Q#141 - >Ca_01623.1|Ca_ superfamily 206130 50 166 3.82809e-76 231.324 cl16501 DUF4218 superfamily  - 

Q#141 - >Ca_01623.1|Ca_ superfamily 258207 201 232 1.74034e-12 61.4431 cl16495 DUF4216 superfamily  - 

Q#142 - >Ca_01627.1|Ca_ multi-dom 178748 296 460 0.00311692 38.7539 PLN03209 PLN03209  - 

Q#143 - >Ca_01642.1|Ca_ superfamily 275563 24 125 3.43923e-31 108.31 cl00388 Thioredoxin_like superfamily  - 

Q#144 - >Ca_01651.1|Ca_ specific 238284 22 122 1.58573e-57 176.181 cd00513 Ribosomal_L32_L32e cl00748

Q#144 - >Ca_01651.1|Ca_ superfamily 260601 22 122 1.58573e-57 176.181 cl00748 Ribosomal_L32_L32e superfamily  - 

Q#145 - >Ca_01664.1|Ca_ specific 260011 3 129 1.47901e-45 146.849 cd09279 RNase_HI_like cl14782

Q#145 - >Ca_01664.1|Ca_ superfamily 271754 3 129 1.47901e-45 146.849 cl14782 RNase_H_like superfamily  - 

Q#147 - >Ca_01675.1|Ca_ superfamily 252133 100 199 2.98528e-10 55.8077 cl04237 Retrotrans_gag superfamily  - 

Q#149 - >Ca_01692.1|Ca_ specific 238167 35 209 6.16312e-81 247.013 cd00268 DEADc cl21455

Q#149 - >Ca_01692.1|Ca_ superfamily 276299 35 209 6.16312e-81 247.013 cl21455 ABC_ATPase superfamily  - 

Q#149 - >Ca_01692.1|Ca_ specific 238034 209 296 2.06549e-31 115.413 cd00079 HELICc cl21455

Q#149 - >Ca_01692.1|Ca_ superfamily 276299 209 296 2.06549e-31 115.413 cl21455 ABC_ATPase superfamily  - 

Q#149 - >Ca_01692.1|Ca_ multi-dom 185609 10 327 2.29204e-142 411.142 PTZ00424 PTZ00424  - 

Q#150 - >Ca_01704.1|Ca_ superfamily 275873 31 92 0.00187057 33.6016 cl09238 CY superfamily  - 

Q#151 - >Ca_01714.1|Ca_ superfamily 276301 62 134 4.53391e-20 83.7445 cl21457 TIM_phosphate_binding superfamily  - 

Q#152 - >Ca_01715.1|Ca_ specific 237985 16 76 9.34244e-27 98.1126 cd00018 AP2 cl00033

Q#152 - >Ca_01715.1|Ca_ superfamily 260146 16 76 9.34244e-27 98.1126 cl00033 AP2 superfamily  - 

Q#153 - >Ca_01716.1|Ca_ specific 237985 16 76 1.04481e-27 100.809 cd00018 AP2 cl00033

Q#153 - >Ca_01716.1|Ca_ superfamily 260146 16 76 1.04481e-27 100.809 cl00033 AP2 superfamily  - 

Q#154 - >Ca_01719.1|Ca_ specific 212549 25 129 4.91315e-38 126.956 cd11711 GINS_A_Sld5 cl17012

Q#154 - >Ca_01719.1|Ca_ superfamily 266497 25 129 4.91315e-38 126.956 cl17012 GINS_A superfamily  - 

Q#155 - >Ca_01724.1|Ca_ superfamily 261399 214 300 0.000576643 38.1119 cl02663 Fasciclin superfamily  - 

Q#157 - >Ca_01761.1|Ca_ multi-dom 257477 136 180 0.000310548 37.3822 pfam13041 PPR_2  - 

Q#159 - >Ca_01791.1|Ca_ multi-dom 259534 129 206 0.00545072 38.5866 pfam15402 Spc7_N  - 
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Q#160 - >Ca_01810.1|Ca_ specific 251760 1 118 6.22805e-22 86.4552 pfam03151 TPT cl00910

Q#160 - >Ca_01810.1|Ca_ superfamily 275677 1 118 6.22805e-22 86.4552 cl00910 EamA superfamily  - 

Q#161 - >Ca_01815.1|Ca_ specific 133136 133 191 1.03177e-09 54.2648 cd00303 retropepsin_like cl11403

Q#161 - >Ca_01815.1|Ca_ superfamily 275927 133 191 1.03177e-09 54.2648 cl11403 pepsin_retropepsin_like superfamily  - 

Q#162 - >Ca_01840.1|Ca_ specific 250455 41 123 3.61466e-36 120.74 pfam01221 Dynein_light cl03131

Q#162 - >Ca_01840.1|Ca_ superfamily 261601 41 123 3.61466e-36 120.74 cl03131 Dynein_light superfamily  - 

Q#163 - >Ca_01845.1|Ca_ superfamily 268118 6 254 4.22858e-21 89.8167 cl19765 mTERF superfamily  - 

Q#164 - >Ca_01851.1|Ca_ superfamily 261287 51 121 0.000394717 37.1663 cl02440 DAGK_acc superfamily  - 

Q#165 - >Ca_01853.1|Ca_ superfamily 261287 51 121 0.000394717 37.1663 cl02440 DAGK_acc superfamily  - 

Q#166 - >Ca_01859.1|Ca_ specific 250455 38 122 5.09731e-37 122.666 pfam01221 Dynein_light cl03131

Q#166 - >Ca_01859.1|Ca_ superfamily 261601 38 122 5.09731e-37 122.666 cl03131 Dynein_light superfamily  - 

Q#167 - >Ca_01864.1|Ca_ specific 99751 37 83 2.67403e-16 68.3409 cd06257 DnaJ cl02542

Q#167 - >Ca_01864.1|Ca_ superfamily 271590 37 83 2.67403e-16 68.3409 cl02542 DnaJ superfamily  - 

Q#170 - >Ca_01918.1|Ca_ superfamily 271686 59 207 1.1579e-27 103.812 cl10012 DnaQ_like_exo superfamily  - 

Q#171 - >Ca_01928.1|Ca_ superfamily 276194 1 97 6.9426e-57 181.023 cl17173 AdoMet_MTases superfamily  - 

Q#172 - >Ca_01945.1|Ca_ specific 239926 65 131 1.48649e-14 64.5808 cd04480 RPA1_DBD_A_like cl09930

Q#172 - >Ca_01945.1|Ca_ superfamily 275906 65 131 1.48649e-14 64.5808 cl09930 RPA_2b-aaRSs_OBF_like superfamily  - 

Q#173 - >Ca_01946.1|Ca_ superfamily 276175 5 53 1.22248e-25 100.494 cl17037 NBD_sugar-kinase_HSP70_actin superfamily  - 

Q#175 - >Ca_01983.1|Ca_ specific 176884 28 257 3.99839e-72 229.85 cd08875 START_ArGLABRA2_like cl14643

Q#175 - >Ca_01983.1|Ca_ superfamily 271753 28 257 3.99839e-72 229.85 cl14643 SRPBCC superfamily  - 

Q#176 - >Ca_02004.1|Ca_ superfamily 259620 36 72 0.00884933 33.1999 cl21304 CTC1 superfamily  - 

Q#177 - >Ca_02007.1|Ca_ specific 144416 1 138 2.76511e-32 114.964 pfam00810 ER_lumen_recept cl02155

Q#177 - >Ca_02007.1|Ca_ superfamily 242908 1 138 2.76511e-32 114.964 cl02155 ER_lumen_recept superfamily  - 

Q#178 - >Ca_02035.1|Ca_ specific 249964 3 100 6.22436e-23 96.2847 pfam00566 RabGAP-TBC cl02495

Q#178 - >Ca_02035.1|Ca_ superfamily 261308 3 100 6.22436e-23 96.2847 cl02495 RabGAP-TBC superfamily  - 

Q#178 - >Ca_02035.1|Ca_ superfamily 115072 315 422 0.00800319 36.2785 cl21644 MAT1 superfamily  - 

Q#181 - >Ca_02118.1|Ca_ specific 260004 186 322 8.69332e-69 214.254 cd09272 RNase_HI_RT_Ty1 cl14782

Q#181 - >Ca_02118.1|Ca_ superfamily 271754 186 322 8.69332e-69 214.254 cl14782 RNase_H_like superfamily  - 

Q#184 - >Ca_02136.1|Ca_ specific 190559 8 108 1.09202e-53 165.828 pfam03195 DUF260 cl03929

Q#184 - >Ca_02136.1|Ca_ superfamily 190559 8 108 1.09202e-53 165.828 cl03929 DUF260 superfamily  - 

Q#185 - >Ca_02139.1|Ca_ superfamily 276194 90 289 2.67608e-128 377.815 cl17173 AdoMet_MTases superfamily  - 

Q#186 - >Ca_02162.1|Ca_ superfamily 276061 38 187 1.49548e-39 133.927 cl14783 DOMON_like superfamily  - 

Q#187 - >Ca_02178.1|Ca_ superfamily 275812 20 67 9.97828e-13 58.9494 cl04571 MARVEL superfamily  - 

Q#188 - >Ca_02221.1|Ca_ superfamily 275467 1 46 4.35216e-10 51.4576 cl00074 H2A superfamily  - 

Q#190 - >Ca_02234.1|Ca_ superfamily 275882 21 91 0.00761723 33.1361 cl09782 Cas6-I-III superfamily  - 

Q#191 - >Ca_02256.1|Ca_ superfamily 276263 125 282 2.10369e-13 66.9992 cl19514 FBA_1 superfamily  - 
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Q#194 - >Ca_02272.1|Ca_ superfamily 276192 83 116 1.74152e-08 48.2992 cl17169 RRM_SF superfamily  - 

Q#195 - >Ca_02366.1|Ca_ specific 132916 171 287 3.44353e-47 157.218 cd07033 TPP_PYR_DXS_TK_like cl11410

Q#195 - >Ca_02366.1|Ca_ superfamily 264357 171 287 3.44353e-47 157.218 cl11410 TPP_enzyme_PYR superfamily  - 

Q#195 - >Ca_02366.1|Ca_ superfamily 275737 74 127 2.21601e-20 86.0612 cl01629 TPP_enzymes superfamily  - 

Q#196 - >Ca_02404.1|Ca_ specific 132921 26 185 8.46931e-92 275.527 cd07038 TPP_PYR_PDC_IPDC_like cl11410

Q#196 - >Ca_02404.1|Ca_ superfamily 264357 26 185 8.46931e-92 275.527 cl11410 TPP_enzyme_PYR superfamily  - 

Q#196 - >Ca_02404.1|Ca_ superfamily 275737 248 376 4.23793e-49 165.785 cl01629 TPP_enzymes superfamily  - 

Q#196 - >Ca_02404.1|Ca_ multi-dom 215311 8 393 0 783.889 PLN02573 PLN02573  - 

Q#198 - >Ca_02460.1|Ca_ specific 238204 27 236 3.13497e-62 197.476 cd00333 MIP cl00200

Q#198 - >Ca_02460.1|Ca_ superfamily 275482 27 236 3.13497e-62 197.476 cl00200 MIP superfamily  - 

Q#199 - >Ca_02461.1|Ca_ specific 238204 27 236 3.45614e-63 200.172 cd00333 MIP cl00200

Q#199 - >Ca_02461.1|Ca_ superfamily 275482 27 236 3.45614e-63 200.172 cl00200 MIP superfamily  - 

Q#201 - >Ca_02608.1|Ca_ superfamily 275927 86 344 1.02927e-33 126.609 cl11403 pepsin_retropepsin_like superfamily  - 

Q#201 - >Ca_02608.1|Ca_ multi-dom 249520 86 338 1.09725e-11 63.8475 pfam00026 Asp  - 

Q#202 - >Ca_02620.1|Ca_ specific 240181 27 163 1.75424e-63 193.618 cd05381 SCP_PR-1_like cl00133

Q#202 - >Ca_02620.1|Ca_ superfamily 260208 27 163 1.75424e-63 193.618 cl00133 SCP superfamily  - 

Q#203 - >Ca_02622.1|Ca_ specific 240181 11 147 2.71049e-60 184.759 cd05381 SCP_PR-1_like cl00133

Q#203 - >Ca_02622.1|Ca_ superfamily 260208 11 147 2.71049e-60 184.759 cl00133 SCP superfamily  - 

Q#204 - >Ca_02746.1|Ca_ superfamily 271550 39 139 0.00323566 35.2459 cl01255 DAGK_cat superfamily  - 

Q#205 - >Ca_02766.1|Ca_ superfamily 263558 2 330 8.7678e-138 400.937 cl08270 Peptidase_S10 superfamily  - 

Q#206 - >Ca_02768.1|Ca_ superfamily 263558 3 175 3.63525e-63 199.562 cl08270 Peptidase_S10 superfamily  - 

Q#208 - >Ca_02770.1|Ca_ multi-dom 185628 357 551 1.82494e-05 46.6066 PTZ00449 PTZ00449  - 

Q#209 - >Ca_02774.1|Ca_ superfamily 110290 35 121 3.53782e-10 53.1185 cl03145 Oleosin superfamily  - 

Q#210 - >Ca_02790.1|Ca_ superfamily 252826 44 208 5.35808e-68 216.064 cl04787 COBRA superfamily  - 

Q#211 - >Ca_02818.1|Ca_ specific 251775 156 227 2.63437e-15 69.3607 pfam03171 2OG-FeII_Oxy cl21496

Q#211 - >Ca_02818.1|Ca_ superfamily 276328 156 227 2.63437e-15 69.3607 cl21496 2OG-FeII_Oxy superfamily  - 

Q#211 - >Ca_02818.1|Ca_ specific 258418 16 88 5.6406e-14 66.1098 pfam14226 DIOX_N cl21672

Q#211 - >Ca_02818.1|Ca_ superfamily 272092 16 88 5.6406e-14 66.1098 cl21672 DIOX_N superfamily  - 

Q#212 - >Ca_02862.1|Ca_ specific 237980 43 106 2.54915e-13 61.6739 cd00010 AAI_LTSS cl07890

Q#212 - >Ca_02862.1|Ca_ superfamily 275845 43 106 2.54915e-13 61.6739 cl07890 AAI_LTSS superfamily  - 

Q#219 - >Ca_02908.1|Ca_ multi-dom 227217 8 74 0.00611752 33.7394 COG4880 COG4880  - 

Q#220 - >Ca_02910.1|Ca_ superfamily 276663 126 205 1.74801e-08 51.5592 cl22709 AMN1 superfamily  - 

Q#220 - >Ca_02910.1|Ca_ specific 257418 45 74 0.00176702 34.7953 pfam12937 F-box-like cl02535

Q#220 - >Ca_02910.1|Ca_ superfamily 261329 45 74 0.00176702 34.7953 cl02535 F-box superfamily  - 

Q#222 - >Ca_02930.1|Ca_ superfamily 276299 88 158 0.00296971 35.9699 cl21455 ABC_ATPase superfamily  - 

Q#223 - >Ca_02937.1|Ca_ superfamily 254387 171 310 7.86555e-71 222.332 cl06662 RVT_2 superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#225 - >Ca_02944.1|Ca_ superfamily 252133 100 176 2.27113e-11 56.9633 cl04237 Retrotrans_gag superfamily  - 

Q#229 - >Ca_02979.1|Ca_ specific 250854 85 129 1.42736e-17 73.0006 pfam01775 Ribosomal_L18ae cl00945

Q#229 - >Ca_02979.1|Ca_ superfamily 260714 85 129 1.42736e-17 73.0006 cl00945 Ribosomal_L18ae superfamily  - 

Q#231 - >Ca_02997.1|Ca_ specific 238219 17 70 5.82926e-06 41.8225 cd00371 HMA cl00207

Q#231 - >Ca_02997.1|Ca_ superfamily 260261 17 70 5.82926e-06 41.8225 cl00207 HMA superfamily  - 

Q#232 - >Ca_03082.1|Ca_ specific 198296 90 208 3.48308e-59 184.353 cd03187 GST_C_Phi cl02776

Q#232 - >Ca_03082.1|Ca_ superfamily 275780 90 208 3.48308e-59 184.353 cl02776 GST_C_family superfamily  - 

Q#232 - >Ca_03082.1|Ca_ specific 239351 2 76 2.01536e-35 121.604 cd03053 GST_N_Phi cl00388

Q#232 - >Ca_03082.1|Ca_ superfamily 275563 2 76 2.01536e-35 121.604 cl00388 Thioredoxin_like superfamily  - 

Q#232 - >Ca_03082.1|Ca_ multi-dom 166036 1 215 2.45299e-129 366.496 PLN02395 PLN02395  - 

Q#234 - >Ca_03112.1|Ca_ superfamily 276020 1 200 2.98926e-56 187.711 cl12078 p450 superfamily  - 

Q#235 - >Ca_03152.1|Ca_ specific 240513 52 105 2.40618e-14 63.6878 cd06089 KOW_RPL26 cl00354

Q#235 - >Ca_03152.1|Ca_ superfamily 275547 52 105 2.40618e-14 63.6878 cl00354 KOW superfamily  - 

Q#236 - >Ca_03178.1|Ca_ multi-dom 215561 3 82 1.50227e-17 76.4269 PLN03077 PLN03077  - 

Q#238 - >Ca_03261.1|Ca_ specific 211390 79 198 1.66872e-12 62.2178 cd11378 DUF296 cl00720

Q#238 - >Ca_03261.1|Ca_ superfamily 260588 79 198 1.66872e-12 62.2178 cl00720 DUF296 superfamily  - 

Q#239 - >Ca_03262.1|Ca_ superfamily 254980 72 141 2.11295e-16 70.8074 cl07355 Fcf2 superfamily  - 

Q#240 - >Ca_03273.1|Ca_ superfamily 259385 44 170 0.00124475 37.5705 cl21110 DUF4588 superfamily  - 

Q#241 - >Ca_03287.1|Ca_ specific 238008 85 147 4.46755e-24 93.3813 cd00051 EFh cl08302

Q#241 - >Ca_03287.1|Ca_ superfamily 275859 85 147 4.46755e-24 93.3813 cl08302 EFh superfamily  - 

Q#241 - >Ca_03287.1|Ca_ specific 238008 12 74 3.17179e-22 88.3737 cd00051 EFh cl08302

Q#241 - >Ca_03287.1|Ca_ superfamily 275859 12 74 3.17179e-22 88.3737 cl08302 EFh superfamily  - 

Q#241 - >Ca_03287.1|Ca_ specific 250134 275 353 3.02786e-17 75.3939 pfam00789 UBX cl00155

Q#241 - >Ca_03287.1|Ca_ superfamily 275476 275 353 3.02786e-17 75.3939 cl00155 UBQ superfamily  - 

Q#241 - >Ca_03287.1|Ca_ multi-dom 185504 1 149 1.2763e-98 291.28 PTZ00184 PTZ00184  - 

Q#242 - >Ca_03313.1|Ca_ specific 240687 17 93 1.48453e-51 159.704 cd12241 RRM_SF3B14 cl17169

Q#242 - >Ca_03313.1|Ca_ superfamily 276192 17 93 1.48453e-51 159.704 cl17169 RRM_SF superfamily  - 

Q#242 - >Ca_03313.1|Ca_ multi-dom 214636 20 89 3.40965e-19 76.4783 smart00360 RRM  - 

Q#243 - >Ca_03323.1|Ca_ superfamily 261191 7 129 2.22325e-16 72.8974 cl02130 Got1 superfamily  - 

Q#243 - >Ca_03323.1|Ca_ superfamily 261351 222 255 0.00459529 35.6166 cl02570 RhoGAP superfamily  - 

Q#244 - >Ca_03324.1|Ca_ specific 133136 4 51 1.02778e-06 42.7088 cd00303 retropepsin_like cl11403

Q#244 - >Ca_03324.1|Ca_ superfamily 275927 4 51 1.02778e-06 42.7088 cl11403 pepsin_retropepsin_like superfamily  - 

Q#245 - >Ca_03338.1|Ca_ specific 189387 375 388 0.00827183 34.7373 pfam00098 zf-CCHC cl22700

Q#245 - >Ca_03338.1|Ca_ superfamily 276654 375 388 0.00827183 34.7373 cl22700 zf-CCHC superfamily  - 

Q#245 - >Ca_03338.1|Ca_ specific 189387 411 424 0.00953202 34.3521 pfam00098 zf-CCHC cl22700

Q#245 - >Ca_03338.1|Ca_ superfamily 276654 411 424 0.00953202 34.3521 cl22700 zf-CCHC superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#245 - >Ca_03338.1|Ca_ multi-dom 173561 264 427 3.75547e-23 96.0292 PTZ00368 PTZ00368  - 

Q#252 - >Ca_03384.1|Ca_ specific 176359 13 99 1.11433e-50 157.009 cd01763 Sumo cl00155

Q#252 - >Ca_03384.1|Ca_ superfamily 275476 13 99 1.11433e-50 157.009 cl00155 UBQ superfamily  - 

Q#255 - >Ca_03458.1|Ca_ multi-dom 178439 31 157 0.00775447 35.6217 PLN02847 PLN02847  - 

Q#256 - >Ca_03459.1|Ca_ superfamily 276192 11 49 2.61367e-19 74.6367 cl17169 RRM_SF superfamily  - 

Q#257 - >Ca_03460.1|Ca_ specific 257367 39 61 0.000266024 35.1748 pfam12874 zf-met cl22457

Q#257 - >Ca_03460.1|Ca_ superfamily 276411 39 61 0.000266024 35.1748 cl22457 zf-C2H2_jaz superfamily  - 

Q#258 - >Ca_03493.1|Ca_ specific 252801 138 233 1.606e-37 132.703 pfam04788 DUF620 cl04752

Q#258 - >Ca_03493.1|Ca_ superfamily 252801 138 233 1.606e-37 132.703 cl04752 DUF620 superfamily  - 

Q#259 - >Ca_03495.1|Ca_ multi-dom 224495 28 85 0.00199829 34.6487 COG1579 COG1579  - 

Q#260 - >Ca_03496.1|Ca_ multi-dom 215130 132 251 0.000672595 39.6872 PLN02217 PLN02217  - 

Q#261 - >Ca_03504.1|Ca_ superfamily 275586 21 98 1.19527e-05 42.1615 cl00456 SLC5-6-like_sbd superfamily  - 

Q#262 - >Ca_03507.1|Ca_ specific 253025 96 158 2.049e-24 96.1074 pfam05127 Helicase_RecD cl21455

Q#262 - >Ca_03507.1|Ca_ superfamily 276299 96 158 2.049e-24 96.1074 cl21455 ABC_ATPase superfamily  - 

Q#262 - >Ca_03507.1|Ca_ superfamily 276297 32 73 1.02481e-08 53.3834 cl21453 PKc_like superfamily  - 

Q#263 - >Ca_03524.1|Ca_ multi-dom 258434 80 138 2.69333e-16 70.4598 pfam14244 UBN2_3  - 

Q#264 - >Ca_03533.1|Ca_ specific 238037 201 254 0.000116615 39.1392 cd00084 HMG-box cl00082

Q#264 - >Ca_03533.1|Ca_ superfamily 260179 201 254 0.000116615 39.1392 cl00082 HMG-box superfamily  - 

Q#264 - >Ca_03533.1|Ca_ superfamily 271573 156 220 5.20013e-12 62.1836 cl02008 2-oxoacid_dh superfamily  - 

Q#266 - >Ca_03541.1|Ca_ superfamily 190526 214 250 4.35286e-08 48.753 cl07846 DBD_Tnp_Mut superfamily  - 

Q#268 - >Ca_03575.1|Ca_ superfamily 192059 83 143 2.7432e-20 81.8381 cl07235 Whirly superfamily  - 

Q#269 - >Ca_03587.1|Ca_ specific 238096 91 136 1.42939e-09 52.1926 cd00167 SANT cl21498

Q#269 - >Ca_03587.1|Ca_ superfamily 271918 91 136 1.42939e-09 52.1926 cl21498 SANT superfamily  - 

Q#271 - >Ca_03670.1|Ca_ specific 214764 139 247 3.73387e-67 206.329 smart00653 eIF2B_5 cl17014

Q#271 - >Ca_03670.1|Ca_ superfamily 266499 139 247 3.73387e-67 206.329 cl17014 eIF-5_eIF-2B superfamily  - 

Q#273 - >Ca_03706.1|Ca_ specific 258207 34 107 7.49195e-27 98.0371 pfam13952 DUF4216 cl16495

Q#273 - >Ca_03706.1|Ca_ superfamily 258207 34 107 7.49195e-27 98.0371 cl16495 DUF4216 superfamily  - 

Q#274 - >Ca_03722.1|Ca_ specific 211390 73 189 1.15713e-14 67.9958 cd11378 DUF296 cl00720

Q#274 - >Ca_03722.1|Ca_ superfamily 260588 73 189 1.15713e-14 67.9958 cl00720 DUF296 superfamily  - 

Q#276 - >Ca_03741.1|Ca_ superfamily 276341 2 140 3.71253e-05 43.7675 cl21520 Asp-Al_Ex superfamily  - 

Q#276 - >Ca_03741.1|Ca_ multi-dom 215608 3 348 3.1721e-49 177.004 PLN03159 PLN03159  - 

Q#277 - >Ca_03749.1|Ca_ specific 100107 85 184 0.000989257 36.6391 cd02440 AdoMet_MTases cl17173

Q#277 - >Ca_03749.1|Ca_ superfamily 276194 85 184 0.000989257 36.6391 cl17173 AdoMet_MTases superfamily  - 

Q#278 - >Ca_03751.1|Ca_ superfamily 275474 3 66 4.83291e-14 66.4829 cl00130 PseudoU_synth superfamily  - 

Q#280 - >Ca_03773.1|Ca_ specific 251140 20 77 7.85135e-10 51.0679 pfam02179 BAG cl02539

Q#280 - >Ca_03773.1|Ca_ superfamily 261331 20 77 7.85135e-10 51.0679 cl02539 BAG superfamily  - 
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Q#281 - >Ca_03779.1|Ca_ specific 237987 4 76 1.54642e-08 51.1611 cd00020 ARM cl22454

Q#281 - >Ca_03779.1|Ca_ superfamily 276408 4 76 1.54642e-08 51.1611 cl22454 ARM superfamily  - 

Q#283 - >Ca_03792.1|Ca_ specific 211390 24 105 1.39098e-13 63.3734 cd11378 DUF296 cl00720

Q#283 - >Ca_03792.1|Ca_ superfamily 260588 24 105 1.39098e-13 63.3734 cl00720 DUF296 superfamily  - 

Q#285 - >Ca_03801.1|Ca_ superfamily 251718 396 618 1.24476e-18 86.626 cl03878 Exo70 superfamily  - 

Q#286 - >Ca_03807.1|Ca_ specific 211390 85 190 3.16276e-18 77.2406 cd11378 DUF296 cl00720

Q#286 - >Ca_03807.1|Ca_ superfamily 260588 85 190 3.16276e-18 77.2406 cl00720 DUF296 superfamily  - 

Q#289 - >Ca_03858.1|Ca_ multi-dom 237863 14 156 0.000132533 42.4048 PRK14949 PRK14949  - 

Q#290 - >Ca_03876.1|Ca_ multi-dom 258434 40 108 5.10718e-22 88.179 pfam14244 UBN2_3  - 

Q#291 - >Ca_03895.1|Ca_ specific 238205 15 151 7.55915e-34 117.207 cd00336 Ribosomal_L22 cl00327

Q#291 - >Ca_03895.1|Ca_ superfamily 275534 15 151 7.55915e-34 117.207 cl00327 Ribosomal_L22 superfamily  - 

Q#292 - >Ca_03903.1|Ca_ specific 260006 96 215 1.99935e-26 101.415 cd09274 RNase_HI_RT_Ty3 cl14782

Q#292 - >Ca_03903.1|Ca_ superfamily 271754 96 215 1.99935e-26 101.415 cl14782 RNase_H_like superfamily  - 

Q#294 - >Ca_03914.1|Ca_ superfamily 275485 63 132 0.00168603 39.4857 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#296 - >Ca_03960.1|Ca_ specific 173887 30 254 7.25024e-79 240.209 cd06899 lectin_legume_LecRK_Arcelin_ConA cl14058

Q#296 - >Ca_03960.1|Ca_ superfamily 265423 30 254 7.25024e-79 240.209 cl14058 lectin_L-type superfamily  - 

Q#297 - >Ca_03963.1|Ca_ superfamily 271701 83 154 7.77452e-24 97.6688 cl10459 Peptidases_S8_S53 superfamily  - 

Q#297 - >Ca_03963.1|Ca_ superfamily 271701 16 64 9.58191e-05 40.0895 cl10459 Peptidases_S8_S53 superfamily  - 

Q#298 - >Ca_03966.1|Ca_ specific 133136 60 147 3.0747e-16 72.3692 cd00303 retropepsin_like cl11403

Q#298 - >Ca_03966.1|Ca_ superfamily 275927 60 147 3.0747e-16 72.3692 cl11403 pepsin_retropepsin_like superfamily  - 

Q#298 - >Ca_03966.1|Ca_ superfamily 261455 267 314 1.16903e-16 75.3245 cl02808 RT_like superfamily  - 

Q#300 - >Ca_03976.1|Ca_ superfamily 263558 9 93 1.30965e-13 66.1395 cl08270 Peptidase_S10 superfamily  - 

Q#304 - >Ca_04011.1|Ca_ superfamily 276297 11 224 8.61995e-84 254.67 cl21453 PKc_like superfamily  - 

Q#306 - >Ca_04018.1|Ca_ superfamily 275927 125 195 0.00682176 33.464 cl11403 pepsin_retropepsin_like superfamily  - 

Q#307 - >Ca_04022.1|Ca_ specific 153145 200 272 1.26182e-06 45.2317 cd04873 ACT_UUR-ACR-like cl09141

Q#307 - >Ca_04022.1|Ca_ superfamily 275868 200 272 1.26182e-06 45.2317 cl09141 ACT superfamily  - 

Q#307 - >Ca_04022.1|Ca_ specific 238036 127 166 0.000181826 38.7343 cd00083 HLH cl00081

Q#307 - >Ca_04022.1|Ca_ superfamily 260178 127 166 0.000181826 38.7343 cl00081 HLH superfamily  - 

Q#308 - >Ca_04026.1|Ca_ specific 238825 370 499 3.76417e-54 183.18 cd01647 RT_LTR cl02808

Q#308 - >Ca_04026.1|Ca_ superfamily 261455 370 499 3.76417e-54 183.18 cl02808 RT_like superfamily  - 

Q#308 - >Ca_04026.1|Ca_ multi-dom 249567 386 499 6.02694e-14 70.0522 pfam00078 RVT_1  - 

Q#310 - >Ca_04045.1|Ca_ superfamily 251669 10 58 0.00193334 35.4681 cl03830 Transposase_24 superfamily  - 

Q#314 - >Ca_04074.1|Ca_ superfamily 256046 89 281 2.99408e-22 94.7688 cl11168 PMD superfamily  - 

Q#316 - >Ca_04081.1|Ca_ superfamily 276310 25 60 3.39217e-11 54.8779 cl21469 HDc superfamily  - 

Q#321 - >Ca_04097.1|Ca_ specific 273253 31 64 0.00259782 32.8123 TIGR00756 PPR cl03252

Q#321 - >Ca_04097.1|Ca_ superfamily 275791 31 64 0.00259782 32.8123 cl03252 PPR superfamily  - 
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Q#321 - >Ca_04097.1|Ca_ multi-dom 257477 28 77 5.80521e-11 53.9458 pfam13041 PPR_2  - 

Q#321 - >Ca_04097.1|Ca_ multi-dom 257477 63 100 0.00775265 31.6042 pfam13041 PPR_2  - 

Q#328 - >Ca_04114.1|Ca_ superfamily 256046 61 102 0.00957513 33.522 cl11168 PMD superfamily  - 

Q#330 - >Ca_04124.1|Ca_ superfamily 275485 63 132 0.00700945 37.5597 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#331 - >Ca_04125.1|Ca_ superfamily 252133 129 199 8.95095e-07 45.0221 cl04237 Retrotrans_gag superfamily  - 

Q#335 - >Ca_04149.1|Ca_ superfamily 256495 1 28 6.40079e-08 44.5787 cl13039 DUF3223 superfamily  - 

Q#337 - >Ca_04159.1|Ca_ superfamily 267728 131 179 0.000521226 39.309 cl19375 HemX superfamily  - 

Q#338 - >Ca_04168.1|Ca_ multi-dom 258434 1 75 1.78423e-07 47.733 pfam14244 UBN2_3  - 

Q#340 - >Ca_04173.1|Ca_ superfamily 256046 86 189 3.60126e-06 46.2336 cl11168 PMD superfamily  - 

Q#341 - >Ca_04200.1|Ca_ specific 249868 31 405 4.84448e-175 497.948 pfam00450 Peptidase_S10 cl08270

Q#341 - >Ca_04200.1|Ca_ superfamily 263558 31 405 4.84448e-175 497.948 cl08270 Peptidase_S10 superfamily  - 

Q#342 - >Ca_04210.1|Ca_ specific 189387 248 263 0.000363656 37.4337 pfam00098 zf-CCHC cl22700

Q#342 - >Ca_04210.1|Ca_ superfamily 276654 248 263 0.000363656 37.4337 cl22700 zf-CCHC superfamily  - 

Q#343 - >Ca_04211.1|Ca_ superfamily 256046 82 191 1.1651e-14 73.1976 cl11168 PMD superfamily  - 

Q#344 - >Ca_04216.1|Ca_ specific 133136 229 317 2.76246e-16 72.7544 cd00303 retropepsin_like cl11403

Q#344 - >Ca_04216.1|Ca_ superfamily 275927 229 317 2.76246e-16 72.7544 cl11403 pepsin_retropepsin_like superfamily  - 

Q#344 - >Ca_04216.1|Ca_ superfamily 252133 10 80 2.57705e-10 56.5781 cl04237 Retrotrans_gag superfamily  - 

Q#344 - >Ca_04216.1|Ca_ multi-dom 259374 119 176 0.00021955 39.941 pfam15240 Pro-rich  - 

Q#345 - >Ca_04222.1|Ca_ superfamily 203599 312 450 0.0034059 38.6694 cl06322 Phytoreo_S7 superfamily  - 

Q#348 - >Ca_04241.1|Ca_ superfamily 275905 54 83 3.46873e-14 65.7487 cl09928 Molybdopterin-Binding superfamily  - 

Q#350 - >Ca_04248.1|Ca_ superfamily 256046 39 247 5.58179e-34 126.355 cl11168 PMD superfamily  - 

Q#351 - >Ca_04263.1|Ca_ specific 240537 2 306 3.26983e-110 332.23 cd13132 MATE_eukaryotic cl09326

Q#351 - >Ca_04263.1|Ca_ superfamily 271660 2 306 3.26983e-110 332.23 cl09326 MATE_like superfamily  - 

Q#351 - >Ca_04263.1|Ca_ multi-dom 273273 1 221 2.92267e-18 83.4484 TIGR00797 Multidrug_resistance_protein_HmrM  - 

Q#352 - >Ca_04275.1|Ca_ superfamily 251669 184 235 2.98831e-05 41.2461 cl03830 Transposase_24 superfamily  - 

Q#353 - >Ca_04288.1|Ca_ specific 203765 153 202 2.50362e-17 73.1122 pfam07797 DUF1639 cl06707

Q#353 - >Ca_04288.1|Ca_ superfamily 203765 153 202 2.50362e-17 73.1122 cl06707 DUF1639 superfamily  - 

Q#354 - >Ca_04290.1|Ca_ superfamily 259584 28 183 0.00975406 37.0454 cl21271 Pilt superfamily  - 

Q#359 - >Ca_04312.1|Ca_ superfamily 276020 86 297 4.83887e-73 235.287 cl12078 p450 superfamily  - 

Q#360 - >Ca_04360.1|Ca_ superfamily 268118 4 194 1.18478e-35 129.492 cl19765 mTERF superfamily  - 

Q#367 - >Ca_04391.1|Ca_ specific 178710 1 96 1.29611e-54 168.184 PLN03166 PLN03166 cl00955

Q#367 - >Ca_04391.1|Ca_ superfamily 242219 1 96 1.29611e-54 168.184 cl00955 Ribosomal_L34e superfamily  - 

Q#368 - >Ca_04406.1|Ca_ specific 251251 14 142 4.00388e-74 220.539 pfam02365 NAM cl03558

Q#368 - >Ca_04406.1|Ca_ superfamily 251251 14 142 4.00388e-74 220.539 cl03558 NAM superfamily  - 

Q#369 - >Ca_04414.1|Ca_ superfamily 276412 1 144 1.1099e-60 189.257 cl22458 RICIN superfamily  - 

Q#371 - >Ca_04432.1|Ca_ superfamily 276299 78 152 2.27316e-17 75.2137 cl21455 ABC_ATPase superfamily  - 
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Q#371 - >Ca_04432.1|Ca_ superfamily 271701 4 47 4.90551e-09 50.416 cl10459 Peptidases_S8_S53 superfamily  - 

Q#372 - >Ca_04433.1|Ca_ superfamily 276313 27 161 2.67079e-19 83.1318 cl21472 MFS superfamily  - 

Q#374 - >Ca_04478.1|Ca_ specific 99960 156 273 1.06423e-27 109.76 cd03784 GT1_Gtf_like cl10013

Q#374 - >Ca_04478.1|Ca_ superfamily 275912 156 273 1.06423e-27 109.76 cl10013 Glycosyltransferase_GTB_type superfamily  - 

Q#375 - >Ca_04510.1|Ca_ specific 258114 55 215 5.88352e-41 142.579 pfam13839 PC-Esterase cl01053

Q#375 - >Ca_04510.1|Ca_ superfamily 260768 55 215 5.88352e-41 142.579 cl01053 SGNH_hydrolase superfamily  - 

Q#376 - >Ca_04511.1|Ca_ specific 258114 50 167 1.53289e-33 121.008 pfam13839 PC-Esterase cl01053

Q#376 - >Ca_04511.1|Ca_ superfamily 260768 50 167 1.53289e-33 121.008 cl01053 SGNH_hydrolase superfamily  - 

Q#377 - >Ca_04514.1|Ca_ specific 258114 1 152 4.48017e-40 137.572 pfam13839 PC-Esterase cl01053

Q#377 - >Ca_04514.1|Ca_ superfamily 260768 1 152 4.48017e-40 137.572 cl01053 SGNH_hydrolase superfamily  - 

Q#378 - >Ca_04532.1|Ca_ superfamily 263970 14 253 2.01196e-40 142.125 cl10447 GH18_chitinase-like superfamily  - 

Q#378 - >Ca_04532.1|Ca_ multi-dom 250070 19 202 3.82451e-07 49.0405 pfam00704 Glyco_hydro_18  - 

Q#380 - >Ca_04585.1|Ca_ superfamily 271660 36 295 1.73911e-64 211.662 cl09326 MATE_like superfamily  - 

Q#381 - >Ca_04605.1|Ca_ superfamily 254466 2 104 2.67012e-40 133.989 cl06746 DUF1637 superfamily  - 

Q#382 - >Ca_04614.1|Ca_ multi-dom 224557 25 176 1.5597e-34 129.362 COG1643 HrpA  - 

Q#391 - >Ca_04658.1|Ca_ specific 238825 89 188 4.83243e-29 111.533 cd01647 RT_LTR cl02808

Q#391 - >Ca_04658.1|Ca_ superfamily 261455 89 188 4.83243e-29 111.533 cl02808 RT_like superfamily  - 

Q#392 - >Ca_04665.1|Ca_ specific 238230 26 139 5.79839e-53 167.682 cd00392 Ribosomal_L13 cl00333

Q#392 - >Ca_04665.1|Ca_ superfamily 260361 26 139 5.79839e-53 167.682 cl00333 Ribosomal_L13 superfamily  - 

Q#393 - >Ca_04690.1|Ca_ superfamily 256046 5 106 4.50424e-20 82.4424 cl11168 PMD superfamily  - 

Q#395 - >Ca_04717.1|Ca_ superfamily 256028 19 41 0.00175775 36.2447 cl20401 zf-4CXXC_R1 superfamily  - 

Q#395 - >Ca_04717.1|Ca_ superfamily 243137 131 190 0.00202406 35.6862 cl02674 DDT superfamily  - 

Q#398 - >Ca_04751.1|Ca_ superfamily 271848 27 362 2.26977e-27 110.554 cl19241 Condensation superfamily  - 

Q#399 - >Ca_04773.1|Ca_ superfamily 191657 109 207 4.96244e-15 69.2657 cl06155 DUF1298 superfamily  - 

Q#406 - >Ca_04800.1|Ca_ specific 260004 86 158 4.14928e-29 112.562 cd09272 RNase_HI_RT_Ty1 cl14782

Q#406 - >Ca_04800.1|Ca_ superfamily 271754 86 158 4.14928e-29 112.562 cl14782 RNase_H_like superfamily  - 

Q#407 - >Ca_04818.1|Ca_ superfamily 252133 100 199 1.75404e-12 61.5857 cl04237 Retrotrans_gag superfamily  - 

Q#409 - >Ca_04827.1|Ca_ superfamily 256046 16 80 8.5177e-06 42.7668 cl11168 PMD superfamily  - 

Q#410 - >Ca_04832.1|Ca_ superfamily 275799 61 133 1.74706e-42 141.042 cl04011 DPBB_1 superfamily  - 

Q#410 - >Ca_04832.1|Ca_ specific 250557 149 226 4.35897e-34 119.211 pfam01357 Pollen_allerg_1 cl08320

Q#410 - >Ca_04832.1|Ca_ superfamily 263589 149 226 4.35897e-34 119.211 cl08320 Pollen_allerg_1 superfamily  - 

Q#410 - >Ca_04832.1|Ca_ multi-dom 165628 1 240 6.93866e-119 342.398 PLN00050 PLN00050  - 

Q#413 - >Ca_04932.1|Ca_ superfamily 271593 47 298 9.82634e-22 91.6276 cl02567 WD40 superfamily  - 

Q#413 - >Ca_04932.1|Ca_ multi-dom 225201 3 289 1.7527e-11 63.1839 COG2319 COG2319  - 

Q#414 - >Ca_04940.1|Ca_ specific 177799 2 140 3.2673e-99 283.924 PLN00210 PLN00210 cl00334

Q#414 - >Ca_04940.1|Ca_ superfamily 260362 2 140 3.2673e-99 283.924 cl00334 Ribosomal_S9 superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#415 - >Ca_04941.1|Ca_ superfamily 260362 4 78 6.45616e-51 159.889 cl00334 Ribosomal_S9 superfamily  - 

Q#418 - >Ca_05014.1|Ca_ superfamily 276020 86 297 4.83887e-73 235.287 cl12078 p450 superfamily  - 

Q#419 - >Ca_05017.1|Ca_ superfamily 256046 1 112 9.51039e-13 63.9528 cl11168 PMD superfamily  - 

Q#420 - >Ca_05018.1|Ca_ superfamily 276299 82 170 8.16041e-29 106.8 cl21455 ABC_ATPase superfamily  - 

Q#420 - >Ca_05018.1|Ca_ superfamily 271701 1 46 4.23922e-14 65.4388 cl10459 Peptidases_S8_S53 superfamily  - 

Q#421 - >Ca_05020.1|Ca_ specific 214719 200 283 1.03695e-07 48.5123 smart00554 FAS1 cl02663

Q#421 - >Ca_05020.1|Ca_ superfamily 261399 200 283 1.03695e-07 48.5123 cl02663 Fasciclin superfamily  - 

Q#421 - >Ca_05020.1|Ca_ superfamily 261399 29 138 0.000230874 38.7773 cl02663 Fasciclin superfamily  - 

Q#423 - >Ca_05035.1|Ca_ superfamily 261404 265 358 1.40341e-09 54.9639 cl02677 POX superfamily  - 

Q#424 - >Ca_05040.1|Ca_ superfamily 259501 62 104 0.00327077 34.867 cl21207 KIAA1328 superfamily  - 

Q#425 - >Ca_05049.1|Ca_ superfamily 256046 67 133 0.00680484 35.0628 cl11168 PMD superfamily  - 

Q#428 - >Ca_05063.1|Ca_ superfamily 130699 161 215 0.00143704 35.9474 cl11766 hypothetical_protein superfamily  - 

Q#429 - >Ca_05070.1|Ca_ superfamily 275525 7 117 1.21507e-56 173.847 cl00314 Ribosomal_S10 superfamily  - 

Q#432 - >Ca_05086.1|Ca_ specific 259878 24 122 2.43235e-39 130.458 cd04216 Phytocyanin cl19115

Q#432 - >Ca_05086.1|Ca_ superfamily 276230 24 122 2.43235e-39 130.458 cl19115 Cupredoxin superfamily  - 

Q#433 - >Ca_05113.1|Ca_ superfamily 251325 17 127 5.28883e-33 117.369 cl12266 Branch superfamily  - 

Q#434 - >Ca_05126.1|Ca_ superfamily 251669 61 129 2.96012e-08 47.7945 cl03830 Transposase_24 superfamily  - 

Q#435 - >Ca_05133.1|Ca_ superfamily 271593 107 391 1.07688e-24 102.798 cl02567 WD40 superfamily  - 

Q#435 - >Ca_05133.1|Ca_ multi-dom 225201 93 414 6.25127e-17 82.0587 COG2319 COG2319  - 

Q#437 - >Ca_05149.1|Ca_ multi-dom 258434 46 108 1.98723e-10 53.8962 pfam14244 UBN2_3  - 

Q#438 - >Ca_05151.1|Ca_ superfamily 276020 1 195 5.85555e-79 247.032 cl12078 p450 superfamily  - 

Q#439 - >Ca_05153.1|Ca_ specific 189387 102 116 0.00194457 35.1225 pfam00098 zf-CCHC cl22700

Q#439 - >Ca_05153.1|Ca_ superfamily 276654 102 116 0.00194457 35.1225 cl22700 zf-CCHC superfamily  - 

Q#443 - >Ca_05165.1|Ca_ specific 252073 33 111 2.15564e-37 128.552 pfam03634 TCP cl15990

Q#443 - >Ca_05165.1|Ca_ superfamily 252073 33 111 2.15564e-37 128.552 cl15990 TCP superfamily  - 

Q#445 - >Ca_05194.1|Ca_ superfamily 275467 31 120 1.48925e-10 54.3112 cl00074 H2A superfamily  - 

Q#446 - >Ca_05211.1|Ca_ multi-dom 275232 26 63 0.00444373 33.9084 TIGR04439 hypothetical_protein  - 

Q#449 - >Ca_05250.1|Ca_ specific 197608 5 29 0.00236294 35.4902 smart00256 FBOX cl02535

Q#449 - >Ca_05250.1|Ca_ superfamily 261329 5 29 0.00236294 35.4902 cl02535 F-box superfamily  - 

Q#451 - >Ca_05281.1|Ca_ specific 250720 34 167 2.41693e-37 134.338 pfam01582 TIR cl22462

Q#451 - >Ca_05281.1|Ca_ superfamily 250720 34 167 2.41693e-37 134.338 cl22462 TIR superfamily  - 

Q#451 - >Ca_05281.1|Ca_ superfamily 276299 230 328 0.00101159 37.9276 cl21455 ABC_ATPase superfamily  - 

Q#452 - >Ca_05296.1|Ca_ specific 237985 61 111 1.6677e-18 74.6155 cd00018 AP2 cl00033

Q#452 - >Ca_05296.1|Ca_ superfamily 260146 61 111 1.6677e-18 74.6155 cl00033 AP2 superfamily  - 

Q#453 - >Ca_05299.1|Ca_ multi-dom 223021 268 418 0.000375687 42.2329 PHA03247 PHA03247  - 

Q#454 - >Ca_05300.1|Ca_ superfamily 254387 202 239 4.52675e-11 60.5479 cl06662 RVT_2 superfamily  - 
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Q#455 - >Ca_05301.1|Ca_ specific 238039 17 79 1.70182e-13 61.8756 cd00086 homeodomain cl00084

Q#455 - >Ca_05301.1|Ca_ superfamily 275470 17 79 1.70182e-13 61.8756 cl00084 homeodomain superfamily  - 

Q#458 - >Ca_05326.1|Ca_ superfamily 252977 1 185 1.42789e-47 166.544 cl04913 DUF674 superfamily  - 

Q#459 - >Ca_05332.1|Ca_ specific 214842 231 295 5.03146e-12 60.289 smart00831 Cation_ATPase_N cl02930

Q#459 - >Ca_05332.1|Ca_ superfamily 261517 231 295 5.03146e-12 60.289 cl02930 Cation_ATPase_N superfamily  - 

Q#460 - >Ca_05339.1|Ca_ superfamily 256046 1 89 8.64875e-26 104.399 cl11168 PMD superfamily  - 

Q#460 - >Ca_05339.1|Ca_ superfamily 256046 66 141 0.00300803 37.374 cl11168 PMD superfamily  - 

Q#461 - >Ca_05348.1|Ca_ specific 249719 1 39 1.74724e-14 63.7994 pfam00254 FKBP_C cl19519

Q#461 - >Ca_05348.1|Ca_ superfamily 267872 1 39 1.74724e-14 63.7994 cl19519 FKBP_C superfamily  - 

Q#461 - >Ca_05348.1|Ca_ superfamily 267872 63 101 0.00895711 31.4426 cl19519 FKBP_C superfamily  - 

Q#467 - >Ca_05374.1|Ca_ superfamily 271701 1 40 7.4525e-15 69.164 cl10459 Peptidases_S8_S53 superfamily  - 

Q#468 - >Ca_05380.1|Ca_ specific 212558 39 89 1.23915e-16 69.1331 cd11660 SANT_TRF cl21498

Q#468 - >Ca_05380.1|Ca_ superfamily 271918 39 89 1.23915e-16 69.1331 cl21498 SANT superfamily  - 

Q#468 - >Ca_05380.1|Ca_ superfamily 276065 91 117 0.00152377 35.9492 cl14813 GluZincin superfamily  - 

Q#469 - >Ca_05383.1|Ca_ superfamily 243129 4 106 4.51815e-18 75.7529 cl02653 MA3 superfamily  - 

Q#470 - >Ca_05389.1|Ca_ multi-dom 223066 243 372 0.00128582 40.0417 PHA03379 PHA03379  - 

Q#471 - >Ca_05395.1|Ca_ superfamily 271919 2 73 6.54228e-21 80.7751 cl21499 SPX superfamily  - 

Q#472 - >Ca_05423.1|Ca_ superfamily 276334 1 98 7.13561e-53 168.066 cl21511 PEMT superfamily  - 

Q#473 - >Ca_05430.1|Ca_ specific 176653 52 226 8.83169e-62 193.179 cd06141 WRN_exo cl10012

Q#473 - >Ca_05430.1|Ca_ superfamily 271686 52 226 8.83169e-62 193.179 cl10012 DnaQ_like_exo superfamily  - 

Q#475 - >Ca_05445.1|Ca_ specific 132921 45 181 1.53651e-72 224.681 cd07038 TPP_PYR_PDC_IPDC_like cl11410

Q#475 - >Ca_05445.1|Ca_ superfamily 264357 45 181 1.53651e-72 224.681 cl11410 TPP_enzyme_PYR superfamily  - 

Q#475 - >Ca_05445.1|Ca_ superfamily 275737 228 329 2.1511e-38 136.51 cl01629 TPP_enzymes superfamily  - 

Q#476 - >Ca_05462.1|Ca_ multi-dom 215633 45 91 5.84827e-05 42.9395 PLN03210 PLN03210  - 

Q#476 - >Ca_05462.1|Ca_ multi-dom 215633 101 134 0.0017176 38.3171 PLN03210 PLN03210  - 

Q#477 - >Ca_05468.1|Ca_ specific 239511 18 101 1.11858e-32 111.092 cd03419 GRX_GRXh_1_2_like cl00388

Q#477 - >Ca_05468.1|Ca_ superfamily 275563 18 101 1.11858e-32 111.092 cl00388 Thioredoxin_like superfamily  - 

Q#479 - >Ca_05498.1|Ca_ multi-dom 240227 1 86 9.36477e-10 54.0302 PTZ00009 PTZ00009  - 

Q#480 - >Ca_05502.1|Ca_ specific 197667 201 216 0.00474611 33.5708 smart00343 ZnF_C2HC cl22700

Q#480 - >Ca_05502.1|Ca_ superfamily 276654 201 216 0.00474611 33.5708 cl22700 zf-CCHC superfamily  - 

Q#482 - >Ca_05523.1|Ca_ specific 250720 74 159 1.38949e-21 85.4181 pfam01582 TIR cl22462

Q#482 - >Ca_05523.1|Ca_ superfamily 250720 74 159 1.38949e-21 85.4181 cl22462 TIR superfamily  - 

Q#483 - >Ca_05528.1|Ca_ superfamily 252977 1 383 1.21788e-44 161.922 cl04913 DUF674 superfamily  - 

Q#484 - >Ca_05529.1|Ca_ superfamily 252977 1 356 1.14311e-44 161.152 cl04913 DUF674 superfamily  - 

Q#485 - >Ca_05535.1|Ca_ specific 133136 363 453 3.34658e-18 80.0731 cd00303 retropepsin_like cl11403

Q#485 - >Ca_05535.1|Ca_ superfamily 275927 363 453 3.34658e-18 80.0731 cl11403 pepsin_retropepsin_like superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#485 - >Ca_05535.1|Ca_ superfamily 275586 150 314 1.71896e-17 83.1161 cl00456 SLC5-6-like_sbd superfamily  - 

Q#486 - >Ca_05558.1|Ca_ specific 258838 17 179 6.58088e-43 148.609 pfam14700 RPOL_N cl20638

Q#486 - >Ca_05558.1|Ca_ superfamily 258838 17 179 6.58088e-43 148.609 cl20638 RPOL_N superfamily  - 

Q#487 - >Ca_05561.1|Ca_ specific 133136 208 296 5.4793e-11 58.1168 cd00303 retropepsin_like cl11403

Q#487 - >Ca_05561.1|Ca_ superfamily 275927 208 296 5.4793e-11 58.1168 cl11403 pepsin_retropepsin_like superfamily  - 

Q#490 - >Ca_05570.1|Ca_ specific 133136 168 223 5.45015e-07 46.5608 cd00303 retropepsin_like cl11403

Q#490 - >Ca_05570.1|Ca_ superfamily 275927 168 223 5.45015e-07 46.5608 cl11403 pepsin_retropepsin_like superfamily  - 

Q#491 - >Ca_05581.1|Ca_ specific 250692 54 84 0.00355442 33.9665 pfam01535 PPR cl03252

Q#491 - >Ca_05581.1|Ca_ superfamily 275791 54 84 0.00355442 33.9665 cl03252 PPR superfamily  - 

Q#491 - >Ca_05581.1|Ca_ multi-dom 257477 82 126 6.48768e-07 44.701 pfam13041 PPR_2  - 

Q#491 - >Ca_05581.1|Ca_ multi-dom 257477 190 232 5.57303e-05 39.3082 pfam13041 PPR_2  - 

Q#491 - >Ca_05581.1|Ca_ multi-dom 257477 113 156 0.00135505 35.4562 pfam13041 PPR_2  - 

Q#492 - >Ca_05589.1|Ca_ specific 238104 27 201 1.30016e-34 122.066 cd00178 STI cl11466

Q#492 - >Ca_05589.1|Ca_ superfamily 264382 27 201 1.30016e-34 122.066 cl11466 STI superfamily  - 

Q#493 - >Ca_05590.1|Ca_ specific 238104 27 201 1.30016e-34 122.066 cd00178 STI cl11466

Q#493 - >Ca_05590.1|Ca_ superfamily 264382 27 201 1.30016e-34 122.066 cl11466 STI superfamily  - 

Q#496 - >Ca_05594.1|Ca_ superfamily 265686 54 114 5.60775e-09 51.5218 cl15397 DUF89 superfamily  - 

Q#500 - >Ca_05602.1|Ca_ specific 238825 570 686 3.66704e-56 190.499 cd01647 RT_LTR cl02808

Q#500 - >Ca_05602.1|Ca_ superfamily 261455 570 686 3.66704e-56 190.499 cl02808 RT_like superfamily  - 

Q#500 - >Ca_05602.1|Ca_ specific 133136 374 464 8.94007e-20 85.4659 cd00303 retropepsin_like cl11403

Q#500 - >Ca_05602.1|Ca_ superfamily 275927 374 464 8.94007e-20 85.4659 cl11403 pepsin_retropepsin_like superfamily  - 

Q#500 - >Ca_05602.1|Ca_ superfamily 252133 131 221 9.46325e-10 56.5781 cl04237 Retrotrans_gag superfamily  - 

Q#500 - >Ca_05602.1|Ca_ multi-dom 249567 588 686 3.53511e-15 74.6746 pfam00078 RVT_1  - 

Q#501 - >Ca_05607.1|Ca_ superfamily 253337 44 87 3.84019e-09 52.9081 cl05327 Auxin_canalis superfamily  - 

Q#502 - >Ca_05614.1|Ca_ specific 238239 2 131 8.53096e-67 201.936 cd00412 pyrophosphatase cl00217

Q#502 - >Ca_05614.1|Ca_ superfamily 260270 2 131 8.53096e-67 201.936 cl00217 pyrophosphatase superfamily  - 

Q#507 - >Ca_05631.1|Ca_ superfamily 252133 100 199 8.12755e-11 56.1929 cl04237 Retrotrans_gag superfamily  - 

Q#509 - >Ca_05645.1|Ca_ superfamily 256046 34 166 6.26541e-20 83.9832 cl11168 PMD superfamily  - 

Q#510 - >Ca_05649.1|Ca_ specific 214614 438 598 5.78473e-30 114.739 smart00317 SET cl02566

Q#510 - >Ca_05649.1|Ca_ superfamily 261347 438 598 5.78473e-30 114.739 cl02566 SET superfamily  - 

Q#510 - >Ca_05649.1|Ca_ specific 252958 329 430 1.55311e-26 104.421 pfam05033 Pre-SET cl02622

Q#510 - >Ca_05649.1|Ca_ superfamily 261377 329 430 1.55311e-26 104.421 cl02622 Pre-SET superfamily  - 

Q#510 - >Ca_05649.1|Ca_ superfamily 261375 173 305 1.8862e-19 85.7673 cl02620 SAD_SRA superfamily  - 

Q#511 - >Ca_05653.1|Ca_ specific 239356 8 81 1.11796e-39 132.787 cd03058 GST_N_Tau cl00388

Q#511 - >Ca_05653.1|Ca_ superfamily 275563 8 81 1.11796e-39 132.787 cl00388 Thioredoxin_like superfamily  - 

Q#511 - >Ca_05653.1|Ca_ specific 198294 91 212 1.35341e-39 134.228 cd03185 GST_C_Tau cl02776
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Q#511 - >Ca_05653.1|Ca_ superfamily 275780 91 212 1.35341e-39 134.228 cl02776 GST_C_family superfamily  - 

Q#511 - >Ca_05653.1|Ca_ multi-dom 223698 8 185 3.97952e-27 103.736 COG0625 Gst  - 

Q#512 - >Ca_05654.1|Ca_ specific 198294 91 217 1.77128e-48 157.34 cd03185 GST_C_Tau cl02776

Q#512 - >Ca_05654.1|Ca_ superfamily 275780 91 217 1.77128e-48 157.34 cl02776 GST_C_family superfamily  - 

Q#512 - >Ca_05654.1|Ca_ specific 239356 8 81 9.59141e-39 130.476 cd03058 GST_N_Tau cl00388

Q#512 - >Ca_05654.1|Ca_ superfamily 275563 8 81 9.59141e-39 130.476 cl00388 Thioredoxin_like superfamily  - 

Q#512 - >Ca_05654.1|Ca_ multi-dom 223698 9 213 3.58734e-24 96.0321 COG0625 Gst  - 

Q#513 - >Ca_05657.1|Ca_ multi-dom 259534 525 654 5.13264e-05 45.5202 pfam15402 Spc7_N  - 

Q#513 - >Ca_05657.1|Ca_ multi-dom 223021 2 294 0.00916236 38.3809 PHA03247 PHA03247  - 

Q#514 - >Ca_05663.1|Ca_ specific 260004 3 121 2.32863e-59 182.283 cd09272 RNase_HI_RT_Ty1 cl14782

Q#514 - >Ca_05663.1|Ca_ superfamily 271754 3 121 2.32863e-59 182.283 cl14782 RNase_H_like superfamily  - 

Q#515 - >Ca_05672.1|Ca_ specific 238096 68 111 0.000255739 36.0142 cd00167 SANT cl21498

Q#515 - >Ca_05672.1|Ca_ superfamily 271918 68 111 0.000255739 36.0142 cl21498 SANT superfamily  - 

Q#517 - >Ca_05679.1|Ca_ specific 119339 2 189 1.32208e-30 113.039 cd06558 crotonase-like cl21466

Q#517 - >Ca_05679.1|Ca_ superfamily 276308 2 189 1.32208e-30 113.039 cl21466 crotonase-like superfamily  - 

Q#518 - >Ca_05686.1|Ca_ specific 260004 283 420 1.29549e-59 193.068 cd09272 RNase_HI_RT_Ty1 cl14782

Q#518 - >Ca_05686.1|Ca_ superfamily 271754 283 420 1.29549e-59 193.068 cl14782 RNase_H_like superfamily  - 

Q#518 - >Ca_05686.1|Ca_ superfamily 254387 142 275 1.59951e-50 172.641 cl06662 RVT_2 superfamily  - 

Q#520 - >Ca_05702.1|Ca_ specific 189387 80 97 0.000991497 37.8189 pfam00098 zf-CCHC cl22700

Q#520 - >Ca_05702.1|Ca_ superfamily 276654 80 97 0.000991497 37.8189 cl22700 zf-CCHC superfamily  - 

Q#523 - >Ca_05710.1|Ca_ superfamily 276175 1 103 4.91897e-52 175.993 cl17037 NBD_sugar-kinase_HSP70_actin superfamily  - 

Q#523 - >Ca_05710.1|Ca_ multi-dom 240227 1 277 9.98682e-87 273.979 PTZ00009 PTZ00009  - 

Q#529 - >Ca_05731.1|Ca_ specific 214614 134 186 6.77991e-17 73.9079 smart00317 SET cl02566

Q#529 - >Ca_05731.1|Ca_ superfamily 261347 134 186 6.77991e-17 73.9079 cl02566 SET superfamily  - 

Q#531 - >Ca_05743.1|Ca_ multi-dom 257262 202 302 0.00201087 39.3973 pfam12737 Mating_C  - 

Q#535 - >Ca_05770.1|Ca_ specific 133437 17 69 4.96451e-15 68.2974 cd01667 TGS_ThrRS_N cl00155

Q#535 - >Ca_05770.1|Ca_ superfamily 275476 17 69 4.96451e-15 68.2974 cl00155 UBQ superfamily  - 

Q#540 - >Ca_05818.1|Ca_ superfamily 275947 126 328 1.73782e-15 76.1065 cl11493 PQQ_DH_like superfamily  - 

Q#540 - >Ca_05818.1|Ca_ multi-dom 257688 8 320 5.34266e-12 63.5632 pfam13360 PQQ_2  - 

Q#541 - >Ca_05822.1|Ca_ superfamily 276297 110 206 4.05655e-24 96.9582 cl21453 PKc_like superfamily  - 

Q#545 - >Ca_05899.1|Ca_ superfamily 275518 13 141 0.00524399 36.1248 cl00304 TP_methylase superfamily  - 

Q#546 - >Ca_05909.1|Ca_ superfamily 271754 96 194 6.278e-06 44.0205 cl14782 RNase_H_like superfamily  - 

Q#548 - >Ca_05921.1|Ca_ multi-dom 147601 224 365 0.00129917 39.5664 pfam05505 Ebola_NP  - 

Q#549 - >Ca_05928.1|Ca_ specific 250356 6 141 2.81582e-76 225.46 pfam01090 Ribosomal_S19e cl00969

Q#549 - >Ca_05928.1|Ca_ superfamily 260724 6 141 2.81582e-76 225.46 cl00969 Ribosomal_S19e superfamily  - 

Q#550 - >Ca_05931.1|Ca_ multi-dom 223021 70 286 0.000316623 42.6181 PHA03247 PHA03247  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#551 - >Ca_05932.1|Ca_ multi-dom 165099 214 338 0.000634276 40.5065 PHA02732 PHA02732  - 

Q#557 - >Ca_05963.1|Ca_ specific 250770 1 156 1.41689e-59 191.349 pfam01650 Peptidase_C13 cl00042

Q#557 - >Ca_05963.1|Ca_ superfamily 271411 1 156 1.41689e-59 191.349 cl00042 CASc superfamily  - 

Q#559 - >Ca_05969.1|Ca_ superfamily 275753 3 206 1.1926e-83 253.303 cl01911 Pectinesterase superfamily  - 

Q#561 - >Ca_06000.1|Ca_ superfamily 276263 124 349 1.41485e-16 77.0144 cl19514 FBA_1 superfamily  - 

Q#561 - >Ca_06000.1|Ca_ specific 197608 14 54 4.60795e-08 49.3574 smart00256 FBOX cl02535

Q#561 - >Ca_06000.1|Ca_ superfamily 261329 14 54 4.60795e-08 49.3574 cl02535 F-box superfamily  - 

Q#564 - >Ca_06024.1|Ca_ specific 239926 33 99 1.79034e-13 64.1956 cd04480 RPA1_DBD_A_like cl09930

Q#564 - >Ca_06024.1|Ca_ superfamily 275906 33 99 1.79034e-13 64.1956 cl09930 RPA_2b-aaRSs_OBF_like superfamily  - 

Q#564 - >Ca_06024.1|Ca_ superfamily 275906 114 214 4.46057e-08 50.3843 cl09930 RPA_2b-aaRSs_OBF_like superfamily  - 

Q#566 - >Ca_06038.1|Ca_ superfamily 251810 3 68 4.37107e-15 65.0379 cl03943 Yippee-Mis18 superfamily  - 

Q#568 - >Ca_06051.1|Ca_ superfamily 202502 1 94 5.65115e-44 152.415 cl03823 Transposase_21 superfamily  - 

Q#568 - >Ca_06051.1|Ca_ superfamily 258207 233 264 5.86987e-13 63.3691 cl16495 DUF4216 superfamily  - 

Q#570 - >Ca_06071.1|Ca_ superfamily 223036 45 109 0.00457884 36.1899 cl19802 PHA03295 superfamily  - 

Q#572 - >Ca_06073.1|Ca_ specific 211392 5 197 1.59641e-58 183.105 cd11380 Ribosomal_S8e_like cl00880

Q#572 - >Ca_06073.1|Ca_ superfamily 260676 5 197 1.59641e-58 183.105 cl00880 Ribosomal_S8e_like superfamily  - 

Q#572 - >Ca_06073.1|Ca_ multi-dom 240292 1 213 1.39556e-115 331.186 PTZ00148 PTZ00148  - 

Q#574 - >Ca_06075.1|Ca_ multi-dom 273330 22 104 7.20584e-11 57.5174 TIGR00906 Low_affinity_cationic_amino_acid_transporter_2  - 

Q#575 - >Ca_06099.1|Ca_ multi-dom 254474 1 76 1.07026e-06 43.3452 pfam07859 Abhydrolase_3  - 

Q#581 - >Ca_06116.1|Ca_ superfamily 276192 28 89 2.52934e-20 80.35 cl17169 RRM_SF superfamily  - 

Q#581 - >Ca_06116.1|Ca_ multi-dom 214636 28 92 1.71111e-15 67.2335 smart00360 RRM  - 

Q#582 - >Ca_06124.1|Ca_ multi-dom 223021 180 326 9.31424e-05 43.3885 PHA03247 PHA03247  - 

Q#584 - >Ca_06140.1|Ca_ multi-dom 227709 419 622 0.00091726 41.4151 COG5422 ROM1  - 

Q#587 - >Ca_06162.1|Ca_ specific 203773 6 174 1.65243e-55 179.094 pfam07819 PGAP1 cl21494

Q#587 - >Ca_06162.1|Ca_ superfamily 276326 6 174 1.65243e-55 179.094 cl21494 Esterase_lipase superfamily  - 

Q#587 - >Ca_06162.1|Ca_ multi-dom 257231 30 115 0.000519071 38.6841 pfam12697 Abhydrolase_6  - 

Q#588 - >Ca_06168.1|Ca_ specific 239089 120 185 4.67287e-19 78.2871 cd02396 PCBP_like_KH cl00098

Q#588 - >Ca_06168.1|Ca_ superfamily 275471 120 185 4.67287e-19 78.2871 cl00098 KH-I superfamily  - 

Q#588 - >Ca_06168.1|Ca_ superfamily 275507 1 82 4.46826e-50 168.147 cl00268 class_II_aaRS-like_core superfamily  - 

Q#588 - >Ca_06168.1|Ca_ superfamily 275471 206 227 0.00034678 37.0708 cl00098 KH-I superfamily  - 

Q#591 - >Ca_06187.1|Ca_ superfamily 260768 2 49 5.43647e-12 57.6475 cl01053 SGNH_hydrolase superfamily  - 

Q#592 - >Ca_06189.1|Ca_ superfamily 275485 64 133 0.00323878 38.3301 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#593 - >Ca_06190.1|Ca_ superfamily 254387 6 136 2.55172e-36 128.343 cl06662 RVT_2 superfamily  - 

Q#596 - >Ca_06274.1|Ca_ specific 249606 246 396 4.12022e-21 91.8614 pfam00122 E1-E2_ATPase cl02811

Q#596 - >Ca_06274.1|Ca_ superfamily 249606 246 396 4.12022e-21 91.8614 cl02811 E1-E2_ATPase superfamily  - 

Q#596 - >Ca_06274.1|Ca_ specific 257602 398 482 1.15631e-14 69.9501 pfam13246 Hydrolase_like2 cl16182
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Q#596 - >Ca_06274.1|Ca_ superfamily 257602 398 482 1.15631e-14 69.9501 cl16182 Hydrolase_like2 superfamily  - 

Q#599 - >Ca_06284.1|Ca_ specific 251775 17 115 1.38961e-35 121.363 pfam03171 2OG-FeII_Oxy cl21496

Q#599 - >Ca_06284.1|Ca_ superfamily 276328 17 115 1.38961e-35 121.363 cl21496 2OG-FeII_Oxy superfamily  - 

Q#600 - >Ca_06285.1|Ca_ specific 258418 56 163 6.91656e-34 117.727 pfam14226 DIOX_N cl21672

Q#600 - >Ca_06285.1|Ca_ superfamily 272092 56 163 6.91656e-34 117.727 cl21672 DIOX_N superfamily  - 

Q#601 - >Ca_06318.1|Ca_ superfamily 275507 75 162 1.23192e-53 179.318 cl00268 class_II_aaRS-like_core superfamily  - 

Q#601 - >Ca_06318.1|Ca_ superfamily 275471 256 277 0.00730537 33.604 cl00098 KH-I superfamily  - 

Q#604 - >Ca_06363.1|Ca_ superfamily 260211 24 293 5.63713e-104 311.28 cl00137 SERPIN superfamily  - 

Q#608 - >Ca_06416.1|Ca_ specific 254181 1 84 1.5354e-21 82.6557 pfam07386 DUF1499 cl01841

Q#608 - >Ca_06416.1|Ca_ superfamily 261091 1 84 1.5354e-21 82.6557 cl01841 DUF1499 superfamily  - 

Q#609 - >Ca_06455.1|Ca_ superfamily 256046 154 224 1.38634e-06 47.7744 cl11168 PMD superfamily  - 

Q#612 - >Ca_06481.1|Ca_ specific 189907 1 81 9.54977e-49 150.819 pfam01249 Ribosomal_S21e cl03140

Q#612 - >Ca_06481.1|Ca_ superfamily 189907 1 81 9.54977e-49 150.819 cl03140 Ribosomal_S21e superfamily  - 

Q#613 - >Ca_06518.1|Ca_ superfamily 275799 47 127 2.032e-05 38.6967 cl04011 DPBB_1 superfamily  - 

Q#614 - >Ca_06520.1|Ca_ superfamily 275799 85 154 0.00713809 32.5335 cl04011 DPBB_1 superfamily  - 

Q#615 - >Ca_06527.1|Ca_ specific 252718 1 248 1.68748e-151 426.705 pfam04646 DUF604 cl21608

Q#615 - >Ca_06527.1|Ca_ superfamily 272028 1 248 1.68748e-151 426.705 cl21608 Galactosyl_T superfamily  - 

Q#618 - >Ca_06568.1|Ca_ superfamily 260203 81 180 2.10966e-10 59.2623 cl00120 PP2Cc superfamily  - 

Q#618 - >Ca_06568.1|Ca_ specific 214625 289 401 4.09264e-10 58.5405 smart00332 PP2Cc cl00120

Q#618 - >Ca_06568.1|Ca_ superfamily 260203 289 401 4.09264e-10 58.5405 cl00120 PP2Cc superfamily  - 

Q#619 - >Ca_06571.1|Ca_ multi-dom 165099 416 547 0.0020835 39.7361 PHA02732 PHA02732  - 

Q#620 - >Ca_06577.1|Ca_ superfamily 275460 255 387 2.0304e-58 189.392 cl00015 nt_trans superfamily  - 

Q#620 - >Ca_06577.1|Ca_ multi-dom 215227 255 403 4.96001e-81 257.303 PLN02406 PLN02406  - 

Q#622 - >Ca_06585.1|Ca_ superfamily 256046 83 239 6.24505e-15 73.1976 cl11168 PMD superfamily  - 

Q#623 - >Ca_06595.1|Ca_ superfamily 276299 2 89 6.36148e-30 106.8 cl21455 ABC_ATPase superfamily  - 

Q#624 - >Ca_06630.1|Ca_ superfamily 252133 113 163 2.75471e-11 58.5041 cl04237 Retrotrans_gag superfamily  - 

Q#624 - >Ca_06630.1|Ca_ superfamily 275927 178 214 0.000489223 38.1695 cl11403 pepsin_retropepsin_like superfamily  - 

Q#625 - >Ca_06635.1|Ca_ specific 133437 76 137 3.66739e-20 84.0906 cd01667 TGS_ThrRS_N cl00155

Q#625 - >Ca_06635.1|Ca_ superfamily 275476 76 137 3.66739e-20 84.0906 cl00155 UBQ superfamily  - 

Q#626 - >Ca_06643.1|Ca_ superfamily 254387 42 132 9.21529e-24 92.5195 cl06662 RVT_2 superfamily  - 

Q#627 - >Ca_06646.1|Ca_ superfamily 276297 7 133 3.29817e-34 121.031 cl21453 PKc_like superfamily  - 

Q#630 - >Ca_06719.1|Ca_ superfamily 260771 88 121 6.31766e-05 36.89 cl01066 Trm112p superfamily  - 

Q#632 - >Ca_06775.1|Ca_ superfamily 253337 3 43 2.34534e-07 44.4337 cl05327 Auxin_canalis superfamily  - 

Q#634 - >Ca_06860.1|Ca_ specific 258161 98 120 0.00280576 34.9172 pfam13894 zf-C2H2_4 cl20498

Q#634 - >Ca_06860.1|Ca_ superfamily 258161 98 120 0.00280576 34.9172 cl20498 zf-C2H2_4 superfamily  - 

Q#634 - >Ca_06860.1|Ca_ multi-dom 257361 109 207 0.00847616 34.8609 pfam12868 DUF3824  - 
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Q#635 - >Ca_06862.1|Ca_ superfamily 253250 157 180 5.11852e-05 38.2409 cl05229 DUF761 superfamily  - 

Q#636 - >Ca_06864.1|Ca_ specific 238002 47 119 8.03282e-20 81.3664 cd00042 CY cl09238

Q#636 - >Ca_06864.1|Ca_ superfamily 275873 47 119 8.03282e-20 81.3664 cl09238 CY superfamily  - 

Q#636 - >Ca_06864.1|Ca_ superfamily 275873 142 187 0.00470303 34.372 cl09238 CY superfamily  - 

Q#638 - >Ca_06933.1|Ca_ specific 132916 6 79 2.94779e-28 107.142 cd07033 TPP_PYR_DXS_TK_like cl11410

Q#638 - >Ca_06933.1|Ca_ superfamily 264357 6 79 2.94779e-28 107.142 cl11410 TPP_enzyme_PYR superfamily  - 

Q#638 - >Ca_06933.1|Ca_ superfamily 276298 81 146 2.98037e-18 81.467 cl21454 SDR superfamily  - 

Q#640 - >Ca_06960.1|Ca_ superfamily 260927 53 103 5.33351e-17 72.2898 cl01412 Alpha-L-AF_C superfamily  - 

Q#641 - >Ca_06964.1|Ca_ superfamily 276299 69 315 1.01596e-143 413.141 cl21455 ABC_ATPase superfamily  - 

Q#644 - >Ca_07049.1|Ca_ specific 254692 24 62 1.14954e-07 47.7138 pfam08263 LRRNT_2 cl08472

Q#644 - >Ca_07049.1|Ca_ superfamily 254692 24 62 1.14954e-07 47.7138 cl08472 LRRNT_2 superfamily  - 

Q#644 - >Ca_07049.1|Ca_ superfamily 276664 121 297 5.37522e-06 46.1946 cl22710 LRR_RI superfamily  - 

Q#644 - >Ca_07049.1|Ca_ multi-dom 258126 119 179 1.67892e-07 47.5325 pfam13855 LRR_8  - 

Q#644 - >Ca_07049.1|Ca_ multi-dom 258126 215 272 0.00498645 34.4357 pfam13855 LRR_8  - 

Q#645 - >Ca_07075.1|Ca_ specific 238125 243 295 0.000198019 40.0595 cd00204 ANK cl02529

Q#645 - >Ca_07075.1|Ca_ superfamily 275769 243 295 0.000198019 40.0595 cl02529 ANK superfamily  - 

Q#645 - >Ca_07075.1|Ca_ specific 258214 340 452 1.7224e-25 101.029 pfam13962 PGG cl16503

Q#645 - >Ca_07075.1|Ca_ superfamily 258214 340 452 1.7224e-25 101.029 cl16503 PGG superfamily  - 

Q#645 - >Ca_07075.1|Ca_ multi-dom 257303 243 285 3.66053e-05 41.8579 pfam12796 Ank_2  - 

Q#646 - >Ca_07079.1|Ca_ specific 249651 9 82 1.43266e-36 122.307 pfam00173 Cyt-b5 cl02041

Q#646 - >Ca_07079.1|Ca_ superfamily 261158 9 82 1.43266e-36 122.307 cl02041 Cyt-b5 superfamily  - 

Q#648 - >Ca_07119.1|Ca_ specific 238705 4 167 5.9273e-76 228.389 cd01417 Ribosomal_L19e_E cl00232

Q#648 - >Ca_07119.1|Ca_ superfamily 260284 4 167 5.9273e-76 228.389 cl00232 Ribosomal_L19e superfamily  - 

Q#649 - >Ca_07125.1|Ca_ multi-dom 273731 47 161 1.64521e-23 97.0125 TIGR01647 Plasma_membrane_ATPase  - 

Q#650 - >Ca_07128.1|Ca_ superfamily 204810 30 75 1.939e-15 64.3025 cl13460 DUF3511 superfamily  - 

Q#651 - >Ca_07142.1|Ca_ specific 214614 303 392 5.05441e-20 85.0787 smart00317 SET cl02566

Q#651 - >Ca_07142.1|Ca_ superfamily 261347 303 392 5.05441e-20 85.0787 cl02566 SET superfamily  - 

Q#652 - >Ca_07143.1|Ca_ superfamily 252005 8 185 3.42235e-38 135.864 cl15987 GRAS superfamily  - 

Q#653 - >Ca_07157.1|Ca_ specific 206717 18 176 1.28842e-125 359.799 cd04150 Arf1_5_like cl21455

Q#653 - >Ca_07157.1|Ca_ superfamily 276299 18 176 1.28842e-125 359.799 cl21455 ABC_ATPase superfamily  - 

Q#653 - >Ca_07157.1|Ca_ multi-dom 197556 15 177 7.78909e-31 115.803 smart00178 SAR  - 

Q#654 - >Ca_07191.1|Ca_ specific 239111 122 334 6.01334e-103 305.734 cd02620 Peptidase_C1A_CathepsinB cl00296

Q#654 - >Ca_07191.1|Ca_ superfamily 275516 122 334 6.01334e-103 305.734 cl00296 Peptidase_C1 superfamily  - 

Q#654 - >Ca_07191.1|Ca_ specific 203856 40 82 2.26522e-06 44.1188 pfam08127 Propeptide_C1 cl06937

Q#654 - >Ca_07191.1|Ca_ superfamily 203856 40 82 2.26522e-06 44.1188 cl06937 Propeptide_C1 superfamily  - 

Q#655 - >Ca_07199.1|Ca_ specific 249667 64 210 6.60983e-39 132.787 pfam00190 Cupin_1 cl21464
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Q#655 - >Ca_07199.1|Ca_ superfamily 276307 64 210 6.60983e-39 132.787 cl21464 ABD superfamily  - 

Q#656 - >Ca_07225.1|Ca_ specific 211390 86 197 4.67553e-29 106.131 cd11378 DUF296 cl00720

Q#656 - >Ca_07225.1|Ca_ superfamily 260588 86 197 4.67553e-29 106.131 cl00720 DUF296 superfamily  - 

Q#657 - >Ca_07240.1|Ca_ specific 189034 53 187 6.67219e-106 303.391 cd09864 PIN_Fcf1 cl14812

Q#657 - >Ca_07240.1|Ca_ superfamily 276064 53 187 6.67219e-106 303.391 cl14812 PIN_SF superfamily  - 

Q#660 - >Ca_07281.1|Ca_ specific 99751 55 99 9.70152e-07 41.7621 cd06257 DnaJ cl02542

Q#660 - >Ca_07281.1|Ca_ superfamily 271590 55 99 9.70152e-07 41.7621 cl02542 DnaJ superfamily  - 

Q#662 - >Ca_07331.1|Ca_ multi-dom 215633 8 218 9.74763e-09 54.1103 PLN03210 PLN03210  - 

Q#664 - >Ca_07356.1|Ca_ specific 251895 16 143 2.46865e-31 113.488 pfam03357 Snf7 cl21588

Q#664 - >Ca_07356.1|Ca_ superfamily 272008 16 143 2.46865e-31 113.488 cl21588 Snf7 superfamily  - 

Q#666 - >Ca_07380.1|Ca_ specific 238083 62 359 7.68476e-42 149.014 cd00143 PP2Cc cl00120

Q#666 - >Ca_07380.1|Ca_ superfamily 260203 62 359 7.68476e-42 149.014 cl00120 PP2Cc superfamily  - 

Q#667 - >Ca_07381.1|Ca_ specific 238083 79 384 7.26535e-47 163.266 cd00143 PP2Cc cl00120

Q#667 - >Ca_07381.1|Ca_ superfamily 260203 79 384 7.26535e-47 163.266 cl00120 PP2Cc superfamily  - 

Q#668 - >Ca_07382.1|Ca_ specific 238083 42 358 6.7613e-44 154.792 cd00143 PP2Cc cl00120

Q#668 - >Ca_07382.1|Ca_ superfamily 260203 42 358 6.7613e-44 154.792 cl00120 PP2Cc superfamily  - 

Q#669 - >Ca_07383.1|Ca_ specific 238083 46 365 3.871e-32 122.05 cd00143 PP2Cc cl00120

Q#669 - >Ca_07383.1|Ca_ superfamily 260203 46 365 3.871e-32 122.05 cl00120 PP2Cc superfamily  - 

Q#671 - >Ca_07417.1|Ca_ specific 252304 10 180 3.12577e-28 106.305 pfam03998 Utp11 cl02164

Q#671 - >Ca_07417.1|Ca_ superfamily 261203 10 180 3.12577e-28 106.305 cl02164 Utp11 superfamily  - 

Q#672 - >Ca_07435.1|Ca_ specific 238088 15 113 2.81544e-19 78.3865 cd00156 REC cl19078

Q#672 - >Ca_07435.1|Ca_ superfamily 271833 15 113 2.81544e-19 78.3865 cl19078 REC superfamily  - 

Q#673 - >Ca_07446.1|Ca_ multi-dom 254113 130 211 7.30104e-16 74.3924 pfam07227 DUF1423  - 

Q#673 - >Ca_07446.1|Ca_ multi-dom 235600 5 106 0.00888062 35.2884 PRK05771 PRK05771  - 

Q#674 - >Ca_07484.1|Ca_ specific 206540 556 655 1.4416e-43 152.313 pfam14372 DUF4413 cl16834

Q#674 - >Ca_07484.1|Ca_ superfamily 206540 556 655 1.4416e-43 152.313 cl16834 DUF4413 superfamily  - 

Q#674 - >Ca_07484.1|Ca_ specific 214746 322 373 3.39482e-10 56.6672 smart00614 ZnF_BED cl02703

Q#674 - >Ca_07484.1|Ca_ superfamily 261413 322 373 3.39482e-10 56.6672 cl02703 zf-BED superfamily  - 

Q#675 - >Ca_07513.1|Ca_ specific 238068 16 149 2.14331e-21 84.7382 cd00121 MATH cl02446

Q#675 - >Ca_07513.1|Ca_ superfamily 261289 16 149 2.14331e-21 84.7382 cl02446 MATH superfamily  - 

Q#676 - >Ca_07535.1|Ca_ superfamily 276193 12 77 0.00506982 32.0166 cl17171 PH-like superfamily  - 

Q#677 - >Ca_07554.1|Ca_ specific 238068 16 149 2.14331e-21 84.7382 cd00121 MATH cl02446

Q#677 - >Ca_07554.1|Ca_ superfamily 261289 16 149 2.14331e-21 84.7382 cl02446 MATH superfamily  - 

Q#678 - >Ca_07575.1|Ca_ superfamily 271982 180 344 4.08435e-19 83.065 cl21562 DDE_Tnp_1_6 superfamily  - 

Q#678 - >Ca_07575.1|Ca_ superfamily 276302 87 133 0.00366426 34.9938 cl21459 HTH_XRE superfamily  - 

Q#679 - >Ca_07583.1|Ca_ superfamily 271982 180 344 4.08435e-19 83.065 cl21562 DDE_Tnp_1_6 superfamily  - 
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Q#679 - >Ca_07583.1|Ca_ superfamily 276302 87 133 0.00366426 34.9938 cl21459 HTH_XRE superfamily  - 

Q#681 - >Ca_07635.1|Ca_ specific 191032 1 167 1.59386e-69 210.646 pfam04573 SPC22 cl04601

Q#681 - >Ca_07635.1|Ca_ superfamily 194922 1 167 1.59386e-69 210.646 cl04601 SPC22 superfamily  - 

Q#683 - >Ca_07703.1|Ca_ specific 146016 5 109 1.18459e-27 98.8024 pfam03179 V-ATPase_G cl03922

Q#683 - >Ca_07703.1|Ca_ superfamily 155755 5 109 1.18459e-27 98.8024 cl03922 V-ATPase_G superfamily  - 

Q#684 - >Ca_07723.1|Ca_ superfamily 276175 9 71 1.15627e-51 166.749 cl17037 NBD_sugar-kinase_HSP70_actin superfamily  - 

Q#685 - >Ca_07725.1|Ca_ specific 250855 17 124 6.1339e-43 138.894 pfam01776 Ribosomal_L22e cl03348

Q#685 - >Ca_07725.1|Ca_ superfamily 261695 17 124 6.1339e-43 138.894 cl03348 Ribosomal_L22e superfamily  - 

Q#686 - >Ca_07783.1|Ca_ superfamily 275544 27 132 5.2651e-35 119.744 cl00350 Ribosomal_S19 superfamily  - 

Q#687 - >Ca_07793.1|Ca_ superfamily 241616 9 74 8.08791e-11 56.1143 cl00109 MADS superfamily  - 

Q#688 - >Ca_07928.1|Ca_ superfamily 275544 39 110 6.24107e-34 115.08 cl00350 Ribosomal_S19 superfamily  - 

Q#689 - >Ca_07979.1|Ca_ superfamily 275483 11 233 2.33618e-143 414.145 cl00204 PFK superfamily  - 

Q#690 - >Ca_07999.1|Ca_ multi-dom 226444 1 146 5.00315e-05 41.4215 COG3934 COG3934  - 

Q#691 - >Ca_08012.1|Ca_ specific 275442 17 169 1.80262e-41 138.725 cd15798 PMEI-like_3 cl04375

Q#691 - >Ca_08012.1|Ca_ superfamily 275808 17 169 1.80262e-41 138.725 cl04375 PMEI_like superfamily  - 

Q#695 - >Ca_08034.1|Ca_ superfamily 275582 38 202 1.0973e-24 105.269 cl00451 MoCF_BD superfamily  - 

Q#695 - >Ca_08034.1|Ca_ superfamily 275582 238 301 9.75277e-09 56.3482 cl00451 MoCF_BD superfamily  - 

Q#696 - >Ca_08035.1|Ca_ specific 250027 23 70 1.47322e-08 49.8957 pfam00646 F-box cl02535

Q#696 - >Ca_08035.1|Ca_ superfamily 261329 23 70 1.47322e-08 49.8957 cl02535 F-box superfamily  - 

Q#696 - >Ca_08035.1|Ca_ superfamily 276263 142 263 0.00135126 38.1092 cl19514 FBA_1 superfamily  - 

Q#697 - >Ca_08036.1|Ca_ superfamily 265652 127 188 8.94896e-09 49.9869 cl15242 BfiI_C_EcoRII_N_B3 superfamily  - 

Q#698 - >Ca_08037.1|Ca_ specific 260004 474 518 1.27905e-14 72.1157 cd09272 RNase_HI_RT_Ty1 cl14782

Q#698 - >Ca_08037.1|Ca_ superfamily 271754 474 518 1.27905e-14 72.1157 cl14782 RNase_H_like superfamily  - 

Q#698 - >Ca_08037.1|Ca_ specific 197383 116 194 8.2786e-13 65.8121 cd10017 B3_DNA cl15242

Q#698 - >Ca_08037.1|Ca_ superfamily 265652 116 194 8.2786e-13 65.8121 cl15242 BfiI_C_EcoRII_N_B3 superfamily  - 

Q#698 - >Ca_08037.1|Ca_ specific 237987 522 645 1.37013e-08 53.8575 cd00020 ARM cl22454

Q#698 - >Ca_08037.1|Ca_ superfamily 276408 522 645 1.37013e-08 53.8575 cl22454 ARM superfamily  - 

Q#698 - >Ca_08037.1|Ca_ specific 237987 696 852 6.08298e-08 51.5463 cd00020 ARM cl22454

Q#698 - >Ca_08037.1|Ca_ superfamily 276408 696 852 6.08298e-08 51.5463 cl22454 ARM superfamily  - 

Q#698 - >Ca_08037.1|Ca_ specific 237987 631 722 6.46772e-07 48.4647 cd00020 ARM cl22454

Q#698 - >Ca_08037.1|Ca_ superfamily 276408 631 722 6.46772e-07 48.4647 cl22454 ARM superfamily  - 

Q#698 - >Ca_08037.1|Ca_ specific 191545 222 302 8.00312e-35 128.52 pfam06507 Auxin_resp cl05824

Q#698 - >Ca_08037.1|Ca_ superfamily 191545 222 302 8.00312e-35 128.52 cl05824 Auxin_resp superfamily  - 

Q#699 - >Ca_08054.1|Ca_ specific 275443 2 156 1.49578e-21 87.8507 cd15799 PMEI-like_4 cl04375

Q#699 - >Ca_08054.1|Ca_ superfamily 275808 2 156 1.49578e-21 87.8507 cl04375 PMEI_like superfamily  - 

Q#699 - >Ca_08054.1|Ca_ superfamily 275753 195 242 9.65376e-16 73.4152 cl01911 Pectinesterase superfamily  - 
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Q#700 - >Ca_08056.1|Ca_ specific 176255 4 341 0 534.977 cd08295 double_bond_reductase_like cl16912

Q#700 - >Ca_08056.1|Ca_ superfamily 276140 4 341 0 534.977 cl16912 MDR superfamily  - 

Q#700 - >Ca_08056.1|Ca_ multi-dom 215606 2 344 8.71424e-153 436.579 PLN03154 PLN03154  - 

Q#704 - >Ca_08070.1|Ca_ multi-dom 173561 254 290 7.47494e-08 49.8053 PTZ00368 PTZ00368  - 

Q#711 - >Ca_08111.1|Ca_ specific 214587 9 134 4.58603e-31 115.498 smart00255 TIR cl22440

Q#711 - >Ca_08111.1|Ca_ superfamily 276394 9 134 4.58603e-31 115.498 cl22440 TIR_2 superfamily  - 

Q#711 - >Ca_08111.1|Ca_ specific 214842 256 322 1.36633e-13 65.2966 smart00831 Cation_ATPase_N cl02930

Q#711 - >Ca_08111.1|Ca_ superfamily 261517 256 322 1.36633e-13 65.2966 cl02930 Cation_ATPase_N superfamily  - 

Q#711 - >Ca_08111.1|Ca_ multi-dom 256504 157 260 6.13788e-05 41.519 pfam11559 ADIP  - 

Q#712 - >Ca_08115.1|Ca_ specific 258178 33 59 2.54613e-05 40.2888 pfam13912 zf-C2H2_6 cl16471

Q#712 - >Ca_08115.1|Ca_ superfamily 258178 33 59 2.54613e-05 40.2888 cl16471 zf-C2H2_6 superfamily  - 

Q#713 - >Ca_08118.1|Ca_ superfamily 261455 84 142 1.44784e-19 83.0285 cl02808 RT_like superfamily  - 

Q#714 - >Ca_08119.1|Ca_ superfamily 276194 64 100 1.36934e-07 48.0595 cl17173 AdoMet_MTases superfamily  - 

Q#718 - >Ca_08177.1|Ca_ superfamily 241616 2 84 1.50985e-13 62.2775 cl00109 MADS superfamily  - 

Q#718 - >Ca_08177.1|Ca_ superfamily 276299 91 136 0.00156539 36.0977 cl21455 ABC_ATPase superfamily  - 

Q#719 - >Ca_08226.1|Ca_ superfamily 276297 1 91 3.82637e-45 156.23 cl21453 PKc_like superfamily  - 

Q#719 - >Ca_08226.1|Ca_ superfamily 276297 157 212 1.23207e-32 122.718 cl21453 PKc_like superfamily  - 

Q#721 - >Ca_08229.1|Ca_ superfamily 271609 203 295 0.00424301 36.5159 cl03075 GrpE superfamily  - 

Q#722 - >Ca_08244.1|Ca_ superfamily 260890 119 199 4.04324e-23 94.5112 cl01342 Peptidase_A22B superfamily  - 

Q#722 - >Ca_08244.1|Ca_ superfamily 271849 32 106 1.88359e-19 83.0415 cl19250 Sulfate_transp superfamily  - 

Q#723 - >Ca_08248.1|Ca_ superfamily 271754 177 247 1.87739e-12 64.0509 cl14782 RNase_H_like superfamily  - 

Q#723 - >Ca_08248.1|Ca_ superfamily 261455 136 166 0.000141922 41.4269 cl02808 RT_like superfamily  - 

Q#728 - >Ca_08314.1|Ca_ superfamily 252133 99 198 5.67843e-12 59.2745 cl04237 Retrotrans_gag superfamily  - 

Q#731 - >Ca_08327.1|Ca_ specific 185450 2 107 1.02533e-63 191.059 PTZ00106 PTZ00106 cl00600

Q#731 - >Ca_08327.1|Ca_ superfamily 275633 2 107 1.02533e-63 191.059 cl00600 Ribosomal_L7Ae superfamily  - 

Q#732 - >Ca_08333.1|Ca_ multi-dom 215445 81 114 1.07481e-12 62.8005 PLN02831 PLN02831  - 

Q#734 - >Ca_08338.1|Ca_ multi-dom 178496 62 94 8.87558e-05 38.599 PLN02908 PLN02908  - 

Q#736 - >Ca_08382.1|Ca_ superfamily 260576 23 90 0.000127307 38.7488 cl00693 CM_2 superfamily  - 

Q#736 - >Ca_08382.1|Ca_ superfamily 147916 119 189 0.00590783 33.9954 cl19316 Chordopox_A30L superfamily  - 

Q#736 - >Ca_08382.1|Ca_ multi-dom 177978 8 260 9.69278e-136 387.042 PLN02344 PLN02344  - 

Q#737 - >Ca_08414.1|Ca_ specific 239904 6 65 1.41962e-26 92.6983 cd04457 S1_S28E cl09927

Q#737 - >Ca_08414.1|Ca_ superfamily 275904 6 65 1.41962e-26 92.6983 cl09927 S1_like superfamily  - 

Q#738 - >Ca_08421.1|Ca_ superfamily 275485 63 133 0.00184899 39.1005 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#739 - >Ca_08428.1|Ca_ superfamily 276297 7 99 1.48873e-32 114.867 cl21453 PKc_like superfamily  - 

Q#742 - >Ca_08493.1|Ca_ superfamily 276034 5 58 6.52274e-26 102.826 cl13995 MPP_superfamily superfamily  - 

Q#743 - >Ca_08537.1|Ca_ specific 253452 250 445 3.31612e-89 275.019 pfam05910 DUF868 cl05466
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Q#743 - >Ca_08537.1|Ca_ superfamily 253452 250 445 3.31612e-89 275.019 cl05466 DUF868 superfamily  - 

Q#743 - >Ca_08537.1|Ca_ specific 253452 40 220 1.21064e-81 255.373 pfam05910 DUF868 cl05466

Q#743 - >Ca_08537.1|Ca_ superfamily 253452 40 220 1.21064e-81 255.373 cl05466 DUF868 superfamily  - 

Q#744 - >Ca_08543.1|Ca_ superfamily 271453 13 84 4.27304e-15 66.4864 cl00269 cytidine_deaminase-like superfamily  - 

Q#748 - >Ca_08779.1|Ca_ superfamily 205348 144 210 2.82929e-09 51.716 cl16145 GTP-bdg_N superfamily  - 

Q#749 - >Ca_08782.1|Ca_ superfamily 275927 87 192 4.34551e-11 59.3612 cl11403 pepsin_retropepsin_like superfamily  - 

Q#750 - >Ca_08806.1|Ca_ superfamily 256046 81 227 2.58686e-18 82.8276 cl11168 PMD superfamily  - 

Q#751 - >Ca_08808.1|Ca_ superfamily 276299 1 107 3.50037e-30 108.491 cl21455 ABC_ATPase superfamily  - 

Q#752 - >Ca_08822.1|Ca_ specific 197383 26 115 2.29799e-18 77.3681 cd10017 B3_DNA cl15242

Q#752 - >Ca_08822.1|Ca_ superfamily 265652 26 115 2.29799e-18 77.3681 cl15242 BfiI_C_EcoRII_N_B3 superfamily  - 

Q#753 - >Ca_08826.1|Ca_ superfamily 276194 133 180 3.43646e-05 41.1422 cl17173 AdoMet_MTases superfamily  - 

Q#754 - >Ca_08827.1|Ca_ superfamily 276193 77 127 1.60025e-28 102.647 cl17171 PH-like superfamily  - 

Q#755 - >Ca_08840.1|Ca_ specific 238287 9 186 2.40036e-32 117.577 cd00519 Lipase_3 cl21494

Q#755 - >Ca_08840.1|Ca_ superfamily 276326 9 186 2.40036e-32 117.577 cl21494 Esterase_lipase superfamily  - 

Q#756 - >Ca_08849.1|Ca_ superfamily 275625 111 175 0.00746701 35.3185 cl00555 SAF superfamily  - 

Q#757 - >Ca_08867.1|Ca_ specific 258132 191 378 2.45708e-58 190.883 pfam13862 BCIP cl16439

Q#757 - >Ca_08867.1|Ca_ superfamily 258132 191 378 2.45708e-58 190.883 cl16439 BCIP superfamily  - 

Q#758 - >Ca_08894.1|Ca_ specific 258478 101 268 2.65098e-72 221.288 pfam14299 PP2 cl16784

Q#758 - >Ca_08894.1|Ca_ superfamily 258478 101 268 2.65098e-72 221.288 cl16784 PP2 superfamily  - 

Q#758 - >Ca_08894.1|Ca_ specific 250027 4 48 8.26197e-06 41.8066 pfam00646 F-box cl02535

Q#758 - >Ca_08894.1|Ca_ superfamily 261329 4 48 8.26197e-06 41.8066 cl02535 F-box superfamily  - 

Q#759 - >Ca_08919.1|Ca_ superfamily 275467 33 139 1.09773e-53 167.175 cl00074 H2A superfamily  - 

Q#760 - >Ca_08946.1|Ca_ specific 250208 112 298 2.43623e-82 251.4 pfam00891 Methyltransf_2 cl17173

Q#760 - >Ca_08946.1|Ca_ superfamily 276194 112 298 2.43623e-82 251.4 cl17173 AdoMet_MTases superfamily  - 

Q#760 - >Ca_08946.1|Ca_ specific 254619 39 94 1.35873e-09 52.9742 pfam08100 Dimerization cl06920

Q#760 - >Ca_08946.1|Ca_ superfamily 254619 39 94 1.35873e-09 52.9742 cl06920 Dimerization superfamily  - 

Q#761 - >Ca_09007.1|Ca_ specific 185442 7 149 7.30551e-91 263.038 PTZ00096 PTZ00096 cl00350

Q#761 - >Ca_09007.1|Ca_ superfamily 275544 7 149 7.30551e-91 263.038 cl00350 Ribosomal_S19 superfamily  - 

Q#762 - >Ca_09011.1|Ca_ specific 256943 63 134 5.87879e-28 105.779 pfam12265 CAF1C_H4-bd cl13671

Q#762 - >Ca_09011.1|Ca_ superfamily 256943 63 134 5.87879e-28 105.779 cl13671 CAF1C_H4-bd superfamily  - 

Q#762 - >Ca_09011.1|Ca_ superfamily 271593 155 444 4.90631e-27 108.962 cl02567 WD40 superfamily  - 

Q#762 - >Ca_09011.1|Ca_ multi-dom 225201 152 448 4.95516e-22 97.0815 COG2319 COG2319  - 

Q#764 - >Ca_09014.1|Ca_ superfamily 262827 18 138 4.85511e-55 171.228 cl06243 PsbW superfamily  - 

Q#766 - >Ca_09053.1|Ca_ specific 253452 23 288 1.51866e-130 374.785 pfam05910 DUF868 cl05466

Q#766 - >Ca_09053.1|Ca_ superfamily 253452 23 288 1.51866e-130 374.785 cl05466 DUF868 superfamily  - 

Q#770 - >Ca_09112.1|Ca_ specific 257351 100 133 4.74569e-06 43.4921 pfam12854 PPR_1 cl03252
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Q#770 - >Ca_09112.1|Ca_ superfamily 275791 100 133 4.74569e-06 43.4921 cl03252 PPR superfamily  - 

Q#770 - >Ca_09112.1|Ca_ multi-dom 257477 104 151 1.16486e-09 53.9458 pfam13041 PPR_2  - 

Q#770 - >Ca_09112.1|Ca_ multi-dom 257477 34 83 3.28482e-06 43.9306 pfam13041 PPR_2  - 

Q#771 - >Ca_09120.1|Ca_ specific 238219 171 224 9.54015e-12 58.0009 cd00371 HMA cl00207

Q#771 - >Ca_09120.1|Ca_ superfamily 260261 171 224 9.54015e-12 58.0009 cl00207 HMA superfamily  - 

Q#772 - >Ca_09125.1|Ca_ superfamily 276297 81 222 3.03226e-34 127.389 cl21453 PKc_like superfamily  - 

Q#774 - >Ca_09159.1|Ca_ specific 252855 71 235 1.61376e-82 249.888 pfam04884 DUF647 cl04821

Q#774 - >Ca_09159.1|Ca_ superfamily 252855 71 235 1.61376e-82 249.888 cl04821 DUF647 superfamily  - 

Q#775 - >Ca_09161.1|Ca_ specific 275443 18 117 6.45516e-19 77.4503 cd15799 PMEI-like_4 cl04375

Q#775 - >Ca_09161.1|Ca_ superfamily 275808 18 117 6.45516e-19 77.4503 cl04375 PMEI_like superfamily  - 

Q#776 - >Ca_09162.1|Ca_ superfamily 275922 59 178 6.90133e-39 135.726 cl10555 Chorismate_bind superfamily  - 

Q#776 - >Ca_09162.1|Ca_ superfamily 272091 38 56 7.06699e-06 44.3977 cl21671 GHMP_kinases_N superfamily  - 

Q#778 - >Ca_09168.1|Ca_ specific 260004 144 282 3.79957e-76 231.588 cd09272 RNase_HI_RT_Ty1 cl14782

Q#778 - >Ca_09168.1|Ca_ superfamily 271754 144 282 3.79957e-76 231.588 cl14782 RNase_H_like superfamily  - 

Q#778 - >Ca_09168.1|Ca_ specific 250040 1 45 4.89077e-05 40.7797 pfam00665 rve cl21549

Q#778 - >Ca_09168.1|Ca_ superfamily 276355 1 45 4.89077e-05 40.7797 cl21549 rve superfamily  - 

Q#779 - >Ca_09183.1|Ca_ specific 260004 321 453 2.71715e-66 218.492 cd09272 RNase_HI_RT_Ty1 cl14782

Q#779 - >Ca_09183.1|Ca_ superfamily 271754 321 453 2.71715e-66 218.492 cl14782 RNase_H_like superfamily  - 

Q#779 - >Ca_09183.1|Ca_ specific 99707 188 322 1.29025e-14 72.5639 cd00009 AAA cl21455

Q#779 - >Ca_09183.1|Ca_ superfamily 276299 188 322 1.29025e-14 72.5639 cl21455 ABC_ATPase superfamily  - 

Q#779 - >Ca_09183.1|Ca_ multi-dom 223540 151 330 4.09701e-24 106.061 COG0464 SpoVK  - 

Q#782 - >Ca_09192.1|Ca_ specific 202502 101 243 2.15206e-92 274.523 pfam02992 Transposase_21 cl03823

Q#782 - >Ca_09192.1|Ca_ superfamily 202502 101 243 2.15206e-92 274.523 cl03823 Transposase_21 superfamily  - 

Q#783 - >Ca_09196.1|Ca_ superfamily 190526 13 46 7.69619e-07 44.901 cl07846 DBD_Tnp_Mut superfamily  - 

Q#784 - >Ca_09200.1|Ca_ specific 258478 101 268 2.65098e-72 221.288 pfam14299 PP2 cl16784

Q#784 - >Ca_09200.1|Ca_ superfamily 258478 101 268 2.65098e-72 221.288 cl16784 PP2 superfamily  - 

Q#784 - >Ca_09200.1|Ca_ specific 250027 4 48 8.26197e-06 41.8066 pfam00646 F-box cl02535

Q#784 - >Ca_09200.1|Ca_ superfamily 261329 4 48 8.26197e-06 41.8066 cl02535 F-box superfamily  - 

Q#786 - >Ca_09211.1|Ca_ multi-dom 223021 100 337 3.69308e-05 44.9293 PHA03247 PHA03247  - 

Q#787 - >Ca_09279.1|Ca_ specific 239990 214 351 3.65948e-21 87.6815 cd04618 CBS_pair_5 cl15354

Q#787 - >Ca_09279.1|Ca_ superfamily 271773 214 351 3.65948e-21 87.6815 cl15354 CBS_pair superfamily  - 

Q#787 - >Ca_09279.1|Ca_ specific 199889 24 100 3.72812e-19 81.4912 cd02859 E_set_AMPKbeta_like_N cl09101

Q#787 - >Ca_09279.1|Ca_ superfamily 271649 24 100 3.72812e-19 81.4912 cl09101 E_set superfamily  - 

Q#787 - >Ca_09279.1|Ca_ superfamily 271773 395 434 1.12101e-09 55.6958 cl15354 CBS_pair superfamily  - 

Q#787 - >Ca_09279.1|Ca_ multi-dom 223591 387 435 0.000272291 39.3769 COG0517 COG0517  - 

Q#788 - >Ca_09305.1|Ca_ superfamily 257165 1 126 1.54387e-43 142.703 cl13989 LdpA_C superfamily  - 
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Q#791 - >Ca_09363.1|Ca_ superfamily 276064 35 54 1.01609e-09 54.5518 cl14812 PIN_SF superfamily  - 

Q#792 - >Ca_09364.1|Ca_ specific 238088 12 139 2.09526e-26 97.2613 cd00156 REC cl19078

Q#792 - >Ca_09364.1|Ca_ superfamily 271833 12 139 2.09526e-26 97.2613 cl19078 REC superfamily  - 

Q#793 - >Ca_09374.1|Ca_ superfamily 271754 28 101 3.34029e-13 64.0509 cl14782 RNase_H_like superfamily  - 

Q#797 - >Ca_09457.1|Ca_ multi-dom 258434 1 45 3.58542e-13 62.7558 pfam14244 UBN2_3  - 

Q#798 - >Ca_09459.1|Ca_ multi-dom 258434 48 110 6.37335e-17 71.2302 pfam14244 UBN2_3  - 

Q#799 - >Ca_09481.1|Ca_ superfamily 275737 66 101 1.09771e-05 40.9806 cl01629 TPP_enzymes superfamily  - 

Q#800 - >Ca_09505.1|Ca_ superfamily 252855 37 98 5.09121e-09 50.3548 cl04821 DUF647 superfamily  - 

Q#801 - >Ca_09506.1|Ca_ specific 197383 101 206 6.59375e-16 70.0493 cd10017 B3_DNA cl15242

Q#801 - >Ca_09506.1|Ca_ superfamily 265652 101 206 6.59375e-16 70.0493 cl15242 BfiI_C_EcoRII_N_B3 superfamily  - 

Q#802 - >Ca_09511.1|Ca_ superfamily 275576 6 216 3.50327e-47 160.25 cl00437 Zip superfamily  - 

Q#804 - >Ca_09537.1|Ca_ superfamily 275475 15 70 1.63829e-09 50.3704 cl00154 UBCc superfamily  - 

Q#805 - >Ca_09559.1|Ca_ specific 250692 158 188 9.82547e-06 40.9001 pfam01535 PPR cl03252

Q#805 - >Ca_09559.1|Ca_ superfamily 275791 158 188 9.82547e-06 40.9001 cl03252 PPR superfamily  - 

Q#805 - >Ca_09559.1|Ca_ specific 273253 57 90 9.63933e-05 38.2051 TIGR00756 PPR cl03252

Q#805 - >Ca_09559.1|Ca_ superfamily 275791 57 90 9.63933e-05 38.2051 cl03252 PPR superfamily  - 

Q#805 - >Ca_09559.1|Ca_ multi-dom 257477 155 205 8.795e-09 49.3234 pfam13041 PPR_2  - 

Q#808 - >Ca_09590.1|Ca_ specific 257687 331 488 5.36847e-40 142.771 pfam13359 DDE_Tnp_4 cl21562

Q#808 - >Ca_09590.1|Ca_ superfamily 271982 331 488 5.36847e-40 142.771 cl21562 DDE_Tnp_1_6 superfamily  - 

Q#809 - >Ca_09686.1|Ca_ superfamily 276015 1 186 2.60145e-61 191.026 cl12022 Ribosomal_L18e superfamily  - 

Q#810 - >Ca_09687.1|Ca_ superfamily 276015 1 186 2.60145e-61 191.026 cl12022 Ribosomal_L18e superfamily  - 

Q#811 - >Ca_09725.1|Ca_ specific 237985 6 64 2.22195e-34 116.987 cd00018 AP2 cl00033

Q#811 - >Ca_09725.1|Ca_ superfamily 260146 6 64 2.22195e-34 116.987 cl00033 AP2 superfamily  - 

Q#811 - >Ca_09725.1|Ca_ superfamily 275487 54 128 0.00407239 35.2196 cl00215 Aconitase_swivel superfamily  - 

Q#812 - >Ca_09732.1|Ca_ superfamily 276218 5 102 1.03511e-24 93.9739 cl18951 GGCT_like superfamily  - 

Q#814 - >Ca_09764.1|Ca_ superfamily 276194 1 189 3.75027e-74 232.912 cl17173 AdoMet_MTases superfamily  - 

Q#817 - >Ca_09773.1|Ca_ superfamily 276194 192 276 1.86038e-25 105.411 cl17173 AdoMet_MTases superfamily  - 

Q#819 - >Ca_09815.1|Ca_ specific 176653 19 194 7.75176e-33 117.294 cd06141 WRN_exo cl10012

Q#819 - >Ca_09815.1|Ca_ superfamily 271686 19 194 7.75176e-33 117.294 cl10012 DnaQ_like_exo superfamily  - 

Q#820 - >Ca_09816.1|Ca_ superfamily 271686 46 176 8.25434e-20 83.3967 cl10012 DnaQ_like_exo superfamily  - 

Q#821 - >Ca_09817.1|Ca_ superfamily 271686 53 167 2.4418e-11 57.5883 cl10012 DnaQ_like_exo superfamily  - 

Q#822 - >Ca_09840.1|Ca_ specific 173962 28 118 1.19718e-38 127.647 cd07978 TAF13 cl02174

Q#822 - >Ca_09840.1|Ca_ superfamily 242920 28 118 1.19718e-38 127.647 cl02174 TAF13 superfamily  - 

Q#824 - >Ca_09851.1|Ca_ specific 214487 91 227 4.95348e-24 94.2858 smart00046 DAGKc cl01255

Q#824 - >Ca_09851.1|Ca_ superfamily 271550 91 227 4.95348e-24 94.2858 cl01255 DAGK_cat superfamily  - 

Q#825 - >Ca_09858.1|Ca_ specific 250692 101 128 0.000101484 38.2037 pfam01535 PPR cl03252
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Q#825 - >Ca_09858.1|Ca_ superfamily 275791 101 128 0.000101484 38.2037 cl03252 PPR superfamily  - 

Q#825 - >Ca_09858.1|Ca_ specific 250692 7 37 0.00131608 35.1221 pfam01535 PPR cl03252

Q#825 - >Ca_09858.1|Ca_ superfamily 275791 7 37 0.00131608 35.1221 cl03252 PPR superfamily  - 

Q#825 - >Ca_09858.1|Ca_ superfamily 276297 35 62 0.00721883 35.1422 cl21453 PKc_like superfamily  - 

Q#825 - >Ca_09858.1|Ca_ multi-dom 257477 35 79 4.38073e-07 44.701 pfam13041 PPR_2  - 

Q#825 - >Ca_09858.1|Ca_ multi-dom 257477 7 49 2.83249e-05 40.0786 pfam13041 PPR_2  - 

Q#825 - >Ca_09858.1|Ca_ multi-dom 257477 169 211 0.000250911 37.3822 pfam13041 PPR_2  - 

Q#825 - >Ca_09858.1|Ca_ multi-dom 257477 66 110 0.000385055 36.6118 pfam13041 PPR_2  - 

Q#826 - >Ca_09878.1|Ca_ specific 212470 2 77 1.63407e-59 181.235 cd01723 LSm4 cl00259

Q#826 - >Ca_09878.1|Ca_ superfamily 275503 2 77 1.63407e-59 181.235 cl00259 Sm_like superfamily  - 

Q#827 - >Ca_09906.1|Ca_ specific 238705 4 167 1.87499e-74 224.537 cd01417 Ribosomal_L19e_E cl00232

Q#827 - >Ca_09906.1|Ca_ superfamily 260284 4 167 1.87499e-74 224.537 cl00232 Ribosomal_L19e superfamily  - 

Q#831 - >Ca_10029.1|Ca_ superfamily 276297 88 247 4.27201e-60 192.873 cl21453 PKc_like superfamily  - 

Q#835 - >Ca_10099.1|Ca_ superfamily 276263 144 338 3.0488e-24 99.3559 cl19514 FBA_1 superfamily  - 

Q#835 - >Ca_10099.1|Ca_ specific 250027 48 90 1.28045e-07 48.3549 pfam00646 F-box cl02535

Q#835 - >Ca_10099.1|Ca_ superfamily 261329 48 90 1.28045e-07 48.3549 cl02535 F-box superfamily  - 

Q#836 - >Ca_10100.1|Ca_ superfamily 276263 143 337 4.52548e-23 95.8891 cl19514 FBA_1 superfamily  - 

Q#836 - >Ca_10100.1|Ca_ specific 197608 48 84 2.34565e-08 50.1278 smart00256 FBOX cl02535

Q#836 - >Ca_10100.1|Ca_ superfamily 261329 48 84 2.34565e-08 50.1278 cl02535 F-box superfamily  - 

Q#837 - >Ca_10157.1|Ca_ superfamily 276297 21 140 8.84148e-21 85.7874 cl21453 PKc_like superfamily  - 

Q#839 - >Ca_10172.1|Ca_ superfamily 265821 31 80 8.88677e-06 42.9449 cl15874 UBN2 superfamily  - 

Q#841 - >Ca_10242.1|Ca_ superfamily 251669 162 302 1.48671e-08 52.0316 cl03830 Transposase_24 superfamily  - 

Q#842 - >Ca_10262.1|Ca_ superfamily 275485 52 133 0.00126881 39.1005 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#844 - >Ca_10340.1|Ca_ superfamily 276192 45 146 4.76353e-21 82.276 cl17169 RRM_SF superfamily  - 

Q#844 - >Ca_10340.1|Ca_ multi-dom 214636 45 109 8.52039e-16 68.3891 smart00360 RRM  - 

Q#847 - >Ca_10371.1|Ca_ specific 214654 35 97 5.22917e-30 104.676 smart00415 HSF cl12113

Q#847 - >Ca_10371.1|Ca_ superfamily 264552 35 97 5.22917e-30 104.676 cl12113 HSF_DNA-bind superfamily  - 

Q#848 - >Ca_10389.1|Ca_ specific 258215 13 40 9.5522e-08 45.396 pfam13963 Transpos_assoc cl16504

Q#848 - >Ca_10389.1|Ca_ superfamily 258215 13 40 9.5522e-08 45.396 cl16504 Transpos_assoc superfamily  - 

Q#850 - >Ca_10420.1|Ca_ specific 250801 98 242 9.30103e-44 148.525 pfam01694 Rhomboid cl21536

Q#850 - >Ca_10420.1|Ca_ superfamily 276350 98 242 9.30103e-44 148.525 cl21536 Rhomboid superfamily  - 

Q#851 - >Ca_10436.1|Ca_ multi-dom 274008 43 176 5.59507e-05 41.5807 TIGR02168 Chromosome_partition_protein_Smc  - 

Q#852 - >Ca_10470.1|Ca_ superfamily 276298 1 197 2.49512e-74 227.329 cl21454 SDR superfamily  - 

Q#852 - >Ca_10470.1|Ca_ multi-dom 273001 1 215 4.33201e-53 173.485 TIGR00292 Putative_ribose_15-bisphosphate_isomerase  - 

Q#853 - >Ca_10471.1|Ca_ superfamily 276298 52 155 2.00416e-36 126.792 cl21454 SDR superfamily  - 

Q#854 - >Ca_10475.1|Ca_ superfamily 276298 1 70 1.03997e-24 92.8941 cl21454 SDR superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#855 - >Ca_10476.1|Ca_ superfamily 276298 1 204 5.67269e-77 234.262 cl21454 SDR superfamily  - 

Q#855 - >Ca_10476.1|Ca_ multi-dom 273001 1 222 3.33134e-55 179.263 TIGR00292 Putative_ribose_15-bisphosphate_isomerase  - 

Q#856 - >Ca_10478.1|Ca_ specific 249708 10 70 3.7762e-10 53.3978 pfam00240 ubiquitin cl00155

Q#856 - >Ca_10478.1|Ca_ superfamily 275476 10 70 3.7762e-10 53.3978 cl00155 UBQ superfamily  - 

Q#857 - >Ca_10479.1|Ca_ specific 176364 16 57 1.42428e-06 44.1802 cd01769 UBL cl00155

Q#857 - >Ca_10479.1|Ca_ superfamily 275476 16 57 1.42428e-06 44.1802 cl00155 UBQ superfamily  - 

Q#858 - >Ca_10495.1|Ca_ superfamily 276298 1 70 1.03997e-24 92.8941 cl21454 SDR superfamily  - 

Q#859 - >Ca_10496.1|Ca_ superfamily 276298 1 204 5.67269e-77 234.262 cl21454 SDR superfamily  - 

Q#859 - >Ca_10496.1|Ca_ multi-dom 273001 1 222 3.33134e-55 179.263 TIGR00292 Putative_ribose_15-bisphosphate_isomerase  - 

Q#860 - >Ca_10498.1|Ca_ specific 249708 10 70 3.7762e-10 53.3978 pfam00240 ubiquitin cl00155

Q#860 - >Ca_10498.1|Ca_ superfamily 275476 10 70 3.7762e-10 53.3978 cl00155 UBQ superfamily  - 

Q#861 - >Ca_10499.1|Ca_ specific 176364 16 57 1.42428e-06 44.1802 cd01769 UBL cl00155

Q#861 - >Ca_10499.1|Ca_ superfamily 275476 16 57 1.42428e-06 44.1802 cl00155 UBQ superfamily  - 

Q#862 - >Ca_10504.1|Ca_ superfamily 276298 22 223 6.47687e-69 213.462 cl21454 SDR superfamily  - 

Q#862 - >Ca_10504.1|Ca_ multi-dom 273001 18 224 8.26172e-42 144.209 TIGR00292 Putative_ribose_15-bisphosphate_isomerase  - 

Q#863 - >Ca_10510.1|Ca_ superfamily 276298 22 253 8.45042e-88 263.923 cl21454 SDR superfamily  - 

Q#863 - >Ca_10510.1|Ca_ multi-dom 273001 18 271 4.13233e-62 198.908 TIGR00292 Putative_ribose_15-bisphosphate_isomerase  - 

Q#864 - >Ca_10551.1|Ca_ superfamily 241616 22 81 4.82397e-22 85.2965 cl00109 MADS superfamily  - 

Q#865 - >Ca_10552.1|Ca_ specific 238165 9 77 1.77106e-33 117.268 cd00265 MADS_MEF2_like cl00109

Q#865 - >Ca_10552.1|Ca_ superfamily 241616 9 77 1.77106e-33 117.268 cl00109 MADS superfamily  - 

Q#866 - >Ca_10553.1|Ca_ specific 238165 9 78 2.17885e-35 121.891 cd00265 MADS_MEF2_like cl00109

Q#866 - >Ca_10553.1|Ca_ superfamily 241616 9 78 2.17885e-35 121.891 cl00109 MADS superfamily  - 

Q#867 - >Ca_10554.1|Ca_ specific 238165 9 77 8.09544e-36 123.431 cd00265 MADS_MEF2_like cl00109

Q#867 - >Ca_10554.1|Ca_ superfamily 241616 9 77 8.09544e-36 123.431 cl00109 MADS superfamily  - 

Q#868 - >Ca_10555.1|Ca_ specific 238165 9 77 2.62138e-32 114.187 cd00265 MADS_MEF2_like cl00109

Q#868 - >Ca_10555.1|Ca_ superfamily 241616 9 77 2.62138e-32 114.187 cl00109 MADS superfamily  - 

Q#869 - >Ca_10558.1|Ca_ superfamily 276298 5 221 2.99973e-86 258.53 cl21454 SDR superfamily  - 

Q#870 - >Ca_10573.1|Ca_ specific 252603 17 218 1.70345e-80 242.201 pfam04450 BSP cl14813

Q#870 - >Ca_10573.1|Ca_ superfamily 276065 17 218 1.70345e-80 242.201 cl14813 GluZincin superfamily  - 

Q#873 - >Ca_10739.1|Ca_ superfamily 276193 105 211 4.71116e-56 175.994 cl17171 PH-like superfamily  - 

Q#877 - >Ca_10824.1|Ca_ specific 258415 1 77 1.08617e-17 76.4572 pfam14223 UBN2 cl15874

Q#877 - >Ca_10824.1|Ca_ superfamily 265821 1 77 1.08617e-17 76.4572 cl15874 UBN2 superfamily  - 

Q#881 - >Ca_10853.1|Ca_ superfamily 276192 18 78 1.13984e-16 68.4766 cl17169 RRM_SF superfamily  - 

Q#881 - >Ca_10853.1|Ca_ multi-dom 214636 17 78 6.61123e-15 63.7667 smart00360 RRM  - 

Q#883 - >Ca_10878.1|Ca_ specific 238034 103 225 2.29423e-28 106.553 cd00079 HELICc cl21455

Q#883 - >Ca_10878.1|Ca_ superfamily 276299 103 225 2.29423e-28 106.553 cl21455 ABC_ATPase superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#885 - >Ca_10912.1|Ca_ specific 253333 126 209 3.09741e-12 60.7645 pfam05699 Dimer_Tnp_hAT cl05324

Q#885 - >Ca_10912.1|Ca_ superfamily 253333 126 209 3.09741e-12 60.7645 cl05324 Dimer_Tnp_hAT superfamily  - 

Q#885 - >Ca_10912.1|Ca_ superfamily 203127 1 41 1.73703e-07 48.4339 cl04853 DUF659 superfamily  - 

Q#887 - >Ca_10948.1|Ca_ superfamily 265434 2 70 3.76848e-11 55.2987 cl14616 Cyt_b561 superfamily  - 

Q#888 - >Ca_10954.1|Ca_ specific 153419 79 270 3.37673e-117 337.065 cd07914 IGPD cl00341

Q#888 - >Ca_10954.1|Ca_ superfamily 260369 79 270 3.37673e-117 337.065 cl00341 IGPD superfamily  - 

Q#888 - >Ca_10954.1|Ca_ multi-dom 215430 43 272 7.33537e-136 387.267 PLN02800 PLN02800  - 

Q#892 - >Ca_10981.1|Ca_ superfamily 276020 2 71 6.4616e-05 38.6418 cl12078 p450 superfamily  - 

Q#893 - >Ca_10994.1|Ca_ specific 252073 33 111 2.15564e-37 128.552 pfam03634 TCP cl15990

Q#893 - >Ca_10994.1|Ca_ superfamily 252073 33 111 2.15564e-37 128.552 cl15990 TCP superfamily  - 

Q#894 - >Ca_10999.1|Ca_ superfamily 256046 120 186 0.000160182 41.226 cl11168 PMD superfamily  - 

Q#895 - >Ca_11000.1|Ca_ multi-dom 178496 45 77 0.00218877 33.9766 PLN02908 PLN02908  - 

Q#896 - >Ca_11006.1|Ca_ specific 238125 23 138 7.72944e-33 114.403 cd00204 ANK cl02529

Q#896 - >Ca_11006.1|Ca_ superfamily 275769 23 138 7.72944e-33 114.403 cl02529 ANK superfamily  - 

Q#896 - >Ca_11006.1|Ca_ multi-dom 257303 24 116 1.17609e-24 92.319 pfam12796 Ank_2  - 

Q#897 - >Ca_11010.1|Ca_ superfamily 252133 36 134 1.84692e-09 51.5705 cl04237 Retrotrans_gag superfamily  - 

Q#898 - >Ca_11067.1|Ca_ superfamily 190526 259 301 0.00396017 35.6562 cl07846 DBD_Tnp_Mut superfamily  - 

Q#898 - >Ca_11067.1|Ca_ superfamily 276269 343 383 0.00482511 35.5145 cl19537 Transposase_mut superfamily  - 

Q#900 - >Ca_11093.1|Ca_ specific 257687 97 263 1.03803e-33 122.355 pfam13359 DDE_Tnp_4 cl21562

Q#900 - >Ca_11093.1|Ca_ superfamily 271982 97 263 1.03803e-33 122.355 cl21562 DDE_Tnp_1_6 superfamily  - 

Q#900 - >Ca_11093.1|Ca_ superfamily 257926 14 64 0.00141076 35.8294 cl16321 HTH_Tnp_4 superfamily  - 

Q#901 - >Ca_11101.1|Ca_ superfamily 252977 1 236 1.63938e-30 116.854 cl04913 DUF674 superfamily  - 

Q#902 - >Ca_11110.1|Ca_ multi-dom 181749 7 65 0.00643269 33.3461 PRK09276 PRK09276  - 

Q#903 - >Ca_11112.1|Ca_ superfamily 275927 86 317 1.58608e-33 125.068 cl11403 pepsin_retropepsin_like superfamily  - 

Q#904 - >Ca_11138.1|Ca_ superfamily 256046 65 195 4.26216e-07 47.7744 cl11168 PMD superfamily  - 

Q#905 - >Ca_11141.1|Ca_ superfamily 276020 1 285 8.66939e-53 181.163 cl12078 p450 superfamily  - 

Q#906 - >Ca_11151.1|Ca_ superfamily 271600 16 147 4.74588e-27 103.129 cl02666 KU superfamily  - 

Q#907 - >Ca_11152.1|Ca_ superfamily 190729 8 80 5.83538e-10 52.0298 cl04236 Ku_C superfamily  - 

Q#907 - >Ca_11152.1|Ca_ specific 251054 104 137 1.1043e-06 41.5988 pfam02037 SAP cl02640

Q#907 - >Ca_11152.1|Ca_ superfamily 261387 104 137 1.1043e-06 41.5988 cl02640 SAP superfamily  - 

Q#908 - >Ca_11165.1|Ca_ superfamily 271593 17 301 1.24262e-24 101.258 cl02567 WD40 superfamily  - 

Q#908 - >Ca_11165.1|Ca_ multi-dom 225201 3 324 2.20886e-17 82.8291 COG2319 COG2319  - 

Q#909 - >Ca_11189.1|Ca_ multi-dom 177618 161 268 0.000550748 39.6088 PHA03381 PHA03381  - 

Q#910 - >Ca_11207.1|Ca_ superfamily 256046 98 368 7.09414e-42 152.549 cl11168 PMD superfamily  - 

Q#913 - >Ca_11241.1|Ca_ specific 147159 15 250 2.15464e-87 265.267 pfam04857 CAF1 cl10012

Q#913 - >Ca_11241.1|Ca_ superfamily 271686 15 250 2.15464e-87 265.267 cl10012 DnaQ_like_exo superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#914 - >Ca_11247.1|Ca_ superfamily 271592 172 290 2.74349e-35 130.529 cl02553 Peptidase_C19 superfamily  - 

Q#914 - >Ca_11247.1|Ca_ superfamily 252977 3 71 0.000825033 39.4286 cl04913 DUF674 superfamily  - 

Q#915 - >Ca_11253.1|Ca_ specific 251772 59 162 9.84023e-09 49.672 pfam03168 LEA_2 cl12118

Q#915 - >Ca_11253.1|Ca_ superfamily 264557 59 162 9.84023e-09 49.672 cl12118 LEA_2 superfamily  - 

Q#918 - >Ca_11274.1|Ca_ superfamily 276192 28 97 1.71033e-38 128.435 cl17169 RRM_SF superfamily  - 

Q#918 - >Ca_11274.1|Ca_ multi-dom 214636 28 93 1.73781e-16 70.7003 smart00360 RRM  - 

Q#919 - >Ca_11276.1|Ca_ superfamily 276301 45 248 7.17855e-115 333.532 cl21457 TIM_phosphate_binding superfamily  - 

Q#923 - >Ca_11288.1|Ca_ multi-dom 173561 120 165 0.00293285 35.5529 PTZ00368 PTZ00368  - 

Q#923 - >Ca_11288.1|Ca_ multi-dom 227414 148 191 0.00910949 34.4412 COG5082 AIR1  - 

Q#928 - >Ca_11325.1|Ca_ specific 173823 1 46 8.3443e-10 52.541 cd00314 plant_peroxidase_like cl00196

Q#928 - >Ca_11325.1|Ca_ superfamily 260251 1 46 8.3443e-10 52.541 cl00196 plant_peroxidase_like superfamily  - 

Q#930 - >Ca_11327.1|Ca_ superfamily 275927 78 349 5.97566e-32 121.986 cl11403 pepsin_retropepsin_like superfamily  - 

Q#930 - >Ca_11327.1|Ca_ superfamily 275927 80 174 6.16978e-08 50.0711 cl11403 pepsin_retropepsin_like superfamily  - 

Q#930 - >Ca_11327.1|Ca_ multi-dom 249520 77 343 1.73984e-23 98.1302 pfam00026 Asp  - 

Q#931 - >Ca_11328.1|Ca_ specific 252656 31 169 2.88325e-29 107.395 pfam04535 DUF588 cl04571

Q#931 - >Ca_11328.1|Ca_ superfamily 275812 31 169 2.88325e-29 107.395 cl04571 MARVEL superfamily  - 

Q#932 - >Ca_11339.1|Ca_ specific 147159 15 250 7.59773e-88 264.112 pfam04857 CAF1 cl10012

Q#932 - >Ca_11339.1|Ca_ superfamily 271686 15 250 7.59773e-88 264.112 cl10012 DnaQ_like_exo superfamily  - 

Q#938 - >Ca_11395.1|Ca_ multi-dom 215061 1 126 1.05965e-12 64.0988 PLN00113 PLN00113  - 

Q#939 - >Ca_11396.1|Ca_ specific 238143 70 278 1.93926e-54 177.113 cd00232 HemeO cl15243

Q#939 - >Ca_11396.1|Ca_ superfamily 276101 70 278 1.93926e-54 177.113 cl15243 HemeO superfamily  - 

Q#940 - >Ca_11397.1|Ca_ superfamily 261455 276 329 3.28389e-13 65.6945 cl02808 RT_like superfamily  - 

Q#940 - >Ca_11397.1|Ca_ superfamily 252133 82 150 5.02923e-06 43.8665 cl04237 Retrotrans_gag superfamily  - 

Q#941 - >Ca_11401.1|Ca_ specific 258415 104 220 7.47981e-34 120.755 pfam14223 UBN2 cl15874

Q#941 - >Ca_11401.1|Ca_ superfamily 265821 104 220 7.47981e-34 120.755 cl15874 UBN2 superfamily  - 

Q#942 - >Ca_11419.1|Ca_ superfamily 276007 148 307 4.57758e-51 175.315 cl11961 ALDH-SF superfamily  - 

Q#942 - >Ca_11419.1|Ca_ superfamily 276282 1 46 5.31722e-19 81.5037 cl19911 CBM_4_9 superfamily  - 

Q#946 - >Ca_11451.1|Ca_ superfamily 276235 147 218 3.28277e-17 78.7673 cl19188 Pectate_lyase_3 superfamily  - 

Q#947 - >Ca_11453.1|Ca_ specific 197667 121 137 0.00279985 33.1856 smart00343 ZnF_C2HC cl22700

Q#947 - >Ca_11453.1|Ca_ superfamily 276654 121 137 0.00279985 33.1856 cl22700 zf-CCHC superfamily  - 

Q#949 - >Ca_11455.1|Ca_ superfamily 276214 22 105 4.21793e-36 126.153 cl18310 NHL superfamily  - 

Q#952 - >Ca_11466.1|Ca_ multi-dom 273330 38 120 6.85207e-11 57.9026 TIGR00906 Low_affinity_cationic_amino_acid_transporter_2  - 

Q#955 - >Ca_11478.1|Ca_ superfamily 275481 89 118 0.00479095 33.9004 cl00192 ribokinase_pfkB_like superfamily  - 

Q#956 - >Ca_11481.1|Ca_ superfamily 275927 132 178 3.80832e-05 41.2511 cl11403 pepsin_retropepsin_like superfamily  - 

Q#957 - >Ca_11483.1|Ca_ specific 214842 144 208 1.0996e-15 69.919 smart00831 Cation_ATPase_N cl02930

Q#957 - >Ca_11483.1|Ca_ superfamily 261517 144 208 1.0996e-15 69.919 cl02930 Cation_ATPase_N superfamily  - 
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Q#959 - >Ca_11501.1|Ca_ multi-dom 223021 261 359 7.22167e-07 50.3221 PHA03247 PHA03247  - 

Q#961 - >Ca_11504.1|Ca_ superfamily 253224 62 103 0.00822675 32.9112 cl05191 DMAP1 superfamily  - 

Q#961 - >Ca_11504.1|Ca_ superfamily 258949 89 119 0.00971398 31.5459 cl20728 PBP1_TM superfamily  - 

Q#962 - >Ca_11507.1|Ca_ superfamily 252133 100 161 0.000218508 37.3181 cl04237 Retrotrans_gag superfamily  - 

Q#963 - >Ca_11512.1|Ca_ superfamily 276194 43 104 0.00174046 34.9034 cl17173 AdoMet_MTases superfamily  - 

Q#966 - >Ca_11530.1|Ca_ specific 249696 5 30 0.000769751 35.1994 pfam00226 DnaJ cl02542

Q#966 - >Ca_11530.1|Ca_ superfamily 271590 5 30 0.000769751 35.1994 cl02542 DnaJ superfamily  - 

Q#968 - >Ca_11545.1|Ca_ specific 260004 144 241 6.25358e-42 141.837 cd09272 RNase_HI_RT_Ty1 cl14782

Q#968 - >Ca_11545.1|Ca_ superfamily 271754 144 241 6.25358e-42 141.837 cl14782 RNase_H_like superfamily  - 

Q#968 - >Ca_11545.1|Ca_ superfamily 254387 1 129 4.07292e-63 200.375 cl06662 RVT_2 superfamily  - 

Q#969 - >Ca_11547.1|Ca_ specific 260004 1 63 7.91489e-24 94.8425 cd09272 RNase_HI_RT_Ty1 cl14782

Q#969 - >Ca_11547.1|Ca_ superfamily 271754 1 63 7.91489e-24 94.8425 cl14782 RNase_H_like superfamily  - 

Q#970 - >Ca_11548.1|Ca_ superfamily 254387 2 105 9.83276e-63 193.057 cl06662 RVT_2 superfamily  - 

Q#971 - >Ca_11550.1|Ca_ superfamily 261455 214 294 9.27e-20 86.8805 cl02808 RT_like superfamily  - 

Q#971 - >Ca_11550.1|Ca_ specific 250040 448 529 2.11948e-11 61.1953 pfam00665 rve cl21549

Q#971 - >Ca_11550.1|Ca_ superfamily 276355 448 529 2.11948e-11 61.1953 cl21549 rve superfamily  - 

Q#971 - >Ca_11550.1|Ca_ superfamily 252133 71 112 0.000290182 39.6293 cl04237 Retrotrans_gag superfamily  - 

Q#972 - >Ca_11552.1|Ca_ multi-dom 223021 284 418 0.000841574 40.6921 PHA03247 PHA03247  - 

Q#973 - >Ca_11562.1|Ca_ superfamily 256046 1 152 2.86239e-19 83.598 cl11168 PMD superfamily  - 

Q#975 - >Ca_11570.1|Ca_ superfamily 276299 71 184 1.40205e-42 143.394 cl21455 ABC_ATPase superfamily  - 

Q#975 - >Ca_11570.1|Ca_ superfamily 271701 1 48 1.45339e-16 72.7576 cl10459 Peptidases_S8_S53 superfamily  - 

Q#976 - >Ca_11571.1|Ca_ superfamily 260768 1 114 7.2374e-15 68.2309 cl01053 SGNH_hydrolase superfamily  - 

Q#977 - >Ca_11573.1|Ca_ specific 251675 25 214 1.7959e-36 131.417 pfam03016 Exostosin cl20239

Q#977 - >Ca_11573.1|Ca_ superfamily 251675 25 214 1.7959e-36 131.417 cl20239 Exostosin superfamily  - 

Q#979 - >Ca_11584.1|Ca_ superfamily 252884 222 318 0.000220391 42.7322 cl15563 Herpes_DNAp_acc superfamily  - 

Q#980 - >Ca_11591.1|Ca_ specific 238825 339 455 3.95125e-53 177.788 cd01647 RT_LTR cl02808

Q#980 - >Ca_11591.1|Ca_ superfamily 261455 339 455 3.95125e-53 177.788 cl02808 RT_like superfamily  - 

Q#980 - >Ca_11591.1|Ca_ multi-dom 249567 356 455 1.32895e-17 80.4526 pfam00078 RVT_1  - 

Q#981 - >Ca_11605.1|Ca_ superfamily 215546 5 85 0.00284645 35.8944 cl14573 PLN03031 superfamily  - 

Q#982 - >Ca_11615.1|Ca_ superfamily 276020 12 209 2.89435e-66 213.716 cl12078 p450 superfamily  - 

Q#983 - >Ca_11617.1|Ca_ specific 211392 8 106 8.88222e-37 123.399 cd11380 Ribosomal_S8e_like cl00880

Q#983 - >Ca_11617.1|Ca_ superfamily 260676 8 106 8.88222e-37 123.399 cl00880 Ribosomal_S8e_like superfamily  - 

Q#985 - >Ca_11624.1|Ca_ specific 254557 91 114 0.00751112 30.8752 pfam07974 EGF_2 cl21504

Q#985 - >Ca_11624.1|Ca_ superfamily 276330 91 114 0.00751112 30.8752 cl21504 EGF_CA superfamily  - 

Q#986 - >Ca_11626.1|Ca_ specific 133136 149 239 6.55754e-20 83.1547 cd00303 retropepsin_like cl11403

Q#986 - >Ca_11626.1|Ca_ superfamily 275927 149 239 6.55754e-20 83.1547 cl11403 pepsin_retropepsin_like superfamily  - 
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Q#987 - >Ca_11633.1|Ca_ superfamily 252133 104 190 4.99347e-08 49.2593 cl04237 Retrotrans_gag superfamily  - 

Q#989 - >Ca_11636.1|Ca_ multi-dom 223021 249 382 0.00188077 39.9217 PHA03247 PHA03247  - 

Q#990 - >Ca_11638.1|Ca_ specific 238068 69 192 2.45141e-33 121.717 cd00121 MATH cl02446

Q#990 - >Ca_11638.1|Ca_ superfamily 261289 69 192 2.45141e-33 121.717 cl02446 MATH superfamily  - 

Q#991 - >Ca_11645.1|Ca_ multi-dom 223880 49 107 0.00162704 38.2281 COG0810 TonB  - 

Q#992 - >Ca_11648.1|Ca_ superfamily 251669 97 172 1.60711e-09 52.4168 cl03830 Transposase_24 superfamily  - 

Q#995 - >Ca_11664.1|Ca_ superfamily 251669 205 277 5.44295e-08 50.1057 cl03830 Transposase_24 superfamily  - 

Q#996 - >Ca_11677.1|Ca_ specific 250639 81 155 2.30995e-18 75.2808 pfam01466 Skp1 cl03226

Q#996 - >Ca_11677.1|Ca_ superfamily 250639 81 155 2.30995e-18 75.2808 cl03226 Skp1 superfamily  - 

Q#996 - >Ca_11677.1|Ca_ superfamily 271586 9 106 1.4709e-14 65.3925 cl02518 BTB superfamily  - 

Q#996 - >Ca_11677.1|Ca_ multi-dom 227528 11 154 4.28136e-21 84.6104 COG5201 SKP1  - 

Q#997 - >Ca_11687.1|Ca_ specific 271246 20 207 2.0581e-131 369.96 cd14867 uS7_Eukaryote cl00313

Q#997 - >Ca_11687.1|Ca_ superfamily 275524 20 207 2.0581e-131 369.96 cl00313 uS7 superfamily  - 

Q#999 - >Ca_11705.1|Ca_ specific 238093 208 252 1.66815e-10 55.1444 cd00162 RING cl17238

Q#999 - >Ca_11705.1|Ca_ superfamily 276201 208 252 1.66815e-10 55.1444 cl17238 RING superfamily  - 

Q#999 - >Ca_11705.1|Ca_ specific 258540 6 37 1.35954e-06 44.0842 pfam14369 zf-RING_3 cl16832

Q#999 - >Ca_11705.1|Ca_ superfamily 258540 6 37 1.35954e-06 44.0842 cl16832 zf-RING_3 superfamily  - 

Q#999 - >Ca_11705.1|Ca_ multi-dom 257215 204 249 4.00913e-10 54.7503 pfam12678 zf-rbx1  - 

Q#1000 - >Ca_11717.1|Ca_ superfamily 262404 22 155 1.85986e-17 77.4383 cl05005 TAF4 superfamily  - 

Q#1001 - >Ca_11742.1|Ca_ superfamily 253284 33 124 6.18756e-43 144.452 cl05279 DUF789 superfamily  - 

Q#1002 - >Ca_11756.1|Ca_ superfamily 275927 79 145 0.000201365 38.9456 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1003 - >Ca_11764.1|Ca_ specific 238039 26 82 3.05479e-15 67.2684 cd00086 homeodomain cl00084

Q#1003 - >Ca_11764.1|Ca_ superfamily 275470 26 82 3.05479e-15 67.2684 cl00084 homeodomain superfamily  - 

Q#1003 - >Ca_11764.1|Ca_ superfamily 276553 81 118 0.00397968 33.6371 cl22599 HALZ superfamily  - 

Q#1006 - >Ca_11828.1|Ca_ superfamily 256046 65 195 4.26216e-07 47.7744 cl11168 PMD superfamily  - 

Q#1007 - >Ca_11841.1|Ca_ superfamily 271792 48 74 0.00887538 33.8127 cl17040 ADDz superfamily  - 

Q#1008 - >Ca_11847.1|Ca_ superfamily 271793 89 256 4.52546e-95 291.475 cl17068 AFD_class_I superfamily  - 

Q#1008 - >Ca_11847.1|Ca_ superfamily 271848 16 97 1.32984e-20 89.3676 cl19241 Condensation superfamily  - 

Q#1009 - >Ca_11867.1|Ca_ superfamily 261371 7 48 0.00183788 33.2473 cl02611 G-patch superfamily  - 

Q#1011 - >Ca_11885.1|Ca_ superfamily 252763 1 172 3.65486e-103 304.327 cl04706 Glyco_transf_17 superfamily  - 

Q#1013 - >Ca_11898.1|Ca_ specific 206656 13 239 2.66453e-92 272.647 cd01863 Rab18 cl21455

Q#1013 - >Ca_11898.1|Ca_ superfamily 276299 13 239 2.66453e-92 272.647 cl21455 ABC_ATPase superfamily  - 

Q#1013 - >Ca_11898.1|Ca_ multi-dom 215587 6 273 5.26764e-111 322.005 PLN03118 PLN03118  - 

Q#1018 - >Ca_11946.1|Ca_ superfamily 252133 100 219 1.48884e-05 43.8665 cl04237 Retrotrans_gag superfamily  - 

Q#1018 - >Ca_11946.1|Ca_ specific 189387 326 342 0.000206832 39.7449 pfam00098 zf-CCHC cl22700

Q#1018 - >Ca_11946.1|Ca_ superfamily 276654 326 342 0.000206832 39.7449 cl22700 zf-CCHC superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1020 - >Ca_11977.1|Ca_ superfamily 276020 1 189 8.44784e-61 198.882 cl12078 p450 superfamily  - 

Q#1022 - >Ca_12008.1|Ca_ superfamily 256046 62 316 7.52344e-20 87.8352 cl11168 PMD superfamily  - 

Q#1023 - >Ca_12014.1|Ca_ superfamily 260768 80 145 1.2598e-16 73.8038 cl01053 SGNH_hydrolase superfamily  - 

Q#1023 - >Ca_12014.1|Ca_ superfamily 260768 30 80 2.64996e-14 67.6406 cl01053 SGNH_hydrolase superfamily  - 

Q#1024 - >Ca_12022.1|Ca_ specific 214587 8 142 4.63031e-30 107.794 smart00255 TIR cl22440

Q#1024 - >Ca_12022.1|Ca_ superfamily 276394 8 142 4.63031e-30 107.794 cl22440 TIR_2 superfamily  - 

Q#1026 - >Ca_12030.1|Ca_ multi-dom 172376 301 416 0.000101566 42.9672 PRK13855 PRK13855  - 

Q#1029 - >Ca_12040.1|Ca_ specific 254636 3 69 2.79283e-13 60.2659 pfam08156 NOP5NT cl06964

Q#1029 - >Ca_12040.1|Ca_ superfamily 254636 3 69 2.79283e-13 60.2659 cl06964 NOP5NT superfamily  - 

Q#1030 - >Ca_12043.1|Ca_ specific 238125 167 260 4.20426e-13 66.253 cd00204 ANK cl02529

Q#1030 - >Ca_12043.1|Ca_ superfamily 275769 167 260 4.20426e-13 66.253 cl02529 ANK superfamily  - 

Q#1030 - >Ca_12043.1|Ca_ specific 201968 492 531 5.38151e-23 92.3699 pfam01779 Ribosomal_L29e cl22619

Q#1030 - >Ca_12043.1|Ca_ superfamily 276573 492 531 5.38151e-23 92.3699 cl22619 Ribosomal_L29e superfamily  - 

Q#1030 - >Ca_12043.1|Ca_ specific 251571 377 484 2.25068e-19 84.1513 pfam02852 Pyr_redox_dim cl08372

Q#1030 - >Ca_12043.1|Ca_ superfamily 251571 377 484 2.25068e-19 84.1513 cl08372 Pyr_redox_dim superfamily  - 

Q#1030 - >Ca_12043.1|Ca_ multi-dom 257303 173 263 1.36581e-06 46.4803 pfam12796 Ank_2  - 

Q#1033 - >Ca_12064.1|Ca_ specific 197383 20 112 1.49701e-08 51.1745 cd10017 B3_DNA cl15242

Q#1033 - >Ca_12064.1|Ca_ superfamily 265652 20 112 1.49701e-08 51.1745 cl15242 BfiI_C_EcoRII_N_B3 superfamily  - 

Q#1033 - >Ca_12064.1|Ca_ superfamily 265652 178 242 0.000257762 38.4629 cl15242 BfiI_C_EcoRII_N_B3 superfamily  - 

Q#1034 - >Ca_12092.1|Ca_ superfamily 256046 47 314 1.47559e-54 186.446 cl11168 PMD superfamily  - 

Q#1038 - >Ca_12108.1|Ca_ specific 143480 32 147 2.97779e-46 149.707 cd06664 IscU_like cl00528

Q#1038 - >Ca_12108.1|Ca_ superfamily 275619 32 147 2.97779e-46 149.707 cl00528 IscU_like superfamily  - 

Q#1039 - >Ca_12112.1|Ca_ superfamily 263970 1 196 4.99302e-93 275.657 cl10447 GH18_chitinase-like superfamily  - 

Q#1039 - >Ca_12112.1|Ca_ multi-dom 250070 1 187 1.12872e-11 60.9817 pfam00704 Glyco_hydro_18  - 

Q#1041 - >Ca_12117.1|Ca_ specific 257306 77 115 3.77525e-05 39.7756 pfam12799 LRR_4 cl19302

Q#1041 - >Ca_12117.1|Ca_ superfamily 257306 77 115 3.77525e-05 39.7756 cl19302 LRR_4 superfamily  - 

Q#1041 - >Ca_12117.1|Ca_ superfamily 276664 52 132 0.00428566 36.5646 cl22710 LRR_RI superfamily  - 

Q#1041 - >Ca_12117.1|Ca_ multi-dom 258126 77 132 3.11879e-08 48.6881 pfam13855 LRR_8  - 

Q#1045 - >Ca_12180.1|Ca_ specific 250027 23 70 1.47322e-08 49.8957 pfam00646 F-box cl02535

Q#1045 - >Ca_12180.1|Ca_ superfamily 261329 23 70 1.47322e-08 49.8957 cl02535 F-box superfamily  - 

Q#1045 - >Ca_12180.1|Ca_ superfamily 276263 142 263 0.00135126 38.1092 cl19514 FBA_1 superfamily  - 

Q#1049 - >Ca_12194.1|Ca_ superfamily 276192 102 176 1.42967e-18 77.2291 cl17169 RRM_SF superfamily  - 

Q#1049 - >Ca_12194.1|Ca_ superfamily 260390 11 52 3.00992e-05 41.7902 cl00376 Ribosomal_L10_P0 superfamily  - 

Q#1050 - >Ca_12205.1|Ca_ multi-dom 274346 7 67 0.00601655 34.8641 TIGR02907 Stage_VI_sporulation_protein_D  - 

Q#1051 - >Ca_12214.1|Ca_ specific 260006 72 183 4.7618e-53 171.136 cd09274 RNase_HI_RT_Ty3 cl14782

Q#1051 - >Ca_12214.1|Ca_ superfamily 271754 72 183 4.7618e-53 171.136 cl14782 RNase_H_like superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1054 - >Ca_12240.1|Ca_ specific 238002 5 143 4.25827e-12 58.6396 cd00042 CY cl09238

Q#1054 - >Ca_12240.1|Ca_ superfamily 275873 5 143 4.25827e-12 58.6396 cl09238 CY superfamily  - 

Q#1055 - >Ca_12247.1|Ca_ superfamily 251850 169 213 5.32562e-16 74.316 cl03979 PAE superfamily  - 

Q#1055 - >Ca_12247.1|Ca_ specific 249704 16 62 3.51512e-15 68.76 pfam00235 Profilin cl00123

Q#1055 - >Ca_12247.1|Ca_ superfamily 260204 16 62 3.51512e-15 68.76 cl00123 PROF superfamily  - 

Q#1055 - >Ca_12247.1|Ca_ superfamily 252798 133 182 1.44523e-13 63.6761 cl04748 DUF547 superfamily  - 

Q#1059 - >Ca_12274.1|Ca_ superfamily 276301 116 199 4.12662e-15 71.4181 cl21457 TIM_phosphate_binding superfamily  - 

Q#1060 - >Ca_12276.1|Ca_ superfamily 275922 4 91 4.39072e-19 78.3317 cl10555 Chorismate_bind superfamily  - 

Q#1063 - >Ca_12306.1|Ca_ multi-dom 223021 58 213 2.54409e-05 44.9293 PHA03247 PHA03247  - 

Q#1064 - >Ca_12315.1|Ca_ superfamily 276335 1 167 1.43592e-93 282.666 cl21512 Glycos_transf_1 superfamily  - 

Q#1065 - >Ca_12319.1|Ca_ multi-dom 254113 177 394 4.32149e-91 283.941 pfam07227 DUF1423  - 

Q#1067 - >Ca_12364.1|Ca_ superfamily 254499 72 219 1.66444e-27 107.824 cl20350 Frigida superfamily  - 

Q#1068 - >Ca_12365.1|Ca_ superfamily 276241 61 134 5.51215e-14 66.1817 cl19217 Mem_trans superfamily  - 

Q#1069 - >Ca_12371.1|Ca_ multi-dom 236669 419 572 2.0958e-05 46.6167 PRK10263 PRK10263  - 

Q#1072 - >Ca_12404.1|Ca_ specific 189387 191 208 0.000231532 37.4337 pfam00098 zf-CCHC cl22700

Q#1072 - >Ca_12404.1|Ca_ superfamily 276654 191 208 0.000231532 37.4337 cl22700 zf-CCHC superfamily  - 

Q#1075 - >Ca_12439.1|Ca_ superfamily 276298 194 275 1.70544e-12 63.5084 cl21454 SDR superfamily  - 

Q#1077 - >Ca_12458.1|Ca_ multi-dom 215561 1 196 9.00848e-31 119.569 PLN03077 PLN03077  - 

Q#1084 - >Ca_12478.1|Ca_ multi-dom 223021 14 91 0.00610337 36.0697 PHA03247 PHA03247  - 

Q#1086 - >Ca_12493.1|Ca_ specific 238825 5 181 2.77737e-94 285.643 cd01647 RT_LTR cl02808

Q#1086 - >Ca_12493.1|Ca_ superfamily 261455 5 181 2.77737e-94 285.643 cl02808 RT_like superfamily  - 

Q#1086 - >Ca_12493.1|Ca_ multi-dom 249567 22 181 4.25694e-35 129.758 pfam00078 RVT_1  - 

Q#1088 - >Ca_12541.1|Ca_ specific 238005 27 156 1.99463e-19 80.074 cd00046 DEXDc cl21455

Q#1088 - >Ca_12541.1|Ca_ superfamily 276299 27 156 1.99463e-19 80.074 cl21455 ABC_ATPase superfamily  - 

Q#1089 - >Ca_12543.1|Ca_ superfamily 276299 82 170 2.23028e-29 108.341 cl21455 ABC_ATPase superfamily  - 

Q#1089 - >Ca_12543.1|Ca_ superfamily 271701 1 43 1.53744e-09 52.342 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1093 - >Ca_12583.1|Ca_ superfamily 276196 4 144 6.00691e-12 59.7353 cl17185 LPLAT superfamily  - 

Q#1095 - >Ca_12587.1|Ca_ multi-dom 227596 88 162 0.00861367 36.1304 COG5271 MDN1  - 

Q#1097 - >Ca_12603.1|Ca_ superfamily 271701 1 39 1.10667e-11 59.534 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1098 - >Ca_12606.1|Ca_ specific 133136 609 653 6.45612e-06 44.6348 cd00303 retropepsin_like cl11403

Q#1098 - >Ca_12606.1|Ca_ superfamily 275927 609 653 6.45612e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1098 - >Ca_12606.1|Ca_ specific 252133 347 446 1.2981e-12 64.6673 pfam03732 Retrotrans_gag cl04237

Q#1098 - >Ca_12606.1|Ca_ superfamily 252133 347 446 1.2981e-12 64.6673 cl04237 Retrotrans_gag superfamily  - 

Q#1098 - >Ca_12606.1|Ca_ superfamily 252133 100 199 1.6211e-11 61.5857 cl04237 Retrotrans_gag superfamily  - 

Q#1098 - >Ca_12606.1|Ca_ specific 189387 306 322 0.000494263 38.5893 pfam00098 zf-CCHC cl22700

Q#1098 - >Ca_12606.1|Ca_ superfamily 276654 306 322 0.000494263 38.5893 cl22700 zf-CCHC superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1098 - >Ca_12606.1|Ca_ specific 189387 552 569 0.00734757 35.1225 pfam00098 zf-CCHC cl22700

Q#1098 - >Ca_12606.1|Ca_ superfamily 276654 552 569 0.00734757 35.1225 cl22700 zf-CCHC superfamily  - 

Q#1099 - >Ca_12607.1|Ca_ specific 240712 17 120 8.95055e-28 103.198 cd12266 RRM_like_XS cl17169

Q#1099 - >Ca_12607.1|Ca_ superfamily 276192 17 120 8.95055e-28 103.198 cl17169 RRM_SF superfamily  - 

Q#1099 - >Ca_12607.1|Ca_ superfamily 255922 129 209 6.51496e-28 107.751 cl11011 DUF2419 superfamily  - 

Q#1100 - >Ca_12609.1|Ca_ specific 260004 143 279 7.00705e-64 200.002 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1100 - >Ca_12609.1|Ca_ superfamily 271754 143 279 7.00705e-64 200.002 cl14782 RNase_H_like superfamily  - 

Q#1100 - >Ca_12609.1|Ca_ superfamily 254387 1 57 2.49633e-16 75.1855 cl06662 RVT_2 superfamily  - 

Q#1102 - >Ca_12611.1|Ca_ specific 252133 100 199 1.80834e-12 63.1265 pfam03732 Retrotrans_gag cl04237

Q#1102 - >Ca_12611.1|Ca_ superfamily 252133 100 199 1.80834e-12 63.1265 cl04237 Retrotrans_gag superfamily  - 

Q#1102 - >Ca_12611.1|Ca_ superfamily 275927 362 406 0.000114105 40.0124 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1102 - >Ca_12611.1|Ca_ specific 197667 286 302 0.0058625 34.7264 smart00343 ZnF_C2HC cl22700

Q#1102 - >Ca_12611.1|Ca_ superfamily 276654 286 302 0.0058625 34.7264 cl22700 zf-CCHC superfamily  - 

Q#1103 - >Ca_12616.1|Ca_ specific 238825 569 699 3.07576e-62 207.448 cd01647 RT_LTR cl02808

Q#1103 - >Ca_12616.1|Ca_ superfamily 261455 569 699 3.07576e-62 207.448 cl02808 RT_like superfamily  - 

Q#1103 - >Ca_12616.1|Ca_ specific 133136 362 449 1.05659e-17 79.6879 cd00303 retropepsin_like cl11403

Q#1103 - >Ca_12616.1|Ca_ superfamily 275927 362 449 1.05659e-17 79.6879 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1103 - >Ca_12616.1|Ca_ specific 252133 100 199 1.2121e-12 65.0525 pfam03732 Retrotrans_gag cl04237

Q#1103 - >Ca_12616.1|Ca_ superfamily 252133 100 199 1.2121e-12 65.0525 cl04237 Retrotrans_gag superfamily  - 

Q#1103 - >Ca_12616.1|Ca_ specific 189387 305 322 0.000639691 38.5893 pfam00098 zf-CCHC cl22700

Q#1103 - >Ca_12616.1|Ca_ superfamily 276654 305 322 0.000639691 38.5893 cl22700 zf-CCHC superfamily  - 

Q#1103 - >Ca_12616.1|Ca_ multi-dom 249567 586 690 2.96105e-18 83.9194 pfam00078 RVT_1  - 

Q#1103 - >Ca_12616.1|Ca_ multi-dom 173561 287 366 3.9549e-09 55.5832 PTZ00368 PTZ00368  - 

Q#1104 - >Ca_12625.1|Ca_ superfamily 276194 5 182 1.32161e-24 97.3057 cl17173 AdoMet_MTases superfamily  - 

Q#1107 - >Ca_12646.1|Ca_ specific 119392 78 149 4.85028e-05 40.7601 cd06174 MFS cl21472

Q#1107 - >Ca_12646.1|Ca_ superfamily 276313 78 149 4.85028e-05 40.7601 cl21472 MFS superfamily  - 

Q#1108 - >Ca_12650.1|Ca_ specific 212030 105 150 3.18627e-07 45.5541 cd00118 LysM cl00107

Q#1108 - >Ca_12650.1|Ca_ superfamily 275472 105 150 3.18627e-07 45.5541 cl00107 LysM superfamily  - 

Q#1108 - >Ca_12650.1|Ca_ specific 212030 170 197 5.24548e-05 39.3909 cd00118 LysM cl00107

Q#1108 - >Ca_12650.1|Ca_ superfamily 275472 170 197 5.24548e-05 39.3909 cl00107 LysM superfamily  - 

Q#1109 - >Ca_12659.1|Ca_ specific 189387 52 65 0.00573415 30.5001 pfam00098 zf-CCHC cl22700

Q#1109 - >Ca_12659.1|Ca_ superfamily 276654 52 65 0.00573415 30.5001 cl22700 zf-CCHC superfamily  - 

Q#1110 - >Ca_12698.1|Ca_ superfamily 276263 125 281 1.07887e-14 70.466 cl19514 FBA_1 superfamily  - 

Q#1110 - >Ca_12698.1|Ca_ specific 197608 16 56 8.95177e-09 50.513 smart00256 FBOX cl02535

Q#1110 - >Ca_12698.1|Ca_ superfamily 261329 16 56 8.95177e-09 50.513 cl02535 F-box superfamily  - 

Q#1112 - >Ca_12712.1|Ca_ specific 238093 116 155 2.71555e-10 52.448 cd00162 RING cl17238
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Q#1112 - >Ca_12712.1|Ca_ superfamily 276201 116 155 2.71555e-10 52.448 cl17238 RING superfamily  - 

Q#1114 - >Ca_12718.1|Ca_ specific 258415 63 179 4.40194e-38 129.23 pfam14223 UBN2 cl15874

Q#1114 - >Ca_12718.1|Ca_ superfamily 265821 63 179 4.40194e-38 129.23 cl15874 UBN2 superfamily  - 

Q#1115 - >Ca_12728.1|Ca_ superfamily 256046 1 69 6.147e-17 78.2052 cl11168 PMD superfamily  - 

Q#1123 - >Ca_12781.1|Ca_ multi-dom 259534 189 351 0.00193241 38.9718 pfam15402 Spc7_N  - 

Q#1126 - >Ca_12799.1|Ca_ multi-dom 173561 69 139 0.000870104 36.3233 PTZ00368 PTZ00368  - 

Q#1127 - >Ca_12801.1|Ca_ specific 133136 362 406 3.37941e-06 44.6348 cd00303 retropepsin_like cl11403

Q#1127 - >Ca_12801.1|Ca_ superfamily 275927 362 406 3.37941e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1127 - >Ca_12801.1|Ca_ specific 252133 100 199 3.61717e-13 65.4377 pfam03732 Retrotrans_gag cl04237

Q#1127 - >Ca_12801.1|Ca_ superfamily 252133 100 199 3.61717e-13 65.4377 cl04237 Retrotrans_gag superfamily  - 

Q#1127 - >Ca_12801.1|Ca_ specific 189387 305 322 0.00272599 35.5077 pfam00098 zf-CCHC cl22700

Q#1127 - >Ca_12801.1|Ca_ superfamily 276654 305 322 0.00272599 35.5077 cl22700 zf-CCHC superfamily  - 

Q#1128 - >Ca_12802.1|Ca_ specific 202502 196 351 2.89721e-87 277.22 pfam02992 Transposase_21 cl03823

Q#1128 - >Ca_12802.1|Ca_ superfamily 202502 196 351 2.89721e-87 277.22 cl03823 Transposase_21 superfamily  - 

Q#1128 - >Ca_12802.1|Ca_ specific 258207 624 692 1.35346e-19 84.5551 pfam13952 DUF4216 cl16495

Q#1128 - >Ca_12802.1|Ca_ superfamily 258207 624 692 1.35346e-19 84.5551 cl16495 DUF4216 superfamily  - 

Q#1128 - >Ca_12802.1|Ca_ superfamily 206130 432 472 1.44579e-08 53.3615 cl16501 DUF4218 superfamily  - 

Q#1133 - >Ca_12819.1|Ca_ specific 251090 6 116 2.77479e-48 152.063 pfam02109 DAD cl03452

Q#1133 - >Ca_12819.1|Ca_ superfamily 251090 6 116 2.77479e-48 152.063 cl03452 DAD superfamily  - 

Q#1138 - >Ca_12839.1|Ca_ superfamily 252133 100 199 7.51495e-12 60.4301 cl04237 Retrotrans_gag superfamily  - 

Q#1138 - >Ca_12839.1|Ca_ specific 189387 253 269 5.31894e-05 39.7449 pfam00098 zf-CCHC cl22700

Q#1138 - >Ca_12839.1|Ca_ superfamily 276654 253 269 5.31894e-05 39.7449 cl22700 zf-CCHC superfamily  - 

Q#1140 - >Ca_12850.1|Ca_ specific 253333 27 89 1.98064e-12 59.6089 pfam05699 Dimer_Tnp_hAT cl05324

Q#1140 - >Ca_12850.1|Ca_ superfamily 253333 27 89 1.98064e-12 59.6089 cl05324 Dimer_Tnp_hAT superfamily  - 

Q#1141 - >Ca_12851.1|Ca_ superfamily 252133 1 94 5.55704e-09 49.6445 cl04237 Retrotrans_gag superfamily  - 

Q#1144 - >Ca_12895.1|Ca_ multi-dom 237865 5 89 0.00518056 33.1493 PRK14951 PRK14951  - 

Q#1145 - >Ca_12896.1|Ca_ specific 251988 257 295 2.26694e-11 58.3502 pfam03478 DUF295 cl04101

Q#1145 - >Ca_12896.1|Ca_ superfamily 251988 257 295 2.26694e-11 58.3502 cl04101 DUF295 superfamily  - 

Q#1145 - >Ca_12896.1|Ca_ multi-dom 178754 21 295 9.08056e-12 64.2012 PLN03215 PLN03215  - 

Q#1148 - >Ca_12913.1|Ca_ specific 133136 230 316 6.01344e-13 64.6652 cd00303 retropepsin_like cl11403

Q#1148 - >Ca_12913.1|Ca_ superfamily 275927 230 316 6.01344e-13 64.6652 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1150 - >Ca_12926.1|Ca_ multi-dom 236912 32 127 0.000216887 38.3941 PRK11448 hsdR  - 

Q#1153 - >Ca_12939.1|Ca_ multi-dom 259534 266 309 0.00300128 38.5866 pfam15402 Spc7_N  - 

Q#1156 - >Ca_12942.1|Ca_ superfamily 191549 3 118 1.39773e-51 163.53 cl05834 PAR1 superfamily  - 

Q#1157 - >Ca_12950.1|Ca_ specific 238002 5 143 4.25827e-12 58.6396 cd00042 CY cl09238

Q#1157 - >Ca_12950.1|Ca_ superfamily 275873 5 143 4.25827e-12 58.6396 cl09238 CY superfamily  - 
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Q#1158 - >Ca_12957.1|Ca_ multi-dom 249572 101 166 1.13399e-09 54.9994 pfam00083 Sugar_tr  - 

Q#1159 - >Ca_12964.1|Ca_ specific 133136 191 248 1.53923e-07 49.6424 cd00303 retropepsin_like cl11403

Q#1159 - >Ca_12964.1|Ca_ superfamily 275927 191 248 1.53923e-07 49.6424 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1159 - >Ca_12964.1|Ca_ specific 250040 476 581 1.29748e-10 59.2693 pfam00665 rve cl21549

Q#1159 - >Ca_12964.1|Ca_ superfamily 276355 476 581 1.29748e-10 59.2693 cl21549 rve superfamily  - 

Q#1160 - >Ca_12967.1|Ca_ superfamily 276269 162 195 0.00265073 34.7441 cl19537 Transposase_mut superfamily  - 

Q#1161 - >Ca_12971.1|Ca_ specific 133136 327 383 8.05327e-06 43.8644 cd00303 retropepsin_like cl11403

Q#1161 - >Ca_12971.1|Ca_ superfamily 275927 327 383 8.05327e-06 43.8644 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1163 - >Ca_12982.1|Ca_ specific 252133 100 199 4.32356e-13 62.7413 pfam03732 Retrotrans_gag cl04237

Q#1163 - >Ca_12982.1|Ca_ superfamily 252133 100 199 4.32356e-13 62.7413 cl04237 Retrotrans_gag superfamily  - 

Q#1164 - >Ca_12985.1|Ca_ specific 258114 80 129 1.76504e-13 63.9987 pfam13839 PC-Esterase cl01053

Q#1164 - >Ca_12985.1|Ca_ superfamily 260768 80 129 1.76504e-13 63.9987 cl01053 SGNH_hydrolase superfamily  - 

Q#1166 - >Ca_12993.1|Ca_ superfamily 271754 96 163 1.71872e-14 69.4437 cl14782 RNase_H_like superfamily  - 

Q#1169 - >Ca_13026.1|Ca_ superfamily 261455 70 104 7.22118e-07 43.7381 cl02808 RT_like superfamily  - 

Q#1169 - >Ca_13026.1|Ca_ superfamily 275927 1 50 0.0098759 31.1528 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1173 - >Ca_13046.1|Ca_ specific 260004 9 145 2.282e-71 213.869 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1173 - >Ca_13046.1|Ca_ superfamily 271754 9 145 2.282e-71 213.869 cl14782 RNase_H_like superfamily  - 

Q#1174 - >Ca_13049.1|Ca_ specific 260004 176 281 2.32575e-49 162.638 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1174 - >Ca_13049.1|Ca_ superfamily 271754 176 281 2.32575e-49 162.638 cl14782 RNase_H_like superfamily  - 

Q#1175 - >Ca_13068.1|Ca_ superfamily 275593 4 137 9.57652e-86 257.635 cl00467 Ntn_hydrolase superfamily  - 

Q#1183 - >Ca_13239.1|Ca_ multi-dom 273258 2 102 0.00432262 33.8115 TIGR00763 Lon_protease  - 

Q#1184 - >Ca_13241.1|Ca_ superfamily 271701 1 40 2.26709e-09 53.3708 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1184 - >Ca_13241.1|Ca_ superfamily 276299 97 137 8.1937e-07 44.9272 cl21455 ABC_ATPase superfamily  - 

Q#1185 - >Ca_13254.1|Ca_ specific 238083 11 184 2.27225e-63 198.319 cd00143 PP2Cc cl00120

Q#1185 - >Ca_13254.1|Ca_ superfamily 260203 11 184 2.27225e-63 198.319 cl00120 PP2Cc superfamily  - 

Q#1187 - >Ca_13268.1|Ca_ specific 119339 1 147 4.17994e-20 84.9196 cd06558 crotonase-like cl21466

Q#1187 - >Ca_13268.1|Ca_ superfamily 276308 1 147 4.17994e-20 84.9196 cl21466 crotonase-like superfamily  - 

Q#1187 - >Ca_13268.1|Ca_ superfamily 262145 150 230 1.59742e-06 46.2306 cl04410 DFP superfamily  - 

Q#1190 - >Ca_13385.1|Ca_ specific 238096 22 65 3.35983e-14 64.519 cd00167 SANT cl21498

Q#1190 - >Ca_13385.1|Ca_ superfamily 271918 22 65 3.35983e-14 64.519 cl21498 SANT superfamily  - 

Q#1190 - >Ca_13385.1|Ca_ specific 238096 74 116 5.82993e-11 55.6594 cd00167 SANT cl21498

Q#1190 - >Ca_13385.1|Ca_ superfamily 271918 74 116 5.82993e-11 55.6594 cl21498 SANT superfamily  - 

Q#1191 - >Ca_13391.1|Ca_ specific 256054 352 420 5.35998e-09 53.6189 pfam10551 MULE cl19537

Q#1191 - >Ca_13391.1|Ca_ superfamily 276269 352 420 5.35998e-09 53.6189 cl19537 Transposase_mut superfamily  - 

Q#1191 - >Ca_13391.1|Ca_ superfamily 190526 261 304 1.40104e-05 42.975 cl07846 DBD_Tnp_Mut superfamily  - 

Q#1193 - >Ca_13432.1|Ca_ specific 238112 177 236 3.27471e-05 40.8264 cd00189 TPR cl22441
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Q#1193 - >Ca_13432.1|Ca_ superfamily 276395 177 236 3.27471e-05 40.8264 cl22441 TPR superfamily  - 

Q#1193 - >Ca_13432.1|Ca_ multi-dom 257757 177 238 5.25163e-06 42.6776 pfam13432 TPR_16  - 

Q#1197 - >Ca_13503.1|Ca_ specific 251485 56 116 2.96141e-18 73.4743 pfam02704 GASA cl03667

Q#1197 - >Ca_13503.1|Ca_ superfamily 251485 56 116 2.96141e-18 73.4743 cl03667 GASA superfamily  - 

Q#1198 - >Ca_13507.1|Ca_ superfamily 276299 7 189 1.1936e-40 140.004 cl21455 ABC_ATPase superfamily  - 

Q#1198 - >Ca_13507.1|Ca_ multi-dom 251682 7 193 1.95792e-79 239.19 pfam03029 ATP_bind_1  - 

Q#1199 - >Ca_13535.1|Ca_ superfamily 241616 2 52 4.11144e-17 72.585 cl00109 MADS superfamily  - 

Q#1200 - >Ca_13568.1|Ca_ superfamily 260277 13 157 1.83851e-39 139.253 cl00224 PLPDE_IV superfamily  - 

Q#1200 - >Ca_13568.1|Ca_ superfamily 276392 205 243 0.00208904 35.6278 cl22438 TMF_TATA_bd superfamily  - 

Q#1202 - >Ca_13645.1|Ca_ superfamily 276235 4 353 2.77818e-110 330.805 cl19188 Pectate_lyase_3 superfamily  - 

Q#1202 - >Ca_13645.1|Ca_ multi-dom 249749 14 338 4.23677e-88 270.779 pfam00295 Glyco_hydro_28  - 

Q#1204 - >Ca_13665.1|Ca_ specific 133437 143 182 2.83046e-09 51.3486 cd01667 TGS_ThrRS_N cl00155

Q#1204 - >Ca_13665.1|Ca_ superfamily 275476 143 182 2.83046e-09 51.3486 cl00155 UBQ superfamily  - 

Q#1206 - >Ca_13697.1|Ca_ superfamily 275516 37 123 1.55144e-16 72.2302 cl00296 Peptidase_C1 superfamily  - 

Q#1207 - >Ca_13771.1|Ca_ specific 175973 11 119 4.25198e-06 42.4391 cd00030 C2 cl14603

Q#1207 - >Ca_13771.1|Ca_ superfamily 271750 11 119 4.25198e-06 42.4391 cl14603 C2 superfamily  - 

Q#1208 - >Ca_13773.1|Ca_ specific 175973 11 119 3.44057e-06 42.8243 cd00030 C2 cl14603

Q#1208 - >Ca_13773.1|Ca_ superfamily 271750 11 119 3.44057e-06 42.8243 cl14603 C2 superfamily  - 

Q#1209 - >Ca_13774.1|Ca_ specific 175973 15 123 2.58074e-07 45.9059 cd00030 C2 cl14603

Q#1209 - >Ca_13774.1|Ca_ superfamily 271750 15 123 2.58074e-07 45.9059 cl14603 C2 superfamily  - 

Q#1210 - >Ca_13780.1|Ca_ superfamily 262303 16 105 4.86619e-36 133.414 cl04813 EIN3 superfamily  - 

Q#1211 - >Ca_13797.1|Ca_ specific 250513 6 184 6.23031e-94 274.78 pfam01294 Ribosomal_L13e cl01799

Q#1211 - >Ca_13797.1|Ca_ superfamily 261075 6 184 6.23031e-94 274.78 cl01799 Ribosomal_L13e superfamily  - 

Q#1213 - >Ca_13858.1|Ca_ superfamily 275586 2 56 1.43928e-11 59.4703 cl00456 SLC5-6-like_sbd superfamily  - 

Q#1214 - >Ca_13859.1|Ca_ superfamily 275586 2 56 1.43928e-11 59.4703 cl00456 SLC5-6-like_sbd superfamily  - 

Q#1215 - >Ca_13860.1|Ca_ superfamily 275586 2 56 1.22517e-11 59.4703 cl00456 SLC5-6-like_sbd superfamily  - 

Q#1216 - >Ca_13870.1|Ca_ superfamily 276241 33 145 1.62263e-12 62.3297 cl19217 Mem_trans superfamily  - 

Q#1217 - >Ca_13876.1|Ca_ superfamily 276098 61 208 1.50854e-94 287.244 cl14876 Zinc_peptidase_like superfamily  - 

Q#1220 - >Ca_13901.1|Ca_ superfamily 252133 193 267 1.02211e-08 51.9557 cl04237 Retrotrans_gag superfamily  - 

Q#1221 - >Ca_13902.1|Ca_ specific 238096 16 62 5.13671e-07 42.1774 cd00167 SANT cl21498

Q#1221 - >Ca_13902.1|Ca_ superfamily 271918 16 62 5.13671e-07 42.1774 cl21498 SANT superfamily  - 

Q#1222 - >Ca_13948.1|Ca_ superfamily 275582 18 98 0.0019868 35.5447 cl00451 MoCF_BD superfamily  - 

Q#1223 - >Ca_13954.1|Ca_ superfamily 253129 161 260 2.46068e-08 52.1479 cl12213 PEARLI-4 superfamily  - 

Q#1226 - >Ca_13964.1|Ca_ superfamily 276007 103 147 0.00129902 36.6166 cl11961 ALDH-SF superfamily  - 

Q#1227 - >Ca_14007.1|Ca_ specific 251731 62 136 3.3725e-21 87.3607 pfam03101 FAR1 cl03890

Q#1227 - >Ca_14007.1|Ca_ superfamily 251731 62 136 3.3725e-21 87.3607 cl03890 FAR1 superfamily  - 
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Q#1227 - >Ca_14007.1|Ca_ superfamily 262858 302 402 3.05105e-06 44.8627 cl06336 Commd superfamily  - 

Q#1228 - >Ca_14025.1|Ca_ specific 250966 19 83 7.42128e-19 77.6425 pfam01918 Alba cl00682

Q#1228 - >Ca_14025.1|Ca_ superfamily 260569 19 83 7.42128e-19 77.6425 cl00682 Alba superfamily  - 

Q#1230 - >Ca_14046.1|Ca_ specific 238099 32 177 2.74858e-41 138.287 cd00170 SEC14 cl15787

Q#1230 - >Ca_14046.1|Ca_ superfamily 265785 32 177 2.74858e-41 138.287 cl15787 SEC14 superfamily  - 

Q#1231 - >Ca_14080.1|Ca_ superfamily 276263 114 326 1.55879e-24 99.7411 cl19514 FBA_1 superfamily  - 

Q#1231 - >Ca_14080.1|Ca_ specific 250027 19 62 1.91946e-07 47.5845 pfam00646 F-box cl02535

Q#1231 - >Ca_14080.1|Ca_ superfamily 261329 19 62 1.91946e-07 47.5845 cl02535 F-box superfamily  - 

Q#1232 - >Ca_14097.1|Ca_ specific 215093 1 109 4.26149e-62 188.043 PLN00186 PLN00186 cl01993

Q#1232 - >Ca_14097.1|Ca_ superfamily 261144 1 109 4.26149e-62 188.043 cl01993 Ribosomal_S26e superfamily  - 

Q#1233 - >Ca_14219.1|Ca_ superfamily 252763 1 172 3.65486e-103 304.327 cl04706 Glyco_transf_17 superfamily  - 

Q#1235 - >Ca_14260.1|Ca_ superfamily 275868 57 84 2.48048e-09 49.659 cl09141 ACT superfamily  - 

Q#1236 - >Ca_14344.1|Ca_ superfamily 275846 1 193 3.27819e-67 219.802 cl07893 AmyAc_family superfamily  - 

Q#1236 - >Ca_14344.1|Ca_ multi-dom 166698 1 446 1.06626e-135 414.016 PLN03059 PLN03059  - 

Q#1237 - >Ca_14351.1|Ca_ superfamily 261217 283 354 0.0018555 38.2493 cl02219 Bap31 superfamily  - 

Q#1238 - >Ca_14373.1|Ca_ superfamily 275846 1 180 1.54886e-69 225.58 cl07893 AmyAc_family superfamily  - 

Q#1238 - >Ca_14373.1|Ca_ multi-dom 166698 1 433 4.8801e-140 424.802 PLN03059 PLN03059  - 

Q#1239 - >Ca_14382.1|Ca_ superfamily 271424 52 158 1.91219e-22 87.715 cl00140 SNc superfamily  - 

Q#1240 - >Ca_14395.1|Ca_ specific 237991 33 82 1.32653e-12 61.1259 cd00024 CHROMO cl17459

Q#1240 - >Ca_14395.1|Ca_ superfamily 271815 33 82 1.32653e-12 61.1259 cl17459 CHROMO superfamily  - 

Q#1241 - >Ca_14408.1|Ca_ specific 238246 41 131 1.07071e-19 81.4323 cd00432 Ribosomal_L18_L5e cl00379

Q#1241 - >Ca_14408.1|Ca_ superfamily 275559 41 131 1.07071e-19 81.4323 cl00379 Ribosomal_L18_L5e superfamily  - 

Q#1241 - >Ca_14408.1|Ca_ specific 258399 153 228 5.0479e-30 108.791 pfam14204 Ribosomal_L18_c cl16705

Q#1241 - >Ca_14408.1|Ca_ superfamily 258399 153 228 5.0479e-30 108.791 cl16705 Ribosomal_L18_c superfamily  - 

Q#1241 - >Ca_14408.1|Ca_ multi-dom 240254 1 231 1.78845e-109 320.477 PTZ00069 PTZ00069  - 

Q#1242 - >Ca_14422.1|Ca_ specific 212558 282 330 3.09507e-17 74.1407 cd11660 SANT_TRF cl21498

Q#1242 - >Ca_14422.1|Ca_ superfamily 271918 282 330 3.09507e-17 74.1407 cl21498 SANT superfamily  - 

Q#1245 - >Ca_14433.1|Ca_ specific 251348 10 89 1.29417e-32 110.857 pfam02519 Auxin_inducible cl03633

Q#1245 - >Ca_14433.1|Ca_ superfamily 261812 10 89 1.29417e-32 110.857 cl03633 Auxin_inducible superfamily  - 

Q#1246 - >Ca_14437.1|Ca_ specific 251348 2 90 1.26506e-34 115.865 pfam02519 Auxin_inducible cl03633

Q#1246 - >Ca_14437.1|Ca_ superfamily 261812 2 90 1.26506e-34 115.865 cl03633 Auxin_inducible superfamily  - 

Q#1247 - >Ca_14438.1|Ca_ specific 251348 21 84 1.14929e-32 110.857 pfam02519 Auxin_inducible cl03633

Q#1247 - >Ca_14438.1|Ca_ superfamily 261812 21 84 1.14929e-32 110.857 cl03633 Auxin_inducible superfamily  - 

Q#1248 - >Ca_14440.1|Ca_ specific 251348 21 77 5.66725e-23 85.434 pfam02519 Auxin_inducible cl03633

Q#1248 - >Ca_14440.1|Ca_ superfamily 261812 21 77 5.66725e-23 85.434 cl03633 Auxin_inducible superfamily  - 

Q#1249 - >Ca_14477.1|Ca_ superfamily 276192 7 75 8.52366e-26 91.6807 cl17169 RRM_SF superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1249 - >Ca_14477.1|Ca_ multi-dom 214636 7 75 3.45277e-24 87.6491 smart00360 RRM  - 

Q#1250 - >Ca_14494.1|Ca_ specific 211390 46 144 1.3509e-16 72.233 cd11378 DUF296 cl00720

Q#1250 - >Ca_14494.1|Ca_ superfamily 260588 46 144 1.3509e-16 72.233 cl00720 DUF296 superfamily  - 

Q#1251 - >Ca_14505.1|Ca_ superfamily 276299 82 140 1.00651e-22 89.4661 cl21455 ABC_ATPase superfamily  - 

Q#1251 - >Ca_14505.1|Ca_ superfamily 271701 3 46 1.01097e-13 63.898 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1252 - >Ca_14519.1|Ca_ specific 237987 349 456 5.29194e-11 60.7911 cd00020 ARM cl22454

Q#1252 - >Ca_14519.1|Ca_ superfamily 276408 349 456 5.29194e-11 60.7911 cl22454 ARM superfamily  - 

Q#1252 - >Ca_14519.1|Ca_ specific 237987 426 550 1.30197e-09 56.5539 cd00020 ARM cl22454

Q#1252 - >Ca_14519.1|Ca_ superfamily 276408 426 550 1.30197e-09 56.5539 cl22454 ARM superfamily  - 

Q#1252 - >Ca_14519.1|Ca_ superfamily 191545 38 80 1.28509e-09 56.1029 cl05824 Auxin_resp superfamily  - 

Q#1252 - >Ca_14519.1|Ca_ superfamily 201951 127 215 0.00302 36.5898 cl03339 IBB superfamily  - 

Q#1254 - >Ca_14556.1|Ca_ superfamily 271848 20 149 1.32784e-28 108.224 cl19241 Condensation superfamily  - 

Q#1255 - >Ca_14558.1|Ca_ superfamily 271848 20 149 1.35435e-28 108.224 cl19241 Condensation superfamily  - 

Q#1256 - >Ca_14594.1|Ca_ specific 237987 349 456 4.7759e-11 60.7911 cd00020 ARM cl22454

Q#1256 - >Ca_14594.1|Ca_ superfamily 276408 349 456 4.7759e-11 60.7911 cl22454 ARM superfamily  - 

Q#1256 - >Ca_14594.1|Ca_ specific 237987 426 550 1.2193e-09 56.5539 cd00020 ARM cl22454

Q#1256 - >Ca_14594.1|Ca_ superfamily 276408 426 550 1.2193e-09 56.5539 cl22454 ARM superfamily  - 

Q#1256 - >Ca_14594.1|Ca_ superfamily 191545 38 80 1.27049e-09 56.1029 cl05824 Auxin_resp superfamily  - 

Q#1256 - >Ca_14594.1|Ca_ superfamily 201951 127 215 0.00308414 36.5898 cl03339 IBB superfamily  - 

Q#1257 - >Ca_14661.1|Ca_ specific 237991 33 82 3.56395e-12 60.3555 cd00024 CHROMO cl17459

Q#1257 - >Ca_14661.1|Ca_ superfamily 271815 33 82 3.56395e-12 60.3555 cl17459 CHROMO superfamily  - 

Q#1257 - >Ca_14661.1|Ca_ superfamily 260153 261 318 8.24925e-15 67.7372 cl00044 ChSh superfamily  - 

Q#1260 - >Ca_14690.1|Ca_ superfamily 275527 104 168 4.2407e-08 50.3297 cl00316 Cation_efflux superfamily  - 

Q#1262 - >Ca_14760.1|Ca_ specific 238924 57 141 6.76163e-24 89.6952 cd01958 HPS_like cl07890

Q#1262 - >Ca_14760.1|Ca_ superfamily 275845 57 141 6.76163e-24 89.6952 cl07890 AAI_LTSS superfamily  - 

Q#1263 - >Ca_14770.1|Ca_ specific 238008 42 99 4.08601e-11 54.8613 cd00051 EFh cl08302

Q#1263 - >Ca_14770.1|Ca_ superfamily 275859 42 99 4.08601e-11 54.8613 cl08302 EFh superfamily  - 

Q#1263 - >Ca_14770.1|Ca_ superfamily 275859 74 140 5.11558e-06 40.6089 cl08302 EFh superfamily  - 

Q#1263 - >Ca_14770.1|Ca_ multi-dom 257819 46 98 1.08362e-05 39.6745 pfam13499 EF-hand_7  - 

Q#1263 - >Ca_14770.1|Ca_ multi-dom 257819 79 139 0.000688582 35.0521 pfam13499 EF-hand_7  - 

Q#1266 - >Ca_14789.1|Ca_ multi-dom 236712 100 147 0.00978512 34.3203 PRK10547 PRK10547  - 

Q#1267 - >Ca_14816.1|Ca_ specific 238036 211 241 0.000168457 38.3491 cd00083 HLH cl00081

Q#1267 - >Ca_14816.1|Ca_ superfamily 260178 211 241 0.000168457 38.3491 cl00081 HLH superfamily  - 

Q#1268 - >Ca_14830.1|Ca_ superfamily 275516 14 69 1.53778e-12 61.0594 cl00296 Peptidase_C1 superfamily  - 

Q#1269 - >Ca_14845.1|Ca_ specific 188824 6 68 4.39462e-38 127.581 cd09440 LIM1_SF3 cl02475

Q#1269 - >Ca_14845.1|Ca_ superfamily 261300 6 68 4.39462e-38 127.581 cl02475 LIM superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1269 - >Ca_14845.1|Ca_ specific 188825 110 170 3.16713e-35 119.883 cd09441 LIM2_SF3 cl02475

Q#1269 - >Ca_14845.1|Ca_ superfamily 261300 110 170 3.16713e-35 119.883 cl02475 LIM superfamily  - 

Q#1270 - >Ca_14886.1|Ca_ superfamily 271848 2 80 9.41854e-07 44.2992 cl19241 Condensation superfamily  - 

Q#1271 - >Ca_14942.1|Ca_ specific 252797 109 147 8.43994e-09 51.6542 pfam04782 DUF632 cl04746

Q#1271 - >Ca_14942.1|Ca_ superfamily 252797 109 147 8.43994e-09 51.6542 cl04746 DUF632 superfamily  - 

Q#1272 - >Ca_14944.1|Ca_ specific 250027 27 64 9.9391e-06 42.577 pfam00646 F-box cl02535

Q#1272 - >Ca_14944.1|Ca_ superfamily 261329 27 64 9.9391e-06 42.577 cl02535 F-box superfamily  - 

Q#1273 - >Ca_14951.1|Ca_ superfamily 276299 39 162 4.78239e-51 166.526 cl21455 ABC_ATPase superfamily  - 

Q#1273 - >Ca_14951.1|Ca_ multi-dom 224054 39 201 6.78144e-38 134.357 COG1131 CcmA  - 

Q#1274 - >Ca_15024.1|Ca_ multi-dom 177993 63 114 5.51991e-06 42.4708 PLN02365 PLN02365  - 

Q#1274 - >Ca_15024.1|Ca_ multi-dom 178576 4 66 0.000463187 36.8932 PLN02997 PLN02997  - 

Q#1275 - >Ca_15034.1|Ca_ superfamily 276192 3 64 2.79845e-25 92.6834 cl17169 RRM_SF superfamily  - 

Q#1275 - >Ca_15034.1|Ca_ specific 197667 65 79 0.000849717 34.3412 smart00343 ZnF_C2HC cl22700

Q#1275 - >Ca_15034.1|Ca_ superfamily 276654 65 79 0.000849717 34.3412 cl22700 zf-CCHC superfamily  - 

Q#1275 - >Ca_15034.1|Ca_ multi-dom 214636 3 64 1.72377e-13 61.4555 smart00360 RRM  - 

Q#1276 - >Ca_15037.1|Ca_ specific 214815 214 272 4.09869e-34 119.899 smart00774 WRKY cl03892

Q#1276 - >Ca_15037.1|Ca_ superfamily 243565 214 272 4.09869e-34 119.899 cl03892 WRKY superfamily  - 

Q#1276 - >Ca_15037.1|Ca_ specific 192617 167 212 1.99983e-16 71.2531 pfam10533 Plant_zn_clust cl11166

Q#1276 - >Ca_15037.1|Ca_ superfamily 192617 167 212 1.99983e-16 71.2531 cl11166 Plant_zn_clust superfamily  - 

Q#1277 - >Ca_15039.1|Ca_ specific 176359 10 95 2.15472e-35 117.719 cd01763 Sumo cl00155

Q#1277 - >Ca_15039.1|Ca_ superfamily 275476 10 95 2.15472e-35 117.719 cl00155 UBQ superfamily  - 

Q#1278 - >Ca_15051.1|Ca_ superfamily 276192 3 64 3.43591e-26 94.9946 cl17169 RRM_SF superfamily  - 

Q#1278 - >Ca_15051.1|Ca_ specific 197667 65 79 0.000543118 34.7264 smart00343 ZnF_C2HC cl22700

Q#1278 - >Ca_15051.1|Ca_ superfamily 276654 65 79 0.000543118 34.7264 cl22700 zf-CCHC superfamily  - 

Q#1278 - >Ca_15051.1|Ca_ multi-dom 214636 3 64 1.31037e-13 61.8407 smart00360 RRM  - 

Q#1279 - >Ca_15054.1|Ca_ specific 192617 167 212 7.05684e-16 68.9419 pfam10533 Plant_zn_clust cl11166

Q#1279 - >Ca_15054.1|Ca_ superfamily 192617 167 212 7.05684e-16 68.9419 cl11166 Plant_zn_clust superfamily  - 

Q#1279 - >Ca_15054.1|Ca_ specific 214815 214 235 2.67493e-10 54.0296 smart00774 WRKY cl03892

Q#1279 - >Ca_15054.1|Ca_ superfamily 243565 214 235 2.67493e-10 54.0296 cl03892 WRKY superfamily  - 

Q#1280 - >Ca_15056.1|Ca_ specific 176359 10 95 2.15472e-35 117.719 cd01763 Sumo cl00155

Q#1280 - >Ca_15056.1|Ca_ superfamily 275476 10 95 2.15472e-35 117.719 cl00155 UBQ superfamily  - 

Q#1281 - >Ca_15097.1|Ca_ specific 107221 53 143 4.39701e-28 101.862 cd06464 ACD_sHsps-like cl00175

Q#1281 - >Ca_15097.1|Ca_ superfamily 271432 53 143 4.39701e-28 101.862 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#1281 - >Ca_15097.1|Ca_ multi-dom 223149 1 143 1.05742e-21 86.6618 COG0071 IbpA  - 

Q#1282 - >Ca_15117.1|Ca_ superfamily 276299 9 50 4.75607e-20 81.726 cl21455 ABC_ATPase superfamily  - 

Q#1282 - >Ca_15117.1|Ca_ superfamily 276299 62 92 2.47482e-06 44.4456 cl21455 ABC_ATPase superfamily  - 
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Q#1284 - >Ca_15145.1|Ca_ superfamily 260211 10 79 1.60584e-14 66.6778 cl00137 SERPIN superfamily  - 

Q#1285 - >Ca_15180.1|Ca_ multi-dom 215633 49 212 1.08165e-19 93.4006 PLN03210 PLN03210  - 

Q#1286 - >Ca_15187.1|Ca_ superfamily 251669 202 312 4.51767e-15 72.8324 cl03830 Transposase_24 superfamily  - 

Q#1286 - >Ca_15187.1|Ca_ superfamily 276263 431 625 4.70523e-14 71.2364 cl19514 FBA_1 superfamily  - 

Q#1287 - >Ca_15209.1|Ca_ specific 206660 11 175 1.31899e-124 352.633 cd01868 Rab11_like cl21455

Q#1287 - >Ca_15209.1|Ca_ superfamily 276299 11 175 1.31899e-124 352.633 cl21455 ABC_ATPase superfamily  - 

Q#1287 - >Ca_15209.1|Ca_ multi-dom 178657 4 217 1.12898e-118 339.597 PLN03110 PLN03110  - 

Q#1288 - >Ca_15222.1|Ca_ specific 251348 10 87 2.46914e-38 125.11 pfam02519 Auxin_inducible cl03633

Q#1288 - >Ca_15222.1|Ca_ superfamily 261812 10 87 2.46914e-38 125.11 cl03633 Auxin_inducible superfamily  - 

Q#1289 - >Ca_15225.1|Ca_ superfamily 275846 1 176 3.48482e-59 189.756 cl07893 AmyAc_family superfamily  - 

Q#1290 - >Ca_15267.1|Ca_ specific 252637 176 269 1.22374e-30 113.154 pfam04504 DUF573 cl04551

Q#1290 - >Ca_15267.1|Ca_ superfamily 252637 176 269 1.22374e-30 113.154 cl04551 DUF573 superfamily  - 

Q#1291 - >Ca_15295.1|Ca_ specific 191945 66 84 3.06668e-06 39.8617 pfam08137 DVL cl06945

Q#1291 - >Ca_15295.1|Ca_ superfamily 191945 66 84 3.06668e-06 39.8617 cl06945 DVL superfamily  - 

Q#1292 - >Ca_15319.1|Ca_ superfamily 258203 41 138 8.8164e-06 42.6047 cl16494 GUB_WAK_bind superfamily  - 

Q#1293 - >Ca_15323.1|Ca_ superfamily 258203 41 138 8.8164e-06 42.6047 cl16494 GUB_WAK_bind superfamily  - 

Q#1294 - >Ca_15390.1|Ca_ superfamily 252881 287 387 1.46716e-11 61.513 cl08427 PAP_RNA-bind superfamily  - 

Q#1294 - >Ca_15390.1|Ca_ superfamily 276009 50 98 1.81199e-08 51.7891 cl11966 Rel-Spo_like superfamily  - 

Q#1294 - >Ca_15390.1|Ca_ multi-dom 252883 14 281 1.82984e-108 326.536 pfam04928 PAP_central  - 

Q#1298 - >Ca_15494.1|Ca_ specific 99731 1 101 3.16895e-37 130.418 cd06410 PB1_UP2 cl02720

Q#1298 - >Ca_15494.1|Ca_ superfamily 261422 1 101 3.16895e-37 130.418 cl02720 PB1 superfamily  - 

Q#1299 - >Ca_15510.1|Ca_ specific 253452 40 235 3.05155e-92 275.019 pfam05910 DUF868 cl05466

Q#1299 - >Ca_15510.1|Ca_ superfamily 253452 40 235 3.05155e-92 275.019 cl05466 DUF868 superfamily  - 

Q#1300 - >Ca_15537.1|Ca_ specific 252003 3 96 9.04325e-61 186.252 pfam03501 S10_plectin cl02102

Q#1300 - >Ca_15537.1|Ca_ superfamily 261176 3 96 9.04325e-61 186.252 cl02102 S10_plectin superfamily  - 

Q#1301 - >Ca_15555.1|Ca_ specific 214823 224 404 8.26857e-54 180.469 smart00799 DENN cl11519

Q#1301 - >Ca_15555.1|Ca_ superfamily 264408 224 404 8.26857e-54 180.469 cl11519 DENN superfamily  - 

Q#1301 - >Ca_15555.1|Ca_ superfamily 262011 1 90 4.39243e-07 47.7145 cl04085 uDENN superfamily  - 

Q#1302 - >Ca_15603.1|Ca_ specific 251348 4 84 4.43205e-23 86.5896 pfam02519 Auxin_inducible cl03633

Q#1302 - >Ca_15603.1|Ca_ superfamily 261812 4 84 4.43205e-23 86.5896 cl03633 Auxin_inducible superfamily  - 

Q#1303 - >Ca_15666.1|Ca_ specific 199209 9 92 2.44852e-22 84.5432 cd00463 Ribosomal_L31e cl00921

Q#1303 - >Ca_15666.1|Ca_ superfamily 260697 9 92 2.44852e-22 84.5432 cl00921 Ribosomal_L31e superfamily  - 

Q#1305 - >Ca_15713.1|Ca_ superfamily 276192 11 79 1.5839e-17 73.4164 cl17169 RRM_SF superfamily  - 

Q#1305 - >Ca_15713.1|Ca_ multi-dom 214636 11 79 1.45945e-12 59.5295 smart00360 RRM  - 

Q#1306 - >Ca_15720.1|Ca_ specific 250365 1 142 1.91761e-19 80.3884 pfam01105 EMP24_GP25L cl03099

Q#1306 - >Ca_15720.1|Ca_ superfamily 250365 1 142 1.91761e-19 80.3884 cl03099 EMP24_GP25L superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1307 - >Ca_15787.1|Ca_ specific 250941 54 230 9.44565e-60 188.906 pfam01885 PTS_2-RNA cl19470

Q#1307 - >Ca_15787.1|Ca_ superfamily 267823 54 230 9.44565e-60 188.906 cl19470 PTS_2-RNA superfamily  - 

Q#1308 - >Ca_15813.1|Ca_ specific 238093 139 185 2.26836e-09 50.9072 cd00162 RING cl17238

Q#1308 - >Ca_15813.1|Ca_ superfamily 276201 139 185 2.26836e-09 50.9072 cl17238 RING superfamily  - 

Q#1311 - >Ca_15962.1|Ca_ superfamily 253129 190 405 2.2047e-17 79.8823 cl12213 PEARLI-4 superfamily  - 

Q#1314 - >Ca_16035.1|Ca_ superfamily 276192 32 60 1.50736e-09 49.9427 cl17169 RRM_SF superfamily  - 

Q#1314 - >Ca_16035.1|Ca_ multi-dom 214636 21 59 1.20326e-06 41.8104 smart00360 RRM  - 

Q#1319 - >Ca_16076.1|Ca_ specific 107229 50 141 4.94813e-54 167.867 cd06472 ACD_ScHsp26_like cl00175

Q#1319 - >Ca_16076.1|Ca_ superfamily 271432 50 141 4.94813e-54 167.867 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#1319 - >Ca_16076.1|Ca_ multi-dom 223149 38 155 4.36581e-27 100.144 COG0071 IbpA  - 

Q#1320 - >Ca_16104.1|Ca_ superfamily 275808 33 78 4.04782e-08 47.4329 cl04375 PMEI_like superfamily  - 

Q#1321 - >Ca_16117.1|Ca_ superfamily 215579 1 469 7.1205e-114 345.524 cl15944 TCP2 superfamily  - 

Q#1322 - >Ca_16139.1|Ca_ specific 250972 193 283 0.00850439 35.6431 pfam01925 TauE cl21514

Q#1322 - >Ca_16139.1|Ca_ superfamily 276337 193 283 0.00850439 35.6431 cl21514 TauE superfamily  - 

Q#1325 - >Ca_16210.1|Ca_ specific 214845 14 154 1.80791e-21 88.1063 smart00835 Cupin_1 cl21464

Q#1325 - >Ca_16210.1|Ca_ superfamily 276307 14 154 1.80791e-21 88.1063 cl21464 ABD superfamily  - 

Q#1325 - >Ca_16210.1|Ca_ specific 214845 202 302 2.07719e-15 71.1575 smart00835 Cupin_1 cl21464

Q#1325 - >Ca_16210.1|Ca_ superfamily 276307 202 302 2.07719e-15 71.1575 cl21464 ABD superfamily  - 

Q#1326 - >Ca_16231.1|Ca_ specific 197867 33 117 4.80438e-36 122.364 smart00768 X8 cl06842

Q#1326 - >Ca_16231.1|Ca_ superfamily 263067 33 117 4.80438e-36 122.364 cl06842 X8 superfamily  - 

Q#1328 - >Ca_16248.1|Ca_ specific 238284 22 122 2.61473e-57 175.796 cd00513 Ribosomal_L32_L32e cl00748

Q#1328 - >Ca_16248.1|Ca_ superfamily 260601 22 122 2.61473e-57 175.796 cl00748 Ribosomal_L32_L32e superfamily  - 

Q#1330 - >Ca_16325.1|Ca_ specific 273253 119 152 0.00431077 33.1975 TIGR00756 PPR cl03252

Q#1330 - >Ca_16325.1|Ca_ superfamily 275791 119 152 0.00431077 33.1975 cl03252 PPR superfamily  - 

Q#1330 - >Ca_16325.1|Ca_ multi-dom 257477 5 64 0.000503853 35.8414 pfam13041 PPR_2  - 

Q#1331 - >Ca_16326.1|Ca_ superfamily 276007 254 434 5.1581e-64 213.449 cl11961 ALDH-SF superfamily  - 

Q#1331 - >Ca_16326.1|Ca_ superfamily 276282 1 46 4.93504e-17 77.6517 cl19911 CBM_4_9 superfamily  - 

Q#1331 - >Ca_16326.1|Ca_ superfamily 275583 184 238 5.40333e-16 76.702 cl00452 AAK superfamily  - 

Q#1331 - >Ca_16326.1|Ca_ superfamily 276282 81 170 0.00790505 35.8037 cl19911 CBM_4_9 superfamily  - 

Q#1332 - >Ca_16327.1|Ca_ specific 189387 216 232 0.00118217 35.8929 pfam00098 zf-CCHC cl22700

Q#1332 - >Ca_16327.1|Ca_ superfamily 276654 216 232 0.00118217 35.8929 cl22700 zf-CCHC superfamily  - 

Q#1332 - >Ca_16327.1|Ca_ multi-dom 173561 156 232 0.00120071 37.4789 PTZ00368 PTZ00368  - 

Q#1333 - >Ca_16363.1|Ca_ specific 206660 11 194 7.76953e-120 341.077 cd01868 Rab11_like cl21455

Q#1333 - >Ca_16363.1|Ca_ superfamily 276299 11 194 7.76953e-120 341.077 cl21455 ABC_ATPase superfamily  - 

Q#1333 - >Ca_16363.1|Ca_ multi-dom 178657 3 235 5.64848e-112 323.034 PLN03110 PLN03110  - 

Q#1335 - >Ca_16385.1|Ca_ superfamily 264523 85 314 2.9116e-37 138.639 cl12050 TraB superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1337 - >Ca_16499.1|Ca_ specific 238037 19 70 1.23096e-07 44.1468 cd00084 HMG-box cl00082

Q#1337 - >Ca_16499.1|Ca_ superfamily 260179 19 70 1.23096e-07 44.1468 cl00082 HMG-box superfamily  - 

Q#1338 - >Ca_16544.1|Ca_ multi-dom 275319 28 92 0.0043385 33.8385 TIGR04526 predic_Ig_block  - 

Q#1339 - >Ca_16553.1|Ca_ specific 258843 15 79 4.32376e-30 103.332 pfam14705 Costars cl20642

Q#1339 - >Ca_16553.1|Ca_ superfamily 258843 15 79 4.32376e-30 103.332 cl20642 Costars superfamily  - 

Q#1341 - >Ca_16589.1|Ca_ superfamily 252966 40 161 3.62391e-70 215.351 cl10635 Caleosin superfamily  - 

Q#1341 - >Ca_16589.1|Ca_ superfamily 276193 1 34 2.34953e-11 58.349 cl17171 PH-like superfamily  - 

Q#1341 - >Ca_16589.1|Ca_ specific 258173 206 228 0.00023029 37.6087 pfam13906 AA_permease_C cl18287

Q#1341 - >Ca_16589.1|Ca_ superfamily 258173 206 228 0.00023029 37.6087 cl18287 AA_permease_C superfamily  - 

Q#1343 - >Ca_16597.1|Ca_ specific 206660 11 194 7.76953e-120 341.077 cd01868 Rab11_like cl21455

Q#1343 - >Ca_16597.1|Ca_ superfamily 276299 11 194 7.76953e-120 341.077 cl21455 ABC_ATPase superfamily  - 

Q#1343 - >Ca_16597.1|Ca_ multi-dom 178657 3 235 5.64848e-112 323.034 PLN03110 PLN03110  - 

Q#1344 - >Ca_16601.1|Ca_ superfamily 276241 29 121 2.34018e-05 40.6794 cl19217 Mem_trans superfamily  - 

Q#1345 - >Ca_16627.1|Ca_ superfamily 276298 1 108 4.2355e-34 121.143 cl21454 SDR superfamily  - 

Q#1346 - >Ca_16629.1|Ca_ superfamily 276298 9 52 2.01301e-25 98.8009 cl21454 SDR superfamily  - 

Q#1347 - >Ca_16640.1|Ca_ superfamily 276305 60 105 1.86364e-08 46.9224 cl21462 bZIP superfamily  - 

Q#1348 - >Ca_16657.1|Ca_ specific 254686 68 108 5.58859e-06 41.5949 pfam08242 Methyltransf_12 cl17173

Q#1348 - >Ca_16657.1|Ca_ superfamily 276194 68 108 5.58859e-06 41.5949 cl17173 AdoMet_MTases superfamily  - 

Q#1349 - >Ca_16739.1|Ca_ specific 253250 162 186 3.06839e-09 49.7969 pfam05553 DUF761 cl05229

Q#1349 - >Ca_16739.1|Ca_ superfamily 253250 162 186 3.06839e-09 49.7969 cl05229 DUF761 superfamily  - 

Q#1350 - >Ca_16751.1|Ca_ superfamily 256046 68 179 1.33016e-24 97.4652 cl11168 PMD superfamily  - 

Q#1351 - >Ca_16765.1|Ca_ specific 107229 54 145 2.22479e-54 169.023 cd06472 ACD_ScHsp26_like cl00175

Q#1351 - >Ca_16765.1|Ca_ superfamily 271432 54 145 2.22479e-54 169.023 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#1351 - >Ca_16765.1|Ca_ multi-dom 223149 55 159 1.5693e-26 98.9882 COG0071 IbpA  - 

Q#1352 - >Ca_16770.1|Ca_ superfamily 275927 6 228 4.14612e-35 128.623 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1353 - >Ca_16838.1|Ca_ superfamily 253839 1 94 5.20961e-39 131.707 cl05927 ATP11 superfamily  - 

Q#1355 - >Ca_16847.1|Ca_ specific 238287 2 184 4.3832e-31 116.037 cd00519 Lipase_3 cl21494

Q#1355 - >Ca_16847.1|Ca_ superfamily 276326 2 184 4.3832e-31 116.037 cl21494 Esterase_lipase superfamily  - 

Q#1356 - >Ca_16858.1|Ca_ multi-dom 235600 16 96 0.00245734 37.2144 PRK05771 PRK05771  - 

Q#1357 - >Ca_16885.1|Ca_ superfamily 256046 92 218 8.31057e-19 82.4424 cl11168 PMD superfamily  - 

Q#1358 - >Ca_16889.1|Ca_ specific 238166 2 85 9.13862e-22 86.1599 cd00266 MADS_SRF_like cl00109

Q#1358 - >Ca_16889.1|Ca_ superfamily 241616 2 85 9.13862e-22 86.1599 cl00109 MADS superfamily  - 

Q#1359 - >Ca_16927.1|Ca_ specific 250253 131 199 1.92441e-31 111.862 pfam00957 Synaptobrevin cl09522

Q#1359 - >Ca_16927.1|Ca_ superfamily 250253 131 199 1.92441e-31 111.862 cl09522 Synaptobrevin superfamily  - 

Q#1359 - >Ca_16927.1|Ca_ specific 258059 35 116 1.14951e-27 101.867 pfam13774 Longin cl16386

Q#1359 - >Ca_16927.1|Ca_ superfamily 258059 35 116 1.14951e-27 101.867 cl16386 Longin superfamily  - 
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Q#1360 - >Ca_16929.1|Ca_ specific 258183 221 259 4.8177e-07 45.4571 pfam13920 zf-C3HC4_3 cl17238

Q#1360 - >Ca_16929.1|Ca_ superfamily 276201 221 259 4.8177e-07 45.4571 cl17238 RING superfamily  - 

Q#1362 - >Ca_16984.1|Ca_ specific 258478 1 148 2.33113e-56 175.45 pfam14299 PP2 cl16784

Q#1362 - >Ca_16984.1|Ca_ superfamily 258478 1 148 2.33113e-56 175.45 cl16784 PP2 superfamily  - 

Q#1363 - >Ca_17024.1|Ca_ specific 206660 11 175 3.02049e-123 349.166 cd01868 Rab11_like cl21455

Q#1363 - >Ca_17024.1|Ca_ superfamily 276299 11 175 3.02049e-123 349.166 cl21455 ABC_ATPase superfamily  - 

Q#1363 - >Ca_17024.1|Ca_ multi-dom 178657 4 218 3.06242e-122 348.457 PLN03110 PLN03110  - 

Q#1364 - >Ca_17031.1|Ca_ superfamily 252569 17 82 2.79384e-18 74.1413 cl04499 DUF538 superfamily  - 

Q#1365 - >Ca_17039.1|Ca_ multi-dom 223021 15 165 0.000701616 39.9217 PHA03247 PHA03247  - 

Q#1366 - >Ca_17063.1|Ca_ superfamily 251724 5 304 1.82019e-80 258.083 cl03887 Mlo superfamily  - 

Q#1367 - >Ca_17074.1|Ca_ specific 238045 84 134 1.94281e-09 49.859 cd00093 HTH_XRE cl21459

Q#1367 - >Ca_17074.1|Ca_ superfamily 276302 84 134 1.94281e-09 49.859 cl21459 HTH_XRE superfamily  - 

Q#1367 - >Ca_17074.1|Ca_ specific 117100 8 78 1.30788e-18 75.4704 pfam08523 MBF1 cl07226

Q#1367 - >Ca_17074.1|Ca_ superfamily 117100 8 78 1.30788e-18 75.4704 cl07226 MBF1 superfamily  - 

Q#1368 - >Ca_17080.1|Ca_ specific 253297 10 75 8.26415e-15 65.045 pfam05641 Agenet cl02573

Q#1368 - >Ca_17080.1|Ca_ superfamily 275771 10 75 8.26415e-15 65.045 cl02573 TUDOR superfamily  - 

Q#1368 - >Ca_17080.1|Ca_ superfamily 275771 81 138 0.00632809 32.2957 cl02573 TUDOR superfamily  - 

Q#1369 - >Ca_17082.1|Ca_ specific 191112 6 138 4.52038e-76 226.253 pfam04852 DUF640 cl04800

Q#1369 - >Ca_17082.1|Ca_ superfamily 191112 6 138 4.52038e-76 226.253 cl04800 DUF640 superfamily  - 

Q#1370 - >Ca_17085.1|Ca_ specific 238036 48 97 7.30268e-09 50.2903 cd00083 HLH cl00081

Q#1370 - >Ca_17085.1|Ca_ superfamily 260178 48 97 7.30268e-09 50.2903 cl00081 HLH superfamily  - 

Q#1371 - >Ca_17113.1|Ca_ specific 239904 6 65 1.41962e-26 92.6983 cd04457 S1_S28E cl09927

Q#1371 - >Ca_17113.1|Ca_ superfamily 275904 6 65 1.41962e-26 92.6983 cl09927 S1_like superfamily  - 

Q#1372 - >Ca_17115.1|Ca_ superfamily 276298 1 44 2.37364e-15 65.9301 cl21454 SDR superfamily  - 

Q#1376 - >Ca_17149.1|Ca_ superfamily 253938 28 58 0.000106607 35.4425 cl06070 zf-GRF superfamily  - 

Q#1377 - >Ca_17150.1|Ca_ specific 214632 53 77 6.09366e-05 38.7645 smart00356 ZnF_C3H1 cl11592

Q#1377 - >Ca_17150.1|Ca_ superfamily 264437 53 77 6.09366e-05 38.7645 cl11592 zf-CCCH superfamily  - 

Q#1379 - >Ca_17186.1|Ca_ specific 252179 29 102 5.94899e-13 59.9385 pfam03810 IBN_N cl04271

Q#1379 - >Ca_17186.1|Ca_ superfamily 262079 29 102 5.94899e-13 59.9385 cl04271 IBN_N superfamily  - 

Q#1380 - >Ca_17197.1|Ca_ superfamily 275925 109 166 2.92765e-05 44.1002 cl11394 Glyco_tranf_GTA_type superfamily  - 

Q#1380 - >Ca_17197.1|Ca_ superfamily 275925 364 404 0.000536882 40.2482 cl11394 Glyco_tranf_GTA_type superfamily  - 

Q#1380 - >Ca_17197.1|Ca_ multi-dom 215138 30 486 0 685.994 PLN02248 PLN02248  - 

Q#1381 - >Ca_17223.1|Ca_ specific 237985 99 156 5.94799e-32 111.595 cd00018 AP2 cl00033

Q#1381 - >Ca_17223.1|Ca_ superfamily 260146 99 156 5.94799e-32 111.595 cl00033 AP2 superfamily  - 

Q#1382 - >Ca_17243.1|Ca_ superfamily 249606 137 178 0.00041914 39.0891 cl02811 E1-E2_ATPase superfamily  - 

Q#1383 - >Ca_17249.1|Ca_ superfamily 275563 14 46 4.52631e-07 43.0076 cl00388 Thioredoxin_like superfamily  - 
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Q#1384 - >Ca_17255.1|Ca_ superfamily 275846 4 48 1.82123e-12 59.607 cl07893 AmyAc_family superfamily  - 

Q#1385 - >Ca_17260.1|Ca_ superfamily 276298 178 243 3.17767e-11 58.1156 cl21454 SDR superfamily  - 

Q#1386 - >Ca_17274.1|Ca_ superfamily 275586 6 125 0.000106397 41.1294 cl00456 SLC5-6-like_sbd superfamily  - 

Q#1386 - >Ca_17274.1|Ca_ superfamily 275586 108 193 0.00483892 36.1218 cl00456 SLC5-6-like_sbd superfamily  - 

Q#1387 - >Ca_17307.1|Ca_ superfamily 265660 295 378 0.00675228 36.3721 cl15270 FinO_conjug_rep superfamily  - 

Q#1396 - >Ca_17441.1|Ca_ multi-dom 255846 42 103 0.008474 36.4162 pfam10243 MIP-T3  - 

Q#1401 - >Ca_17463.1|Ca_ multi-dom 273953 5 87 0.000881976 36.881 TIGR02072 Malonyl-_O-methyltransferase  - 

Q#1403 - >Ca_17480.1|Ca_ superfamily 275482 1 174 6.41868e-68 211.259 cl00200 MIP superfamily  - 

Q#1404 - >Ca_17484.1|Ca_ superfamily 276663 184 296 0.00177073 37.692 cl22709 AMN1 superfamily  - 

Q#1405 - >Ca_17492.1|Ca_ specific 251348 1 91 9.72599e-38 123.954 pfam02519 Auxin_inducible cl03633

Q#1405 - >Ca_17492.1|Ca_ superfamily 261812 1 91 9.72599e-38 123.954 cl03633 Auxin_inducible superfamily  - 

Q#1406 - >Ca_17494.1|Ca_ specific 251348 1 90 3.13583e-36 120.102 pfam02519 Auxin_inducible cl03633

Q#1406 - >Ca_17494.1|Ca_ superfamily 261812 1 90 3.13583e-36 120.102 cl03633 Auxin_inducible superfamily  - 

Q#1407 - >Ca_17497.1|Ca_ specific 251348 2 89 3.42054e-40 130.117 pfam02519 Auxin_inducible cl03633

Q#1407 - >Ca_17497.1|Ca_ superfamily 261812 2 89 3.42054e-40 130.117 cl03633 Auxin_inducible superfamily  - 

Q#1408 - >Ca_17504.1|Ca_ specific 251348 2 89 3.43082e-37 122.413 pfam02519 Auxin_inducible cl03633

Q#1408 - >Ca_17504.1|Ca_ superfamily 261812 2 89 3.43082e-37 122.413 cl03633 Auxin_inducible superfamily  - 

Q#1409 - >Ca_17505.1|Ca_ specific 251348 9 84 2.16967e-35 117.406 pfam02519 Auxin_inducible cl03633

Q#1409 - >Ca_17505.1|Ca_ superfamily 261812 9 84 2.16967e-35 117.406 cl03633 Auxin_inducible superfamily  - 

Q#1413 - >Ca_17544.1|Ca_ specific 110442 2 74 6.09413e-14 60.9935 pfam01439 Metallothio_2 cl03212

Q#1413 - >Ca_17544.1|Ca_ superfamily 110442 2 74 6.09413e-14 60.9935 cl03212 Metallothio_2 superfamily  - 

Q#1414 - >Ca_17546.1|Ca_ multi-dom 237864 320 500 0.00865265 37.8668 PRK14950 PRK14950  - 

Q#1417 - >Ca_17556.1|Ca_ specific 133136 362 406 3.37941e-06 44.6348 cd00303 retropepsin_like cl11403

Q#1417 - >Ca_17556.1|Ca_ superfamily 275927 362 406 3.37941e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1417 - >Ca_17556.1|Ca_ specific 252133 100 199 3.61717e-13 65.4377 pfam03732 Retrotrans_gag cl04237

Q#1417 - >Ca_17556.1|Ca_ superfamily 252133 100 199 3.61717e-13 65.4377 cl04237 Retrotrans_gag superfamily  - 

Q#1417 - >Ca_17556.1|Ca_ specific 189387 305 322 0.00272599 35.5077 pfam00098 zf-CCHC cl22700

Q#1417 - >Ca_17556.1|Ca_ superfamily 276654 305 322 0.00272599 35.5077 cl22700 zf-CCHC superfamily  - 

Q#1420 - >Ca_17576.1|Ca_ multi-dom 178496 70 136 1.73076e-34 126.425 PLN02908 PLN02908  - 

Q#1421 - >Ca_17579.1|Ca_ multi-dom 258434 48 123 1.76611e-16 73.1562 pfam14244 UBN2_3  - 

Q#1422 - >Ca_17589.1|Ca_ specific 258213 19 47 5.63124e-05 36.2498 pfam13961 DUF4219 cl22382

Q#1422 - >Ca_17589.1|Ca_ superfamily 258213 19 47 5.63124e-05 36.2498 cl22382 DUF4219 superfamily  - 

Q#1426 - >Ca_17603.1|Ca_ superfamily 253938 28 58 0.000123695 35.4425 cl06070 zf-GRF superfamily  - 

Q#1427 - >Ca_17616.1|Ca_ specific 250692 116 146 4.92544e-06 40.5149 pfam01535 PPR cl03252

Q#1427 - >Ca_17616.1|Ca_ superfamily 275791 116 146 4.92544e-06 40.5149 cl03252 PPR superfamily  - 

Q#1427 - >Ca_17616.1|Ca_ superfamily 275791 5 33 0.000205708 36.1733 cl03252 PPR superfamily  - 
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Q#1427 - >Ca_17616.1|Ca_ multi-dom 257477 115 156 1.92482e-07 44.3158 pfam13041 PPR_2  - 

Q#1427 - >Ca_17616.1|Ca_ multi-dom 257477 4 47 4.60547e-05 38.1526 pfam13041 PPR_2  - 

Q#1427 - >Ca_17616.1|Ca_ multi-dom 257477 74 127 0.00672543 32.3746 pfam13041 PPR_2  - 

Q#1430 - >Ca_17650.1|Ca_ specific 258415 90 199 1.83886e-47 156.194 pfam14223 UBN2 cl15874

Q#1430 - >Ca_17650.1|Ca_ superfamily 265821 90 199 1.83886e-47 156.194 cl15874 UBN2 superfamily  - 

Q#1430 - >Ca_17650.1|Ca_ specific 258213 13 37 1.39825e-05 41.2574 pfam13961 DUF4219 cl22382

Q#1430 - >Ca_17650.1|Ca_ superfamily 258213 13 37 1.39825e-05 41.2574 cl22382 DUF4219 superfamily  - 

Q#1432 - >Ca_17653.1|Ca_ superfamily 256046 9 96 0.000286617 39.3 cl11168 PMD superfamily  - 

Q#1433 - >Ca_17668.1|Ca_ superfamily 271593 125 266 9.92599e-18 80.4568 cl02567 WD40 superfamily  - 

Q#1433 - >Ca_17668.1|Ca_ multi-dom 225201 79 334 4.6213e-16 77.4363 COG2319 COG2319  - 

Q#1438 - >Ca_17710.1|Ca_ superfamily 271581 53 88 0.00497574 35.4114 cl02432 CLECT superfamily  - 

Q#1440 - >Ca_17714.1|Ca_ superfamily 251718 127 343 1.28145e-33 128.228 cl03878 Exo70 superfamily  - 

Q#1441 - >Ca_17722.1|Ca_ superfamily 271432 47 131 1.0918e-24 91.5976 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#1442 - >Ca_17723.1|Ca_ superfamily 252825 1 126 6.3715e-30 107.342 cl04786 SOUL superfamily  - 

Q#1443 - >Ca_17725.1|Ca_ superfamily 256046 16 118 3.80765e-24 99.006 cl11168 PMD superfamily  - 

Q#1446 - >Ca_17740.1|Ca_ superfamily 275476 87 112 1.09529e-07 45.4175 cl00155 UBQ superfamily  - 

Q#1446 - >Ca_17740.1|Ca_ superfamily 261398 6 33 0.000135072 36.7696 cl02662 SEP superfamily  - 

Q#1450 - >Ca_17781.1|Ca_ superfamily 276299 1 115 1.45441e-45 153.541 cl21455 ABC_ATPase superfamily  - 

Q#1451 - >Ca_17786.1|Ca_ superfamily 275753 8 132 8.95319e-75 230.191 cl01911 Pectinesterase superfamily  - 

Q#1453 - >Ca_17796.1|Ca_ superfamily 252133 64 119 0.00128378 35.7773 cl04237 Retrotrans_gag superfamily  - 

Q#1454 - >Ca_17798.1|Ca_ superfamily 261455 626 665 3.5369e-12 64.9241 cl02808 RT_like superfamily  - 

Q#1454 - >Ca_17798.1|Ca_ superfamily 252133 222 295 8.31914e-09 53.4965 cl04237 Retrotrans_gag superfamily  - 

Q#1454 - >Ca_17798.1|Ca_ specific 189387 398 414 0.000106715 40.5153 pfam00098 zf-CCHC cl22700

Q#1454 - >Ca_17798.1|Ca_ superfamily 276654 398 414 0.000106715 40.5153 cl22700 zf-CCHC superfamily  - 

Q#1454 - >Ca_17798.1|Ca_ superfamily 275927 463 507 0.000956026 38.5547 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1454 - >Ca_17798.1|Ca_ specific 197667 379 395 0.00349076 36.2672 smart00343 ZnF_C2HC cl22700

Q#1454 - >Ca_17798.1|Ca_ superfamily 276654 379 395 0.00349076 36.2672 cl22700 zf-CCHC superfamily  - 

Q#1454 - >Ca_17798.1|Ca_ superfamily 271610 17 119 0.00383089 38.352 cl03114 RNase_PH superfamily  - 

Q#1457 - >Ca_17807.1|Ca_ superfamily 251669 1 44 0.00154678 33.9273 cl03830 Transposase_24 superfamily  - 

Q#1459 - >Ca_17824.1|Ca_ multi-dom 223021 45 331 4.02224e-07 52.6333 PHA03247 PHA03247  - 

Q#1460 - >Ca_17837.1|Ca_ specific 238088 39 129 3.79996e-13 62.5933 cd00156 REC cl19078

Q#1460 - >Ca_17837.1|Ca_ superfamily 271833 39 129 3.79996e-13 62.5933 cl19078 REC superfamily  - 

Q#1460 - >Ca_17837.1|Ca_ superfamily 271918 162 211 3.19284e-11 55.8729 cl21498 SANT superfamily  - 

Q#1461 - >Ca_17838.1|Ca_ superfamily 254387 56 186 1.73542e-66 213.087 cl06662 RVT_2 superfamily  - 

Q#1463 - >Ca_17843.1|Ca_ superfamily 252133 130 223 9.64232e-11 57.3485 cl04237 Retrotrans_gag superfamily  - 

Q#1466 - >Ca_17847.1|Ca_ specific 235532 2 79 6.67326e-32 108.703 PRK05610 rpsQ cl00351



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1466 - >Ca_17847.1|Ca_ superfamily 275545 2 79 6.67326e-32 108.703 cl00351 Ribosomal_S17 superfamily  - 

Q#1468 - >Ca_17857.1|Ca_ superfamily 276299 78 128 9.83913e-22 87.2098 cl21455 ABC_ATPase superfamily  - 

Q#1469 - >Ca_17864.1|Ca_ superfamily 276192 33 68 2.02756e-09 53.3068 cl17169 RRM_SF superfamily  - 

Q#1469 - >Ca_17864.1|Ca_ superfamily 165431 200 286 0.00153727 38.5304 cl20105 PHA03160 superfamily  - 

Q#1472 - >Ca_17880.1|Ca_ specific 251676 44 185 5.58277e-66 202.821 pfam03018 Dirigent cl03841

Q#1472 - >Ca_17880.1|Ca_ superfamily 251676 44 185 5.58277e-66 202.821 cl03841 Dirigent superfamily  - 

Q#1473 - >Ca_17881.1|Ca_ specific 251676 51 197 6.84168e-65 198.969 pfam03018 Dirigent cl03841

Q#1473 - >Ca_17881.1|Ca_ superfamily 251676 51 197 6.84168e-65 198.969 cl03841 Dirigent superfamily  - 

Q#1475 - >Ca_17886.1|Ca_ specific 145969 71 129 4.6139e-37 126.191 pfam03106 WRKY cl03892

Q#1475 - >Ca_17886.1|Ca_ superfamily 243565 71 129 4.6139e-37 126.191 cl03892 WRKY superfamily  - 

Q#1477 - >Ca_17905.1|Ca_ specific 133136 185 257 7.30886e-09 51.1832 cd00303 retropepsin_like cl11403

Q#1477 - >Ca_17905.1|Ca_ superfamily 275927 185 257 7.30886e-09 51.1832 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1481 - >Ca_17935.1|Ca_ superfamily 258207 104 162 8.15581e-08 49.8871 cl16495 DUF4216 superfamily  - 

Q#1481 - >Ca_17935.1|Ca_ superfamily 251669 368 421 1.94808e-05 43.1721 cl03830 Transposase_24 superfamily  - 

Q#1483 - >Ca_17938.1|Ca_ superfamily 251669 151 234 9.02104e-13 63.2024 cl03830 Transposase_24 superfamily  - 

Q#1484 - >Ca_17940.1|Ca_ multi-dom 253298 28 115 0.00130485 40.0495 pfam05642 Sporozoite_P67  - 

Q#1485 - >Ca_17946.1|Ca_ superfamily 263454 29 84 9.03076e-13 59.5652 cl07747 Aha1_N superfamily  - 

Q#1487 - >Ca_17972.1|Ca_ superfamily 275927 83 125 6.93301e-06 44.6695 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1487 - >Ca_17972.1|Ca_ superfamily 275927 147 177 0.00102369 38.1211 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1488 - >Ca_17973.1|Ca_ superfamily 272028 1 166 7.03442e-46 158.155 cl21608 Galactosyl_T superfamily  - 

Q#1493 - >Ca_18038.1|Ca_ superfamily 271701 1 56 7.13659e-22 85.4692 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1493 - >Ca_18038.1|Ca_ superfamily 276299 95 119 1.88721e-05 40.5458 cl21455 ABC_ATPase superfamily  - 

Q#1499 - >Ca_18085.1|Ca_ specific 238686 111 168 2.83466e-07 45.3114 cd01390 HMGB-UBF_HMG-box cl00082

Q#1499 - >Ca_18085.1|Ca_ superfamily 260179 111 168 2.83466e-07 45.3114 cl00082 HMG-box superfamily  - 

Q#1503 - >Ca_18175.1|Ca_ specific 260004 870 994 3.15381e-55 190.372 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1503 - >Ca_18175.1|Ca_ superfamily 271754 870 994 3.15381e-55 190.372 cl14782 RNase_H_like superfamily  - 

Q#1503 - >Ca_18175.1|Ca_ superfamily 254387 622 787 7.95547e-76 252.763 cl06662 RVT_2 superfamily  - 

Q#1503 - >Ca_18175.1|Ca_ specific 258415 75 193 1.03231e-33 127.689 pfam14223 UBN2 cl15874

Q#1503 - >Ca_18175.1|Ca_ superfamily 265821 75 193 1.03231e-33 127.689 cl15874 UBN2 superfamily  - 

Q#1504 - >Ca_18178.1|Ca_ specific 251988 271 329 8.4423e-08 48.7202 pfam03478 DUF295 cl04101

Q#1504 - >Ca_18178.1|Ca_ superfamily 251988 271 329 8.4423e-08 48.7202 cl04101 DUF295 superfamily  - 

Q#1505 - >Ca_18183.1|Ca_ specific 100103 1 54 1.28415e-28 101.88 cd00472 Ribosomal_L24e_L24 cl00909

Q#1505 - >Ca_18183.1|Ca_ superfamily 275676 1 54 1.28415e-28 101.88 cl00909 Ribosomal_L24e_L24 superfamily  - 

Q#1506 - >Ca_18185.1|Ca_ superfamily 276007 35 234 1.65454e-52 176.47 cl11961 ALDH-SF superfamily  - 

Q#1507 - >Ca_18186.1|Ca_ superfamily 260240 25 105 0.00368999 34.6193 cl00182 Mth938-like superfamily  - 

Q#1508 - >Ca_18191.1|Ca_ multi-dom 223021 60 235 1.80902e-07 52.6333 PHA03247 PHA03247  - 
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Q#1509 - >Ca_18202.1|Ca_ specific 257351 22 50 3.79912e-06 42.3365 pfam12854 PPR_1 cl03252

Q#1509 - >Ca_18202.1|Ca_ superfamily 275791 22 50 3.79912e-06 42.3365 cl03252 PPR superfamily  - 

Q#1509 - >Ca_18202.1|Ca_ multi-dom 257477 21 66 4.13406e-10 53.5606 pfam13041 PPR_2  - 

Q#1511 - >Ca_18207.1|Ca_ superfamily 256046 63 160 6.81995e-19 85.1388 cl11168 PMD superfamily  - 

Q#1511 - >Ca_18207.1|Ca_ specific 258228 258 322 3.90546e-13 63.9152 pfam13976 gag_pre-integrs cl16514

Q#1511 - >Ca_18207.1|Ca_ superfamily 258228 258 322 3.90546e-13 63.9152 cl16514 gag_pre-integrs superfamily  - 

Q#1513 - >Ca_18227.1|Ca_ superfamily 271660 58 113 1.64623e-13 65.2866 cl09326 MATE_like superfamily  - 

Q#1514 - >Ca_18237.1|Ca_ superfamily 275927 28 146 3.24905e-05 41.5956 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1516 - >Ca_18247.1|Ca_ superfamily 256046 179 395 4.46101e-23 98.6208 cl11168 PMD superfamily  - 

Q#1521 - >Ca_18277.1|Ca_ multi-dom 215601 1 58 1.86601e-16 72.911 PLN03142 PLN03142  - 

Q#1523 - >Ca_18287.1|Ca_ specific 260004 276 331 1.79347e-27 105.243 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1523 - >Ca_18287.1|Ca_ superfamily 271754 276 331 1.79347e-27 105.243 cl14782 RNase_H_like superfamily  - 

Q#1523 - >Ca_18287.1|Ca_ specific 250040 13 89 7.04094e-13 63.8917 pfam00665 rve cl21549

Q#1523 - >Ca_18287.1|Ca_ superfamily 276355 13 89 7.04094e-13 63.8917 cl21549 rve superfamily  - 

Q#1523 - >Ca_18287.1|Ca_ superfamily 254387 241 259 0.00180296 37.8212 cl06662 RVT_2 superfamily  - 

Q#1524 - >Ca_18290.1|Ca_ multi-dom 258434 46 109 1.37077e-18 78.549 pfam14244 UBN2_3  - 

Q#1525 - >Ca_18294.1|Ca_ specific 238926 27 115 1.18686e-27 98.5761 cd01960 nsLTP1 cl07890

Q#1525 - >Ca_18294.1|Ca_ superfamily 275845 27 115 1.18686e-27 98.5761 cl07890 AAI_LTSS superfamily  - 

Q#1527 - >Ca_18300.1|Ca_ specific 260004 9 145 3.65566e-66 200.772 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1527 - >Ca_18300.1|Ca_ superfamily 271754 9 145 3.65566e-66 200.772 cl14782 RNase_H_like superfamily  - 

Q#1530 - >Ca_18345.1|Ca_ specific 119392 78 225 1.7823e-15 75.0429 cd06174 MFS cl21472

Q#1530 - >Ca_18345.1|Ca_ superfamily 276313 78 225 1.7823e-15 75.0429 cl21472 MFS superfamily  - 

Q#1531 - >Ca_18349.1|Ca_ superfamily 276298 36 109 9.11242e-36 125.409 cl21454 SDR superfamily  - 

Q#1533 - >Ca_18371.1|Ca_ specific 251315 7 121 5.69134e-17 73.4452 pfam02469 Fasciclin cl02663

Q#1533 - >Ca_18371.1|Ca_ superfamily 261399 7 121 5.69134e-17 73.4452 cl02663 Fasciclin superfamily  - 

Q#1534 - >Ca_18407.1|Ca_ specific 107229 49 140 3.60043e-55 170.563 cd06472 ACD_ScHsp26_like cl00175

Q#1534 - >Ca_18407.1|Ca_ superfamily 271432 49 140 3.60043e-55 170.563 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#1534 - >Ca_18407.1|Ca_ multi-dom 223149 13 154 1.15306e-27 101.685 COG0071 IbpA  - 

Q#1535 - >Ca_18413.1|Ca_ specific 252240 56 96 1.07517e-14 63.3582 pfam03911 Sec61_beta cl09194

Q#1535 - >Ca_18413.1|Ca_ superfamily 275871 56 96 1.07517e-14 63.3582 cl09194 Sec61_beta superfamily  - 

Q#1536 - >Ca_18430.1|Ca_ specific 240513 52 105 7.1955e-14 62.5322 cd06089 KOW_RPL26 cl00354

Q#1536 - >Ca_18430.1|Ca_ superfamily 275547 52 105 7.1955e-14 62.5322 cl00354 KOW superfamily  - 

Q#1537 - >Ca_18445.1|Ca_ specific 238117 17 159 1.03127e-59 184.328 cd00195 UBCc cl00154

Q#1537 - >Ca_18445.1|Ca_ superfamily 275475 17 159 1.03127e-59 184.328 cl00154 UBCc superfamily  - 

Q#1537 - >Ca_18445.1|Ca_ multi-dom 227410 18 162 4.21487e-61 188.24 COG5078 COG5078  - 

Q#1539 - >Ca_18508.1|Ca_ specific 275442 4 100 2.37353e-15 67.4633 cd15798 PMEI-like_3 cl04375



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1539 - >Ca_18508.1|Ca_ superfamily 275808 4 100 2.37353e-15 67.4633 cl04375 PMEI_like superfamily  - 

Q#1540 - >Ca_18511.1|Ca_ specific 238036 47 91 1.06438e-10 54.5275 cd00083 HLH cl00081

Q#1540 - >Ca_18511.1|Ca_ superfamily 260178 47 91 1.06438e-10 54.5275 cl00081 HLH superfamily  - 

Q#1542 - >Ca_18548.1|Ca_ superfamily 252133 100 176 1.60972e-10 54.2669 cl04237 Retrotrans_gag superfamily  - 

Q#1543 - >Ca_18549.1|Ca_ specific 237985 138 198 2.89841e-34 121.225 cd00018 AP2 cl00033

Q#1543 - >Ca_18549.1|Ca_ superfamily 260146 138 198 2.89841e-34 121.225 cl00033 AP2 superfamily  - 

Q#1544 - >Ca_18559.1|Ca_ specific 252408 32 132 1.39449e-20 82.7289 pfam04145 Ctr cl04417

Q#1544 - >Ca_18559.1|Ca_ superfamily 252408 32 132 1.39449e-20 82.7289 cl04417 Ctr superfamily  - 

Q#1545 - >Ca_18579.1|Ca_ specific 253297 10 75 8.26415e-15 65.045 pfam05641 Agenet cl02573

Q#1545 - >Ca_18579.1|Ca_ superfamily 275771 10 75 8.26415e-15 65.045 cl02573 TUDOR superfamily  - 

Q#1545 - >Ca_18579.1|Ca_ superfamily 275771 81 138 0.00632809 32.2957 cl02573 TUDOR superfamily  - 

Q#1546 - >Ca_18602.1|Ca_ superfamily 252005 261 318 2.98711e-14 71.9204 cl15987 GRAS superfamily  - 

Q#1547 - >Ca_18608.1|Ca_ superfamily 256046 3 76 1.47224e-17 74.3532 cl11168 PMD superfamily  - 

Q#1552 - >Ca_18626.1|Ca_ specific 252408 32 132 1.39449e-20 82.7289 pfam04145 Ctr cl04417

Q#1552 - >Ca_18626.1|Ca_ superfamily 252408 32 132 1.39449e-20 82.7289 cl04417 Ctr superfamily  - 

Q#1553 - >Ca_18641.1|Ca_ superfamily 249757 2 235 1.07923e-61 206.522 cl09510 Lipoxygenase superfamily  - 

Q#1555 - >Ca_18665.1|Ca_ specific 250692 95 125 3.65643e-05 38.9741 pfam01535 PPR cl03252

Q#1555 - >Ca_18665.1|Ca_ superfamily 275791 95 125 3.65643e-05 38.9741 cl03252 PPR superfamily  - 

Q#1555 - >Ca_18665.1|Ca_ multi-dom 257477 61 106 3.99001e-05 38.923 pfam13041 PPR_2  - 

Q#1556 - >Ca_18670.1|Ca_ superfamily 256046 1 152 1.59899e-08 52.782 cl11168 PMD superfamily  - 

Q#1557 - >Ca_18675.1|Ca_ superfamily 253952 13 239 1.05695e-24 99.7438 cl06089 RNA_pol_I_A49 superfamily  - 

Q#1560 - >Ca_18734.1|Ca_ superfamily 271753 85 111 5.85807e-06 40.623 cl14643 SRPBCC superfamily  - 

Q#1561 - >Ca_18736.1|Ca_ specific 238096 21 65 6.18604e-08 44.8738 cd00167 SANT cl21498

Q#1561 - >Ca_18736.1|Ca_ superfamily 271918 21 65 6.18604e-08 44.8738 cl21498 SANT superfamily  - 

Q#1567 - >Ca_18818.1|Ca_ superfamily 256046 38 167 5.78085e-22 89.7612 cl11168 PMD superfamily  - 

Q#1568 - >Ca_18841.1|Ca_ superfamily 271593 115 348 1.40876e-25 103.569 cl02567 WD40 superfamily  - 

Q#1568 - >Ca_18841.1|Ca_ multi-dom 225201 73 353 3.65163e-21 93.2295 COG2319 COG2319  - 

Q#1570 - >Ca_18849.1|Ca_ superfamily 251719 53 291 1.29765e-42 147.557 cl03884 DUF241 superfamily  - 

Q#1571 - >Ca_18851.1|Ca_ superfamily 251719 53 292 1.6174e-38 136.772 cl03884 DUF241 superfamily  - 

Q#1572 - >Ca_18866.1|Ca_ superfamily 276298 24 54 0.000518503 36.0983 cl21454 SDR superfamily  - 

Q#1575 - >Ca_18918.1|Ca_ multi-dom 215061 22 119 0.00549017 34.0533 PLN00113 PLN00113  - 

Q#1578 - >Ca_18944.1|Ca_ superfamily 256046 86 179 5.24884e-08 50.0856 cl11168 PMD superfamily  - 

Q#1579 - >Ca_18948.1|Ca_ superfamily 261174 8 242 3.48988e-118 347.021 cl02098 14-3-3 superfamily  - 

Q#1580 - >Ca_18950.1|Ca_ specific 133136 451 490 6.05726e-06 44.6348 cd00303 retropepsin_like cl11403

Q#1580 - >Ca_18950.1|Ca_ superfamily 275927 451 490 6.05726e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1580 - >Ca_18950.1|Ca_ superfamily 252884 19 111 0.000191595 42.347 cl15563 Herpes_DNAp_acc superfamily  - 
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Q#1581 - >Ca_18951.1|Ca_ specific 260004 92 228 1.82972e-69 212.328 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1581 - >Ca_18951.1|Ca_ superfamily 271754 92 228 1.82972e-69 212.328 cl14782 RNase_H_like superfamily  - 

Q#1582 - >Ca_18952.1|Ca_ superfamily 256046 146 415 1.40483e-29 117.881 cl11168 PMD superfamily  - 

Q#1585 - >Ca_19003.1|Ca_ specific 238096 28 72 5.95192e-09 52.1926 cd00167 SANT cl21498

Q#1585 - >Ca_19003.1|Ca_ superfamily 271918 28 72 5.95192e-09 52.1926 cl21498 SANT superfamily  - 

Q#1585 - >Ca_19003.1|Ca_ specific 238096 81 119 1.80565e-07 47.9554 cd00167 SANT cl21498

Q#1585 - >Ca_19003.1|Ca_ superfamily 271918 81 119 1.80565e-07 47.9554 cl21498 SANT superfamily  - 

Q#1586 - >Ca_19035.1|Ca_ superfamily 276175 2 122 9.46335e-18 77.4616 cl17037 NBD_sugar-kinase_HSP70_actin superfamily  - 

Q#1587 - >Ca_19044.1|Ca_ superfamily 252955 10 171 1.72489e-51 171.345 cl04895 PARG_cat superfamily  - 

Q#1587 - >Ca_19044.1|Ca_ superfamily 271859 82 137 0.000470415 39.056 cl19419 DUF2263 superfamily  - 

Q#1589 - >Ca_19066.1|Ca_ superfamily 276297 62 319 3.12299e-75 236.015 cl21453 PKc_like superfamily  - 

Q#1589 - >Ca_19066.1|Ca_ multi-dom 214567 61 318 5.47527e-45 156.151 smart00220 S_TKc  - 

Q#1590 - >Ca_19075.1|Ca_ superfamily 275907 58 137 2.7207e-21 82.7612 cl09936 PP-binding superfamily  - 

Q#1591 - >Ca_19096.1|Ca_ superfamily 276335 18 370 8.16218e-78 249.975 cl21512 Glycos_transf_1 superfamily  - 

Q#1592 - >Ca_19097.1|Ca_ superfamily 276335 18 377 3.49774e-75 243.426 cl21512 Glycos_transf_1 superfamily  - 

Q#1593 - >Ca_19108.1|Ca_ superfamily 271592 130 213 1.1508e-16 75.8305 cl02553 Peptidase_C19 superfamily  - 

Q#1593 - >Ca_19108.1|Ca_ superfamily 252977 8 61 9.44641e-05 41.7398 cl04913 DUF674 superfamily  - 

Q#1594 - >Ca_19110.1|Ca_ superfamily 276299 73 208 3.38316e-36 128.136 cl21455 ABC_ATPase superfamily  - 

Q#1596 - >Ca_19129.1|Ca_ superfamily 252133 73 142 1.71815e-08 50.4149 cl04237 Retrotrans_gag superfamily  - 

Q#1597 - >Ca_19151.1|Ca_ multi-dom 114603 236 303 1.43647e-05 43.024 pfam05887 Trypan_PARP  - 

Q#1599 - >Ca_19186.1|Ca_ superfamily 276299 153 189 6.57975e-21 87.7483 cl21455 ABC_ATPase superfamily  - 

Q#1599 - >Ca_19186.1|Ca_ multi-dom 250205 6 177 4.29248e-26 104.245 pfam00888 Cullin  - 

Q#1602 - >Ca_19222.1|Ca_ superfamily 276412 1 142 1.87032e-69 210.443 cl22458 RICIN superfamily  - 

Q#1603 - >Ca_19253.1|Ca_ superfamily 115928 160 223 0.0013738 35.7276 cl06365 Occludin_ELL superfamily  - 

Q#1604 - >Ca_19255.1|Ca_ superfamily 115928 98 194 0.000219822 37.6536 cl06365 Occludin_ELL superfamily  - 

Q#1605 - >Ca_19259.1|Ca_ multi-dom 258434 1 47 7.03994e-12 58.9038 pfam14244 UBN2_3  - 

Q#1606 - >Ca_19273.1|Ca_ specific 257351 33 56 9.08668e-07 41.5661 pfam12854 PPR_1 cl03252

Q#1606 - >Ca_19273.1|Ca_ superfamily 275791 33 56 9.08668e-07 41.5661 cl03252 PPR superfamily  - 

Q#1606 - >Ca_19273.1|Ca_ multi-dom 257477 33 75 8.30432e-12 55.4866 pfam13041 PPR_2  - 

Q#1607 - >Ca_19274.1|Ca_ superfamily 261198 26 79 1.51295e-07 44.9835 cl02154 YL1_C superfamily  - 

Q#1608 - >Ca_19275.1|Ca_ superfamily 276020 3 265 3.06174e-68 221.997 cl12078 p450 superfamily  - 

Q#1610 - >Ca_19289.1|Ca_ multi-dom 215563 3 109 3.38578e-19 82.2257 PLN03081 PLN03081  - 

Q#1611 - >Ca_19297.1|Ca_ superfamily 260442 5 98 3.47024e-38 125.962 cl00466 ATP-synt_C superfamily  - 

Q#1612 - >Ca_19343.1|Ca_ specific 238947 33 183 9.066e-40 140.874 cd01989 STK_N cl00292

Q#1612 - >Ca_19343.1|Ca_ superfamily 275515 33 183 9.066e-40 140.874 cl00292 AANH_like superfamily  - 

Q#1612 - >Ca_19343.1|Ca_ superfamily 276297 336 455 7.86308e-40 144.217 cl21453 PKc_like superfamily  - 
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Q#1613 - >Ca_19345.1|Ca_ superfamily 206472 123 156 0.000190914 36.3221 cl16788 CSTF_C superfamily  - 

Q#1615 - >Ca_19381.1|Ca_ superfamily 252133 55 129 1.88204e-07 45.7925 cl04237 Retrotrans_gag superfamily  - 

Q#1616 - >Ca_19387.1|Ca_ multi-dom 226022 124 299 1.47276e-11 63.1535 COG3491 PcbC  - 

Q#1619 - >Ca_19482.1|Ca_ superfamily 252133 101 176 0.000147588 39.6293 cl04237 Retrotrans_gag superfamily  - 

Q#1620 - >Ca_19561.1|Ca_ superfamily 276299 131 203 3.66289e-23 92.6977 cl21455 ABC_ATPase superfamily  - 

Q#1623 - >Ca_19570.1|Ca_ superfamily 275593 1 135 1.76524e-75 225.601 cl00467 Ntn_hydrolase superfamily  - 

Q#1623 - >Ca_19570.1|Ca_ multi-dom 223711 1 131 3.76968e-20 82.7308 COG0638 PRE1  - 

Q#1626 - >Ca_19588.1|Ca_ superfamily 251669 19 139 1.09771e-11 58.9652 cl03830 Transposase_24 superfamily  - 

Q#1627 - >Ca_19589.1|Ca_ specific 191112 28 144 3.91322e-78 231.646 pfam04852 DUF640 cl04800

Q#1627 - >Ca_19589.1|Ca_ superfamily 191112 28 144 3.91322e-78 231.646 cl04800 DUF640 superfamily  - 

Q#1628 - >Ca_19593.1|Ca_ superfamily 275460 125 196 1.5969e-36 132.507 cl00015 nt_trans superfamily  - 

Q#1628 - >Ca_19593.1|Ca_ specific 214605 87 135 0.000841546 35.6524 smart00298 CHROMO cl17459

Q#1628 - >Ca_19593.1|Ca_ superfamily 271815 87 135 0.000841546 35.6524 cl17459 CHROMO superfamily  - 

Q#1630 - >Ca_19596.1|Ca_ superfamily 114645 218 320 0.0011341 39.3568 cl05479 MCLC superfamily  - 

Q#1631 - >Ca_19597.1|Ca_ multi-dom 223021 68 223 8.97805e-05 43.0033 PHA03247 PHA03247  - 

Q#1633 - >Ca_19614.1|Ca_ multi-dom 184900 28 128 0.00338405 38.7776 PRK14907 rplD  - 

Q#1644 - >Ca_19675.1|Ca_ superfamily 271500 244 331 1.35226e-15 75.4072 cl00549 ABC_membrane superfamily  - 

Q#1644 - >Ca_19675.1|Ca_ superfamily 265821 1 41 2.36414e-06 45.6413 cl15874 UBN2 superfamily  - 

Q#1644 - >Ca_19675.1|Ca_ superfamily 131187 47 173 0.00298268 37.4997 cl11779 PHA_synthase_subunit_PhaR superfamily  - 

Q#1644 - >Ca_19675.1|Ca_ multi-dom 224055 193 331 8.46355e-08 53.2014 COG1132 MdlB  - 

Q#1645 - >Ca_19676.1|Ca_ superfamily 275927 125 167 1.27787e-09 53.1923 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1646 - >Ca_19683.1|Ca_ superfamily 275510 78 158 1.89287e-39 136.084 cl00279 APP_MetAP superfamily  - 

Q#1647 - >Ca_19684.1|Ca_ superfamily 275510 1 55 7.51209e-29 102.957 cl00279 APP_MetAP superfamily  - 

Q#1648 - >Ca_19688.1|Ca_ superfamily 271753 3 151 6.38832e-39 130.832 cl14643 SRPBCC superfamily  - 

Q#1650 - >Ca_19717.1|Ca_ multi-dom 223021 70 286 1.01865e-05 47.6257 PHA03247 PHA03247  - 

Q#1652 - >Ca_19726.1|Ca_ specific 111399 31 75 5.38013e-05 37.4435 pfam02496 ABA_WDS cl03622

Q#1652 - >Ca_19726.1|Ca_ superfamily 111399 31 75 5.38013e-05 37.4435 cl03622 ABA_WDS superfamily  - 

Q#1656 - >Ca_19758.1|Ca_ specific 238825 390 511 4.73236e-59 195.122 cd01647 RT_LTR cl02808

Q#1656 - >Ca_19758.1|Ca_ superfamily 261455 390 511 4.73236e-59 195.122 cl02808 RT_like superfamily  - 

Q#1656 - >Ca_19758.1|Ca_ specific 252133 100 199 6.30171e-12 62.3561 pfam03732 Retrotrans_gag cl04237

Q#1656 - >Ca_19758.1|Ca_ superfamily 252133 100 199 6.30171e-12 62.3561 cl04237 Retrotrans_gag superfamily  - 

Q#1656 - >Ca_19758.1|Ca_ superfamily 275927 248 290 1.043e-08 53.1923 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1656 - >Ca_19758.1|Ca_ multi-dom 249567 406 515 1.18351e-18 83.9194 pfam00078 RVT_1  - 

Q#1657 - >Ca_19768.1|Ca_ specific 250356 6 141 1.64284e-78 231.238 pfam01090 Ribosomal_S19e cl00969

Q#1657 - >Ca_19768.1|Ca_ superfamily 260724 6 141 1.64284e-78 231.238 cl00969 Ribosomal_S19e superfamily  - 

Q#1661 - >Ca_19776.1|Ca_ superfamily 177577 61 254 0.00793335 37.6293 cl19709 PHA03292 superfamily  - 
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Q#1662 - >Ca_19781.1|Ca_ specific 260006 209 321 3.7442e-37 130.69 cd09274 RNase_HI_RT_Ty3 cl14782

Q#1662 - >Ca_19781.1|Ca_ superfamily 271754 209 321 3.7442e-37 130.69 cl14782 RNase_H_like superfamily  - 

Q#1662 - >Ca_19781.1|Ca_ superfamily 252133 67 166 3.7944e-09 53.1113 cl04237 Retrotrans_gag superfamily  - 

Q#1664 - >Ca_19796.1|Ca_ superfamily 276305 15 46 9.30607e-05 37.664 cl21462 bZIP superfamily  - 

Q#1666 - >Ca_19809.1|Ca_ superfamily 262303 23 298 5.99325e-105 329.865 cl04813 EIN3 superfamily  - 

Q#1667 - >Ca_19811.1|Ca_ superfamily 275753 3 216 1.44739e-144 408.924 cl01911 Pectinesterase superfamily  - 

Q#1669 - >Ca_19820.1|Ca_ multi-dom 259534 578 685 9.69898e-05 44.7498 pfam15402 Spc7_N  - 

Q#1669 - >Ca_19820.1|Ca_ multi-dom 237874 128 252 0.00588332 38.6031 PRK14971 PRK14971  - 

Q#1671 - >Ca_19828.1|Ca_ specific 109342 9 52 7.51278e-12 57.3264 pfam00281 Ribosomal_L5 cl08254

Q#1671 - >Ca_19828.1|Ca_ superfamily 109342 9 52 7.51278e-12 57.3264 cl08254 Ribosomal_L5 superfamily  - 

Q#1675 - >Ca_19855.1|Ca_ superfamily 271838 50 133 9.36145e-38 135.995 cl19114 RNAP_largest_subunit_N superfamily  - 

Q#1677 - >Ca_19870.1|Ca_ specific 130620 36 92 2.56977e-23 91.3113 TIGR01557 unnamed_protein_product cl21498

Q#1677 - >Ca_19870.1|Ca_ superfamily 271918 36 92 2.56977e-23 91.3113 cl21498 SANT superfamily  - 

Q#1677 - >Ca_19870.1|Ca_ specific 206547 126 173 1.70854e-20 83.0631 pfam14379 Myb_CC_LHEQLE cl16840

Q#1677 - >Ca_19870.1|Ca_ superfamily 206547 126 173 1.70854e-20 83.0631 cl16840 Myb_CC_LHEQLE superfamily  - 

Q#1682 - >Ca_19898.1|Ca_ specific 238825 380 525 9.19648e-75 237.108 cd01647 RT_LTR cl02808

Q#1682 - >Ca_19898.1|Ca_ superfamily 261455 380 525 9.19648e-75 237.108 cl02808 RT_like superfamily  - 

Q#1682 - >Ca_19898.1|Ca_ specific 260004 1 101 1.06856e-47 163.793 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1682 - >Ca_19898.1|Ca_ superfamily 271754 1 101 1.06856e-47 163.793 cl14782 RNase_H_like superfamily  - 

Q#1682 - >Ca_19898.1|Ca_ specific 133136 230 317 9.70219e-18 78.9175 cd00303 retropepsin_like cl11403

Q#1682 - >Ca_19898.1|Ca_ superfamily 275927 230 317 9.70219e-18 78.9175 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1682 - >Ca_19898.1|Ca_ specific 189387 174 189 0.000232356 38.9745 pfam00098 zf-CCHC cl22700

Q#1682 - >Ca_19898.1|Ca_ superfamily 276654 174 189 0.000232356 38.9745 cl22700 zf-CCHC superfamily  - 

Q#1682 - >Ca_19898.1|Ca_ specific 197667 154 169 0.00121328 37.0376 smart00343 ZnF_C2HC cl22700

Q#1682 - >Ca_19898.1|Ca_ superfamily 276654 154 169 0.00121328 37.0376 cl22700 zf-CCHC superfamily  - 

Q#1682 - >Ca_19898.1|Ca_ multi-dom 249567 392 525 6.14778e-30 115.891 pfam00078 RVT_1  - 

Q#1683 - >Ca_19899.1|Ca_ specific 260006 1 88 4.18985e-44 149.18 cd09274 RNase_HI_RT_Ty3 cl14782

Q#1683 - >Ca_19899.1|Ca_ superfamily 271754 1 88 4.18985e-44 149.18 cl14782 RNase_H_like superfamily  - 

Q#1683 - >Ca_19899.1|Ca_ specific 250040 247 327 1.2104e-09 54.6469 pfam00665 rve cl21549

Q#1683 - >Ca_19899.1|Ca_ superfamily 276355 247 327 1.2104e-09 54.6469 cl21549 rve superfamily  - 

Q#1689 - >Ca_19937.1|Ca_ specific 238825 96 172 5.65306e-30 111.918 cd01647 RT_LTR cl02808

Q#1689 - >Ca_19937.1|Ca_ superfamily 261455 96 172 5.65306e-30 111.918 cl02808 RT_like superfamily  - 

Q#1690 - >Ca_19939.1|Ca_ specific 133136 215 275 7.97242e-08 48.872 cd00303 retropepsin_like cl11403

Q#1690 - >Ca_19939.1|Ca_ superfamily 275927 215 275 7.97242e-08 48.872 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1690 - >Ca_19939.1|Ca_ superfamily 252133 11 110 1.20988e-10 56.9633 cl04237 Retrotrans_gag superfamily  - 

Q#1691 - >Ca_19940.1|Ca_ specific 133136 362 449 4.17687e-18 79.6879 cd00303 retropepsin_like cl11403
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Q#1691 - >Ca_19940.1|Ca_ superfamily 275927 362 449 4.17687e-18 79.6879 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1691 - >Ca_19940.1|Ca_ specific 252133 100 199 5.47504e-13 65.0525 pfam03732 Retrotrans_gag cl04237

Q#1691 - >Ca_19940.1|Ca_ superfamily 252133 100 199 5.47504e-13 65.0525 cl04237 Retrotrans_gag superfamily  - 

Q#1691 - >Ca_19940.1|Ca_ specific 189387 305 322 0.00173046 36.2781 pfam00098 zf-CCHC cl22700

Q#1691 - >Ca_19940.1|Ca_ superfamily 276654 305 322 0.00173046 36.2781 cl22700 zf-CCHC superfamily  - 

Q#1692 - >Ca_19942.1|Ca_ multi-dom 259534 393 500 0.00132813 40.5126 pfam15402 Spc7_N  - 

Q#1695 - >Ca_19961.1|Ca_ superfamily 276298 8 223 6.07135e-17 75.7951 cl21454 SDR superfamily  - 

Q#1696 - >Ca_19965.1|Ca_ multi-dom 259534 10 103 1.57949e-06 47.061 pfam15402 Spc7_N  - 

Q#1697 - >Ca_19966.1|Ca_ multi-dom 223021 44 297 0.000319606 41.8477 PHA03247 PHA03247  - 

Q#1698 - >Ca_19978.1|Ca_ superfamily 252133 100 199 6.05372e-12 59.2745 cl04237 Retrotrans_gag superfamily  - 

Q#1699 - >Ca_19979.1|Ca_ superfamily 256046 3 81 3.83385e-18 76.2792 cl11168 PMD superfamily  - 

Q#1700 - >Ca_19988.1|Ca_ specific 189387 52 65 0.00471906 30.8853 pfam00098 zf-CCHC cl22700

Q#1700 - >Ca_19988.1|Ca_ superfamily 276654 52 65 0.00471906 30.8853 cl22700 zf-CCHC superfamily  - 

Q#1701 - >Ca_19998.1|Ca_ superfamily 275737 1 81 2.2485e-14 68.3908 cl01629 TPP_enzymes superfamily  - 

Q#1701 - >Ca_19998.1|Ca_ superfamily 276301 125 279 0.000302107 39.9355 cl21457 TIM_phosphate_binding superfamily  - 

Q#1703 - >Ca_20031.1|Ca_ superfamily 130628 141 198 1.3456e-21 84.5351 cl22771 unnamed_protein_product superfamily  - 

Q#1703 - >Ca_20031.1|Ca_ specific 252791 41 97 1.03429e-20 82.0313 pfam04770 ZF-HD_dimer cl04737

Q#1703 - >Ca_20031.1|Ca_ superfamily 262275 41 97 1.03429e-20 82.0313 cl04737 ZF-HD_dimer superfamily  - 

Q#1704 - >Ca_20039.1|Ca_ superfamily 260253 11 121 1.8259e-71 220.996 cl00198 Phosphoglycerate_kinase superfamily  - 

Q#1705 - >Ca_20044.1|Ca_ specific 260004 1 115 3.75423e-57 176.505 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1705 - >Ca_20044.1|Ca_ superfamily 271754 1 115 3.75423e-57 176.505 cl14782 RNase_H_like superfamily  - 

Q#1706 - >Ca_20046.1|Ca_ specific 258415 1 77 4.37703e-17 75.6868 pfam14223 UBN2 cl15874

Q#1706 - >Ca_20046.1|Ca_ superfamily 265821 1 77 4.37703e-17 75.6868 cl15874 UBN2 superfamily  - 

Q#1708 - >Ca_20049.1|Ca_ specific 252133 158 255 1.62088e-15 71.2157 pfam03732 Retrotrans_gag cl04237

Q#1708 - >Ca_20049.1|Ca_ superfamily 252133 158 255 1.62088e-15 71.2157 cl04237 Retrotrans_gag superfamily  - 

Q#1708 - >Ca_20049.1|Ca_ specific 189387 336 352 7.38647e-05 39.7449 pfam00098 zf-CCHC cl22700

Q#1708 - >Ca_20049.1|Ca_ superfamily 276654 336 352 7.38647e-05 39.7449 cl22700 zf-CCHC superfamily  - 

Q#1711 - >Ca_20060.1|Ca_ specific 211392 2 150 3.21499e-38 129.177 cd11380 Ribosomal_S8e_like cl00880

Q#1711 - >Ca_20060.1|Ca_ superfamily 260676 2 150 3.21499e-38 129.177 cl00880 Ribosomal_S8e_like superfamily  - 

Q#1712 - >Ca_20066.1|Ca_ specific 250692 101 128 0.00014139 37.8185 pfam01535 PPR cl03252

Q#1712 - >Ca_20066.1|Ca_ superfamily 275791 101 128 0.00014139 37.8185 cl03252 PPR superfamily  - 

Q#1712 - >Ca_20066.1|Ca_ specific 250692 202 232 0.000384998 36.6629 pfam01535 PPR cl03252

Q#1712 - >Ca_20066.1|Ca_ superfamily 275791 202 232 0.000384998 36.6629 cl03252 PPR superfamily  - 

Q#1712 - >Ca_20066.1|Ca_ specific 250692 41 68 0.0012566 35.1221 pfam01535 PPR cl03252

Q#1712 - >Ca_20066.1|Ca_ superfamily 275791 41 68 0.0012566 35.1221 cl03252 PPR superfamily  - 

Q#1712 - >Ca_20066.1|Ca_ specific 250692 7 37 0.00803278 32.8109 pfam01535 PPR cl03252
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Q#1712 - >Ca_20066.1|Ca_ superfamily 275791 7 37 0.00803278 32.8109 cl03252 PPR superfamily  - 

Q#1712 - >Ca_20066.1|Ca_ multi-dom 257477 35 79 1.61366e-06 43.5454 pfam13041 PPR_2  - 

Q#1712 - >Ca_20066.1|Ca_ multi-dom 257477 7 49 2.46214e-05 40.0786 pfam13041 PPR_2  - 

Q#1712 - >Ca_20066.1|Ca_ multi-dom 257477 66 110 0.00026578 37.3822 pfam13041 PPR_2  - 

Q#1712 - >Ca_20066.1|Ca_ multi-dom 257477 169 211 0.00121937 35.4562 pfam13041 PPR_2  - 

Q#1715 - >Ca_20078.1|Ca_ multi-dom 215061 7 155 1.32988e-18 82.5884 PLN00113 PLN00113  - 

Q#1716 - >Ca_20081.1|Ca_ superfamily 256046 149 229 5.94152e-19 87.0648 cl11168 PMD superfamily  - 

Q#1717 - >Ca_20087.1|Ca_ multi-dom 240271 2 113 0.00563259 38.1037 PTZ00108 PTZ00108  - 

Q#1721 - >Ca_20114.1|Ca_ superfamily 252133 55 131 3.38399e-11 57.7337 cl04237 Retrotrans_gag superfamily  - 

Q#1723 - >Ca_20146.1|Ca_ superfamily 252133 273 341 1.44088e-08 51.5705 cl04237 Retrotrans_gag superfamily  - 

Q#1726 - >Ca_20162.1|Ca_ multi-dom 223021 68 395 6.01986e-05 44.5441 PHA03247 PHA03247  - 

Q#1728 - >Ca_20169.1|Ca_ specific 251669 133 254 5.00326e-23 92.0924 pfam03004 Transposase_24 cl03830

Q#1728 - >Ca_20169.1|Ca_ superfamily 251669 133 254 5.00326e-23 92.0924 cl03830 Transposase_24 superfamily  - 

Q#1729 - >Ca_20171.1|Ca_ specific 189387 170 186 0.00029605 37.0485 pfam00098 zf-CCHC cl22700

Q#1729 - >Ca_20171.1|Ca_ superfamily 276654 170 186 0.00029605 37.0485 cl22700 zf-CCHC superfamily  - 

Q#1729 - >Ca_20171.1|Ca_ superfamily 251582 6 75 0.00513424 34.1779 cl03753 MurB_C superfamily  - 

Q#1731 - >Ca_20184.1|Ca_ superfamily 276263 122 317 9.91522e-17 77.3996 cl19514 FBA_1 superfamily  - 

Q#1731 - >Ca_20184.1|Ca_ specific 250027 18 58 5.84284e-06 43.3474 pfam00646 F-box cl02535

Q#1731 - >Ca_20184.1|Ca_ superfamily 261329 18 58 5.84284e-06 43.3474 cl02535 F-box superfamily  - 

Q#1732 - >Ca_20188.1|Ca_ multi-dom 236669 38 83 0.00461602 35.0607 PRK10263 PRK10263  - 

Q#1733 - >Ca_20191.1|Ca_ superfamily 251754 32 219 1.80258e-53 178.217 cl03911 DUF247 superfamily  - 

Q#1737 - >Ca_20223.1|Ca_ multi-dom 185628 3 91 0.00432085 38.9026 PTZ00449 PTZ00449  - 

Q#1738 - >Ca_20226.1|Ca_ superfamily 256046 18 230 5.74714e-32 120.192 cl11168 PMD superfamily  - 

Q#1739 - >Ca_20230.1|Ca_ specific 258213 19 47 6.53855e-05 36.2498 pfam13961 DUF4219 cl22382

Q#1739 - >Ca_20230.1|Ca_ superfamily 258213 19 47 6.53855e-05 36.2498 cl22382 DUF4219 superfamily  - 

Q#1740 - >Ca_20233.1|Ca_ superfamily 261492 44 108 3.92304e-35 122.977 cl02879 Chloroa_b-bind superfamily  - 

Q#1741 - >Ca_20238.1|Ca_ superfamily 276679 184 259 0.000553693 36.7387 cl22725 FBD superfamily  - 

Q#1743 - >Ca_20263.1|Ca_ specific 238125 37 169 1.56074e-12 61.6306 cd00204 ANK cl02529

Q#1743 - >Ca_20263.1|Ca_ superfamily 275769 37 169 1.56074e-12 61.6306 cl02529 ANK superfamily  - 

Q#1743 - >Ca_20263.1|Ca_ superfamily 275769 144 205 0.00289069 35.4371 cl02529 ANK superfamily  - 

Q#1743 - >Ca_20263.1|Ca_ multi-dom 257303 76 181 1.52102e-06 44.1691 pfam12796 Ank_2  - 

Q#1744 - >Ca_20265.1|Ca_ specific 252681 1 63 2.34891e-23 89.2752 pfam04576 Zein-binding cl04604

Q#1744 - >Ca_20265.1|Ca_ superfamily 252681 1 63 2.34891e-23 89.2752 cl04604 Zein-binding superfamily  - 

Q#1745 - >Ca_20276.1|Ca_ superfamily 271547 1 96 6.79516e-35 122.487 cl01132 FA_hydroxylase superfamily  - 

Q#1746 - >Ca_20283.1|Ca_ superfamily 276020 2 121 1.08421e-22 92.9637 cl12078 p450 superfamily  - 

Q#1747 - >Ca_20289.1|Ca_ superfamily 242911 29 152 8.34546e-72 219.792 cl02160 Rcd1 superfamily  - 
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Q#1750 - >Ca_20325.1|Ca_ specific 260004 63 128 3.50546e-21 90.9905 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1750 - >Ca_20325.1|Ca_ superfamily 271754 63 128 3.50546e-21 90.9905 cl14782 RNase_H_like superfamily  - 

Q#1751 - >Ca_20336.1|Ca_ superfamily 256046 6 117 1.43639e-09 56.634 cl11168 PMD superfamily  - 

Q#1752 - >Ca_20337.1|Ca_ specific 238117 3 142 7.82276e-72 214.374 cd00195 UBCc cl00154

Q#1752 - >Ca_20337.1|Ca_ superfamily 275475 3 142 7.82276e-72 214.374 cl00154 UBCc superfamily  - 

Q#1752 - >Ca_20337.1|Ca_ multi-dom 227410 1 147 7.84604e-76 225.22 COG5078 COG5078  - 

Q#1754 - >Ca_20345.1|Ca_ multi-dom 223021 200 350 3.45511e-06 48.3961 PHA03247 PHA03247  - 

Q#1754 - >Ca_20345.1|Ca_ multi-dom 172376 304 398 0.00761924 37.1892 PRK13855 PRK13855  - 

Q#1755 - >Ca_20349.1|Ca_ superfamily 256046 117 240 1.3006e-25 102.088 cl11168 PMD superfamily  - 

Q#1756 - >Ca_20353.1|Ca_ superfamily 276020 4 179 3.79946e-39 141.872 cl12078 p450 superfamily  - 

Q#1757 - >Ca_20374.1|Ca_ superfamily 275926 185 276 0.000165259 40.8902 cl11399 HP superfamily  - 

Q#1758 - >Ca_20384.1|Ca_ specific 250513 6 184 3.56059e-93 272.854 pfam01294 Ribosomal_L13e cl01799

Q#1758 - >Ca_20384.1|Ca_ superfamily 261075 6 184 3.56059e-93 272.854 cl01799 Ribosomal_L13e superfamily  - 

Q#1760 - >Ca_20424.1|Ca_ specific 237985 60 126 4.7969e-18 76.1563 cd00018 AP2 cl00033

Q#1760 - >Ca_20424.1|Ca_ superfamily 260146 60 126 4.7969e-18 76.1563 cl00033 AP2 superfamily  - 

Q#1760 - >Ca_20424.1|Ca_ superfamily 260146 160 223 3.87675e-12 60.3565 cl00033 AP2 superfamily  - 

Q#1761 - >Ca_20431.1|Ca_ superfamily 276241 13 184 1.16819e-29 113.561 cl19217 Mem_trans superfamily  - 

Q#1762 - >Ca_20444.1|Ca_ superfamily 275467 5 51 8.41303e-12 55.0816 cl00074 H2A superfamily  - 

Q#1763 - >Ca_20468.1|Ca_ superfamily 252133 101 203 8.03505e-09 53.1113 cl04237 Retrotrans_gag superfamily  - 

Q#1763 - >Ca_20468.1|Ca_ superfamily 252133 402 489 4.47353e-08 50.8001 cl04237 Retrotrans_gag superfamily  - 

Q#1763 - >Ca_20468.1|Ca_ superfamily 275927 245 272 0.00316997 36.6287 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1765 - >Ca_20471.1|Ca_ superfamily 276235 5 215 5.28879e-72 227.187 cl19188 Pectate_lyase_3 superfamily  - 

Q#1766 - >Ca_20479.1|Ca_ superfamily 276297 1 174 4.29527e-57 184.013 cl21453 PKc_like superfamily  - 

Q#1767 - >Ca_20480.1|Ca_ superfamily 268118 4 194 3.4875e-07 48.6004 cl19765 mTERF superfamily  - 

Q#1768 - >Ca_20484.1|Ca_ specific 197608 10 34 0.0092703 33.9494 smart00256 FBOX cl02535

Q#1768 - >Ca_20484.1|Ca_ superfamily 261329 10 34 0.0092703 33.9494 cl02535 F-box superfamily  - 

Q#1771 - >Ca_20490.1|Ca_ specific 133143 188 453 6.33986e-52 178.611 cd05476 pepsin_A_like_plant cl11403

Q#1771 - >Ca_20490.1|Ca_ superfamily 275927 188 453 6.33986e-52 178.611 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1771 - >Ca_20490.1|Ca_ specific 258418 42 118 2.99205e-15 71.8878 pfam14226 DIOX_N cl21672

Q#1771 - >Ca_20490.1|Ca_ superfamily 272092 42 118 2.99205e-15 71.8878 cl21672 DIOX_N superfamily  - 

Q#1771 - >Ca_20490.1|Ca_ specific 251775 150 174 7.94333e-05 40.8559 pfam03171 2OG-FeII_Oxy cl21496

Q#1771 - >Ca_20490.1|Ca_ superfamily 276328 150 174 7.94333e-05 40.8559 cl21496 2OG-FeII_Oxy superfamily  - 

Q#1778 - >Ca_20532.1|Ca_ superfamily 263970 14 261 4.21822e-49 164.852 cl10447 GH18_chitinase-like superfamily  - 

Q#1778 - >Ca_20532.1|Ca_ multi-dom 250070 38 199 3.6745e-08 52.1221 pfam00704 Glyco_hydro_18  - 

Q#1779 - >Ca_20534.1|Ca_ multi-dom 223021 35 218 0.000225342 42.2329 PHA03247 PHA03247  - 

Q#1782 - >Ca_20597.1|Ca_ superfamily 261228 1 91 7.88538e-37 130.738 cl02262 UPF0261 superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1783 - >Ca_20602.1|Ca_ superfamily 256046 91 237 1.14846e-09 57.0192 cl11168 PMD superfamily  - 

Q#1785 - >Ca_20629.1|Ca_ superfamily 275791 80 112 4.40916e-05 38.4845 cl03252 PPR superfamily  - 

Q#1785 - >Ca_20629.1|Ca_ superfamily 275791 118 136 0.00262513 33.4769 cl03252 PPR superfamily  - 

Q#1785 - >Ca_20629.1|Ca_ specific 273253 45 85 0.00424445 33.1975 TIGR00756 PPR cl03252

Q#1785 - >Ca_20629.1|Ca_ superfamily 275791 45 85 0.00424445 33.1975 cl03252 PPR superfamily  - 

Q#1785 - >Ca_20629.1|Ca_ multi-dom 257477 83 133 2.43476e-13 61.2646 pfam13041 PPR_2  - 

Q#1785 - >Ca_20629.1|Ca_ multi-dom 257477 43 97 5.32778e-09 48.9382 pfam13041 PPR_2  - 

Q#1786 - >Ca_20642.1|Ca_ superfamily 256046 49 160 1.64184e-07 50.4708 cl11168 PMD superfamily  - 

Q#1788 - >Ca_20652.1|Ca_ specific 190559 5 105 1.97023e-43 145.413 pfam03195 DUF260 cl03929

Q#1788 - >Ca_20652.1|Ca_ superfamily 190559 5 105 1.97023e-43 145.413 cl03929 DUF260 superfamily  - 

Q#1789 - >Ca_20653.1|Ca_ specific 190559 64 164 5.56688e-47 156.969 pfam03195 DUF260 cl03929

Q#1789 - >Ca_20653.1|Ca_ superfamily 190559 64 164 5.56688e-47 156.969 cl03929 DUF260 superfamily  - 

Q#1789 - >Ca_20653.1|Ca_ superfamily 190037 142 224 0.00145525 38.4736 cl20137 Zein superfamily  - 

Q#1791 - >Ca_20678.1|Ca_ superfamily 276020 1 253 2.4911e-151 435.446 cl12078 p450 superfamily  - 

Q#1792 - >Ca_20683.1|Ca_ superfamily 261170 1 20 0.000160861 35.7968 cl02092 Clat_adaptor_s superfamily  - 

Q#1793 - >Ca_20693.1|Ca_ superfamily 276020 1 253 2.4911e-151 435.446 cl12078 p450 superfamily  - 

Q#1794 - >Ca_20698.1|Ca_ superfamily 261170 1 20 0.000160861 35.7968 cl02092 Clat_adaptor_s superfamily  - 

Q#1795 - >Ca_20706.1|Ca_ multi-dom 224022 1 74 0.000217098 37.3215 COG1097 RRP4  - 

Q#1796 - >Ca_20710.1|Ca_ specific 238239 36 162 9.2681e-68 205.788 cd00412 pyrophosphatase cl00217

Q#1796 - >Ca_20710.1|Ca_ superfamily 260270 36 162 9.2681e-68 205.788 cl00217 pyrophosphatase superfamily  - 

Q#1800 - >Ca_20751.1|Ca_ superfamily 252133 100 199 6.37781e-12 59.6597 cl04237 Retrotrans_gag superfamily  - 

Q#1801 - >Ca_20771.1|Ca_ superfamily 271701 114 167 2.60273e-14 69.164 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1807 - >Ca_20851.1|Ca_ specific 271034 1 167 1.92157e-124 355.311 cd14132 STKc_CK2_alpha cl21453

Q#1807 - >Ca_20851.1|Ca_ superfamily 276297 1 167 1.92157e-124 355.311 cl21453 PKc_like superfamily  - 

Q#1808 - >Ca_20852.1|Ca_ superfamily 276297 29 74 5.71318e-22 86.4417 cl21453 PKc_like superfamily  - 

Q#1809 - >Ca_20859.1|Ca_ superfamily 276194 2 190 9.84498e-105 303.839 cl17173 AdoMet_MTases superfamily  - 

Q#1810 - >Ca_20865.1|Ca_ specific 238036 158 189 7.28659e-06 41.8159 cd00083 HLH cl00081

Q#1810 - >Ca_20865.1|Ca_ superfamily 260178 158 189 7.28659e-06 41.8159 cl00081 HLH superfamily  - 

Q#1816 - >Ca_20994.1|Ca_ superfamily 271494 8 126 6.07083e-51 163.162 cl00473 BI-1-like superfamily  - 

Q#1817 - >Ca_20999.1|Ca_ multi-dom 254113 134 309 5.31849e-70 226.161 pfam07227 DUF1423  - 

Q#1818 - >Ca_21000.1|Ca_ superfamily 276307 88 148 9.55408e-16 68.8616 cl21464 ABD superfamily  - 

Q#1819 - >Ca_21053.1|Ca_ superfamily 271660 1 88 3.03267e-24 96.1025 cl09326 MATE_like superfamily  - 

Q#1819 - >Ca_21053.1|Ca_ superfamily 271660 100 129 0.0066227 34.4706 cl09326 MATE_like superfamily  - 

Q#1820 - >Ca_21063.1|Ca_ superfamily 257142 1 35 0.000129628 39.5415 cl13955 TPPII superfamily  - 

Q#1823 - >Ca_21154.1|Ca_ superfamily 271593 173 279 1.87168e-15 73.138 cl02567 WD40 superfamily  - 

Q#1823 - >Ca_21154.1|Ca_ multi-dom 225201 173 280 5.27207e-06 45.8499 COG2319 COG2319  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#1825 - >Ca_21200.1|Ca_ multi-dom 223619 38 66 0.00122675 33.9278 COG0545 FkpA  - 

Q#1826 - >Ca_21202.1|Ca_ superfamily 276307 88 148 9.55408e-16 68.8616 cl21464 ABD superfamily  - 

Q#1827 - >Ca_21203.1|Ca_ multi-dom 254113 134 309 5.31849e-70 226.161 pfam07227 DUF1423  - 

Q#1828 - >Ca_21294.1|Ca_ specific 260004 21 148 3.91303e-61 188.061 cd09272 RNase_HI_RT_Ty1 cl14782

Q#1828 - >Ca_21294.1|Ca_ superfamily 271754 21 148 3.91303e-61 188.061 cl14782 RNase_H_like superfamily  - 

Q#1831 - >Ca_21313.1|Ca_ specific 252791 29 80 3.5968e-23 85.1129 pfam04770 ZF-HD_dimer cl04737

Q#1831 - >Ca_21313.1|Ca_ superfamily 262275 29 80 3.5968e-23 85.1129 cl04737 ZF-HD_dimer superfamily  - 

Q#1832 - >Ca_21324.1|Ca_ specific 250548 96 137 5.22811e-05 39.1851 pfam01344 Kelch_1 cl02701

Q#1832 - >Ca_21324.1|Ca_ superfamily 261412 96 137 5.22811e-05 39.1851 cl02701 Kelch_3 superfamily  - 

Q#1832 - >Ca_21324.1|Ca_ specific 128874 60 102 0.00014203 38.3083 smart00612 Kelch cl02701

Q#1832 - >Ca_21324.1|Ca_ superfamily 261412 60 102 0.00014203 38.3083 cl02701 Kelch_3 superfamily  - 

Q#1833 - >Ca_21400.1|Ca_ specific 238125 73 210 3.91555e-17 74.3422 cd00204 ANK cl02529

Q#1833 - >Ca_21400.1|Ca_ superfamily 275769 73 210 3.91555e-17 74.3422 cl02529 ANK superfamily  - 

Q#1833 - >Ca_21400.1|Ca_ multi-dom 257947 110 164 4.00896e-06 42.6228 pfam13637 Ank_4  - 

Q#1833 - >Ca_21400.1|Ca_ multi-dom 257947 146 210 0.000302822 37.23 pfam13637 Ank_4  - 

Q#1833 - >Ca_21400.1|Ca_ multi-dom 257947 76 130 0.00191034 34.9188 pfam13637 Ank_4  - 

Q#1833 - >Ca_21400.1|Ca_ multi-dom 257303 13 92 0.00235364 34.9243 pfam12796 Ank_2  - 

Q#1834 - >Ca_21430.1|Ca_ superfamily 275906 5 104 7.70259e-21 81.9854 cl09930 RPA_2b-aaRSs_OBF_like superfamily  - 

Q#1836 - >Ca_21462.1|Ca_ specific 250507 82 111 3.84585e-10 51.7527 pfam01287 eIF-5a cl09927

Q#1836 - >Ca_21462.1|Ca_ superfamily 275904 82 111 3.84585e-10 51.7527 cl09927 S1_like superfamily  - 

Q#1838 - >Ca_21536.1|Ca_ specific 238008 139 202 1.39209e-12 59.8689 cd00051 EFh cl08302

Q#1838 - >Ca_21536.1|Ca_ superfamily 275859 139 202 1.39209e-12 59.8689 cl08302 EFh superfamily  - 

Q#1838 - >Ca_21536.1|Ca_ multi-dom 257819 145 202 3.26702e-07 45.0673 pfam13499 EF-hand_7  - 

Q#1840 - >Ca_21586.1|Ca_ specific 257687 269 426 2.81368e-38 137.378 pfam13359 DDE_Tnp_4 cl21562

Q#1840 - >Ca_21586.1|Ca_ superfamily 271982 269 426 2.81368e-38 137.378 cl21562 DDE_Tnp_1_6 superfamily  - 

Q#1841 - >Ca_21639.1|Ca_ superfamily 261267 29 57 0.00092405 36.0936 cl02381 Tim17 superfamily  - 

Q#1842 - >Ca_21693.1|Ca_ specific 149534 60 85 0.00230147 34.9859 pfam08513 LisH cl22501

Q#1842 - >Ca_21693.1|Ca_ superfamily 276455 60 85 0.00230147 34.9859 cl22501 LisH superfamily  - 

Q#1843 - >Ca_21694.1|Ca_ specific 238121 45 325 4.38302e-54 180.609 cd00200 WD40 cl02567

Q#1843 - >Ca_21694.1|Ca_ superfamily 271593 45 325 4.38302e-54 180.609 cl02567 WD40 superfamily  - 

Q#1843 - >Ca_21694.1|Ca_ multi-dom 225201 45 325 2.04901e-27 110.178 COG2319 COG2319  - 

Q#1844 - >Ca_21701.1|Ca_ superfamily 275516 146 204 2.03838e-17 76.0822 cl00296 Peptidase_C1 superfamily  - 

Q#1845 - >Ca_21745.1|Ca_ specific 257126 9 56 5.63482e-20 75.6825 pfam12554 MOZART1 cl13929

Q#1845 - >Ca_21745.1|Ca_ superfamily 257126 9 56 5.63482e-20 75.6825 cl13929 MOZART1 superfamily  - 

Q#1846 - >Ca_21796.1|Ca_ specific 238002 10 67 1.54941e-09 49.78 cd00042 CY cl09238

Q#1846 - >Ca_21796.1|Ca_ superfamily 275873 10 67 1.54941e-09 49.78 cl09238 CY superfamily  - 
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Q#1847 - >Ca_21810.1|Ca_ superfamily 275925 75 271 2.34538e-54 179.157 cl11394 Glyco_tranf_GTA_type superfamily  - 

Q#1848 - >Ca_21849.1|Ca_ superfamily 275467 25 97 9.8567e-12 57.0076 cl00074 H2A superfamily  - 

Q#1853 - >Ca_21921.1|Ca_ specific 275440 28 169 3.52258e-48 155.215 cd15796 CIF_like cl04375

Q#1853 - >Ca_21921.1|Ca_ superfamily 275808 28 169 3.52258e-48 155.215 cl04375 PMEI_like superfamily  - 

Q#1854 - >Ca_21925.1|Ca_ specific 275440 26 172 1.81771e-44 145.971 cd15796 CIF_like cl04375

Q#1854 - >Ca_21925.1|Ca_ superfamily 275808 26 172 1.81771e-44 145.971 cl04375 PMEI_like superfamily  - 

Q#1855 - >Ca_21930.1|Ca_ multi-dom 223489 23 165 2.65455e-14 67.0204 COG0412 COG0412  - 

Q#1857 - >Ca_21978.1|Ca_ specific 275440 28 169 3.52258e-48 155.215 cd15796 CIF_like cl04375

Q#1857 - >Ca_21978.1|Ca_ superfamily 275808 28 169 3.52258e-48 155.215 cl04375 PMEI_like superfamily  - 

Q#1858 - >Ca_21979.1|Ca_ superfamily 276335 146 318 8.91226e-35 131.905 cl21512 Glycos_transf_1 superfamily  - 

Q#1858 - >Ca_21979.1|Ca_ superfamily 276335 50 133 5.41304e-17 80.2886 cl21512 Glycos_transf_1 superfamily  - 

Q#1863 - >Ca_22025.1|Ca_ superfamily 275467 31 120 1.48925e-10 54.3112 cl00074 H2A superfamily  - 

Q#1865 - >Ca_22032.1|Ca_ specific 240792 7 75 5.96314e-37 122.797 cd12346 RRM3_NGR1_NAM8_like cl17169

Q#1865 - >Ca_22032.1|Ca_ superfamily 276192 7 75 5.96314e-37 122.797 cl17169 RRM_SF superfamily  - 

Q#1865 - >Ca_22032.1|Ca_ multi-dom 214636 6 72 5.65677e-22 84.1823 smart00360 RRM  - 

Q#1866 - >Ca_22033.1|Ca_ specific 240791 157 236 3.07553e-46 150.892 cd12345 RRM2_SECp43_like cl17169

Q#1866 - >Ca_22033.1|Ca_ superfamily 276192 157 236 3.07553e-46 150.892 cl17169 RRM_SF superfamily  - 

Q#1866 - >Ca_22033.1|Ca_ specific 240790 66 146 5.41106e-46 150.491 cd12344 RRM1_SECp43_like cl17169

Q#1866 - >Ca_22033.1|Ca_ superfamily 276192 66 146 5.41106e-46 150.491 cl17169 RRM_SF superfamily  - 

Q#1866 - >Ca_22033.1|Ca_ multi-dom 214636 159 232 7.7449e-18 75.3227 smart00360 RRM  - 

Q#1866 - >Ca_22033.1|Ca_ multi-dom 214636 66 131 4.70897e-16 70.3151 smart00360 RRM  - 

Q#1867 - >Ca_22035.1|Ca_ superfamily 191530 22 140 5.74674e-47 154.899 cl05782 DUF1084 superfamily  - 

Q#1868 - >Ca_22066.1|Ca_ specific 240792 7 75 5.96314e-37 122.797 cd12346 RRM3_NGR1_NAM8_like cl17169

Q#1868 - >Ca_22066.1|Ca_ superfamily 276192 7 75 5.96314e-37 122.797 cl17169 RRM_SF superfamily  - 

Q#1868 - >Ca_22066.1|Ca_ multi-dom 214636 6 72 5.65677e-22 84.1823 smart00360 RRM  - 

Q#1869 - >Ca_22067.1|Ca_ specific 240791 157 236 1.21594e-46 152.048 cd12345 RRM2_SECp43_like cl17169

Q#1869 - >Ca_22067.1|Ca_ superfamily 276192 157 236 1.21594e-46 152.048 cl17169 RRM_SF superfamily  - 

Q#1869 - >Ca_22067.1|Ca_ specific 240790 66 146 1.78802e-45 149.335 cd12344 RRM1_SECp43_like cl17169

Q#1869 - >Ca_22067.1|Ca_ superfamily 276192 66 146 1.78802e-45 149.335 cl17169 RRM_SF superfamily  - 

Q#1869 - >Ca_22067.1|Ca_ multi-dom 214636 159 232 8.0554e-18 75.3227 smart00360 RRM  - 

Q#1869 - >Ca_22067.1|Ca_ multi-dom 214636 66 131 4.9375e-16 70.3151 smart00360 RRM  - 

Q#1870 - >Ca_22069.1|Ca_ superfamily 191530 22 140 5.74674e-47 154.899 cl05782 DUF1084 superfamily  - 

Q#1871 - >Ca_22132.1|Ca_ superfamily 271922 26 232 1.25832e-128 370.117 cl21502 CTP_transf_1 superfamily  - 

Q#1872 - >Ca_22143.1|Ca_ multi-dom 184955 16 60 0.00707963 31.7684 PRK14993 PRK14993  - 

Q#1873 - >Ca_22148.1|Ca_ superfamily 252407 13 132 5.98611e-28 103.074 cl04416 SCAMP superfamily  - 

Q#1874 - >Ca_22153.1|Ca_ specific 116798 12 158 4.21224e-59 182.877 pfam08212 Lipocalin_2 cl21528
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Q#1874 - >Ca_22153.1|Ca_ superfamily 271948 12 158 4.21224e-59 182.877 cl21528 Lipocalin superfamily  - 

Q#1876 - >Ca_22165.1|Ca_ specific 250805 80 208 2.40409e-22 89.9688 pfam01699 Na_Ca_ex cl08331

Q#1876 - >Ca_22165.1|Ca_ superfamily 250805 80 208 2.40409e-22 89.9688 cl08331 Na_Ca_ex superfamily  - 

Q#1877 - >Ca_22180.1|Ca_ specific 176858 5 150 5.96747e-45 146.18 cd07816 Bet_v1-like cl14643

Q#1877 - >Ca_22180.1|Ca_ superfamily 271753 5 150 5.96747e-45 146.18 cl14643 SRPBCC superfamily  - 

Q#1878 - >Ca_22181.1|Ca_ specific 238096 107 151 1.6441e-11 57.9706 cd00167 SANT cl21498

Q#1878 - >Ca_22181.1|Ca_ superfamily 271918 107 151 1.6441e-11 57.9706 cl21498 SANT superfamily  - 

Q#1878 - >Ca_22181.1|Ca_ specific 238096 13 59 6.60381e-10 53.7334 cd00167 SANT cl21498

Q#1878 - >Ca_22181.1|Ca_ superfamily 271918 13 59 6.60381e-10 53.7334 cl21498 SANT superfamily  - 

Q#1880 - >Ca_22216.1|Ca_ specific 249979 84 168 1.6392e-12 59.9678 pfam00583 Acetyltransf_1 cl17182

Q#1880 - >Ca_22216.1|Ca_ superfamily 276195 84 168 1.6392e-12 59.9678 cl17182 NAT_SF superfamily  - 

Q#1880 - >Ca_22216.1|Ca_ multi-dom 257639 23 168 5.88864e-34 119.376 pfam13302 Acetyltransf_3  - 

Q#1881 - >Ca_22271.1|Ca_ specific 114091 6 132 3.00885e-47 151.067 pfam05348 UMP1 cl05088

Q#1881 - >Ca_22271.1|Ca_ superfamily 114091 6 132 3.00885e-47 151.067 cl05088 UMP1 superfamily  - 

Q#1882 - >Ca_22292.1|Ca_ superfamily 253337 19 109 1.79357e-17 74.8644 cl05327 Auxin_canalis superfamily  - 

Q#1885 - >Ca_22316.1|Ca_ superfamily 275588 28 91 1.48238e-18 77.2846 cl00459 MIT_CorA-like superfamily  - 

Q#1886 - >Ca_22325.1|Ca_ superfamily 276263 143 337 4.52548e-23 95.8891 cl19514 FBA_1 superfamily  - 

Q#1886 - >Ca_22325.1|Ca_ specific 197608 48 84 2.34565e-08 50.1278 smart00256 FBOX cl02535

Q#1886 - >Ca_22325.1|Ca_ superfamily 261329 48 84 2.34565e-08 50.1278 cl02535 F-box superfamily  - 

Q#1887 - >Ca_22326.1|Ca_ superfamily 276263 144 338 3.0488e-24 99.3559 cl19514 FBA_1 superfamily  - 

Q#1887 - >Ca_22326.1|Ca_ specific 250027 48 90 1.28045e-07 48.3549 pfam00646 F-box cl02535

Q#1887 - >Ca_22326.1|Ca_ superfamily 261329 48 90 1.28045e-07 48.3549 cl02535 F-box superfamily  - 

Q#1890 - >Ca_22377.1|Ca_ specific 250967 801 857 0.00122553 38.367 pfam01920 Prefoldin_2 cl09111

Q#1890 - >Ca_22377.1|Ca_ superfamily 271651 801 857 0.00122553 38.367 cl09111 Prefoldin superfamily  - 

Q#1890 - >Ca_22377.1|Ca_ multi-dom 258126 284 340 0.000178923 40.5989 pfam13855 LRR_8  - 

Q#1890 - >Ca_22377.1|Ca_ multi-dom 227223 58 259 1.00448e-05 47.6554 COG4886 COG4886  - 

Q#1891 - >Ca_22378.1|Ca_ multi-dom 215633 7 310 5.02584e-31 129.995 PLN03210 PLN03210  - 

Q#1891 - >Ca_22378.1|Ca_ multi-dom 224117 723 845 0.000924323 41.6236 COG1196 Smc  - 

Q#1892 - >Ca_22382.1|Ca_ multi-dom 223021 346 433 0.000644875 41.4625 PHA03247 PHA03247  - 

Q#1893 - >Ca_22387.1|Ca_ specific 211390 69 184 2.03767e-15 69.1514 cd11378 DUF296 cl00720

Q#1893 - >Ca_22387.1|Ca_ superfamily 260588 69 184 2.03767e-15 69.1514 cl00720 DUF296 superfamily  - 

Q#1894 - >Ca_22395.1|Ca_ specific 253883 64 205 1.72032e-35 125.927 pfam06733 DEAD_2 cl21455

Q#1894 - >Ca_22395.1|Ca_ superfamily 276299 64 205 1.72032e-35 125.927 cl21455 ABC_ATPase superfamily  - 

Q#1894 - >Ca_22395.1|Ca_ superfamily 252704 201 252 0.00163156 37.3432 cl14959 Pex19 superfamily  - 

Q#1895 - >Ca_22401.1|Ca_ multi-dom 223021 170 320 5.25481e-07 51.0925 PHA03247 PHA03247  - 

Q#1896 - >Ca_22409.1|Ca_ superfamily 276326 69 138 3.78389e-08 50.0353 cl21494 Esterase_lipase superfamily  - 
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Q#1897 - >Ca_22415.1|Ca_ superfamily 271586 14 115 3.66717e-14 65.3925 cl02518 BTB superfamily  - 

Q#1897 - >Ca_22415.1|Ca_ superfamily 250639 89 161 1.23952e-10 55.2504 cl03226 Skp1 superfamily  - 

Q#1897 - >Ca_22415.1|Ca_ multi-dom 227528 15 153 8.32009e-10 54.5648 COG5201 SKP1  - 

Q#1898 - >Ca_22416.1|Ca_ superfamily 271592 29 155 4.92089e-41 141.314 cl02553 Peptidase_C19 superfamily  - 

Q#1900 - >Ca_22432.1|Ca_ superfamily 276020 1 192 1.71025e-121 354.046 cl12078 p450 superfamily  - 

Q#1901 - >Ca_22437.1|Ca_ superfamily 271793 3 107 1.67803e-55 182.067 cl17068 AFD_class_I superfamily  - 

Q#1903 - >Ca_22453.1|Ca_ specific 133136 293 360 1.78187e-07 48.4868 cd00303 retropepsin_like cl11403

Q#1903 - >Ca_22453.1|Ca_ superfamily 275927 293 360 1.78187e-07 48.4868 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1903 - >Ca_22453.1|Ca_ superfamily 252133 118 151 0.000781946 37.3181 cl04237 Retrotrans_gag superfamily  - 

Q#1905 - >Ca_22457.1|Ca_ superfamily 256046 15 136 1.7084e-34 123.659 cl11168 PMD superfamily  - 

Q#1906 - >Ca_22470.1|Ca_ specific 250692 2 30 0.000374965 37.8185 pfam01535 PPR cl03252

Q#1906 - >Ca_22470.1|Ca_ superfamily 275791 2 30 0.000374965 37.8185 cl03252 PPR superfamily  - 

Q#1906 - >Ca_22470.1|Ca_ specific 273253 72 104 0.00390497 34.7383 TIGR00756 PPR cl03252

Q#1906 - >Ca_22470.1|Ca_ superfamily 275791 72 104 0.00390497 34.7383 cl03252 PPR superfamily  - 

Q#1906 - >Ca_22470.1|Ca_ multi-dom 257477 2 43 8.85514e-07 45.4714 pfam13041 PPR_2  - 

Q#1908 - >Ca_22514.1|Ca_ multi-dom 224117 157 397 1.1508e-06 49.7128 COG1196 Smc  - 

Q#1909 - >Ca_22569.1|Ca_ superfamily 271838 25 108 1.74447e-45 156.026 cl19114 RNAP_largest_subunit_N superfamily  - 

Q#1911 - >Ca_22586.1|Ca_ specific 255296 123 240 4.46994e-11 57.2965 pfam09335 SNARE_assoc cl00429

Q#1911 - >Ca_22586.1|Ca_ superfamily 260418 123 240 4.46994e-11 57.2965 cl00429 SNARE_assoc superfamily  - 

Q#1912 - >Ca_22613.1|Ca_ specific 250380 1 143 1.3191e-79 234.099 pfam01125 G10 cl02138

Q#1912 - >Ca_22613.1|Ca_ superfamily 261194 1 143 1.3191e-79 234.099 cl02138 G10 superfamily  - 

Q#1913 - >Ca_22631.1|Ca_ superfamily 260403 50 247 3.58995e-103 300.248 cl00395 FMT_core superfamily  - 

Q#1914 - >Ca_22654.1|Ca_ superfamily 276297 5 200 1.65893e-126 362.935 cl21453 PKc_like superfamily  - 

Q#1914 - >Ca_22654.1|Ca_ multi-dom 214567 6 201 3.4422e-61 195.826 smart00220 S_TKc  - 

Q#1915 - >Ca_22663.1|Ca_ superfamily 255867 213 287 2.93913e-09 54.67 cl10951 Tmemb_185A superfamily  - 

Q#1917 - >Ca_22715.1|Ca_ superfamily 276298 1 142 6.29593e-79 238.543 cl21454 SDR superfamily  - 

Q#1919 - >Ca_22746.1|Ca_ specific 145700 6 141 2.40234e-69 208.177 pfam02681 DUF212 cl00474

Q#1919 - >Ca_22746.1|Ca_ superfamily 275595 6 141 2.40234e-69 208.177 cl00474 PAP2_like superfamily  - 

Q#1921 - >Ca_22757.1|Ca_ specific 239035 46 107 3.96978e-17 73.2167 cd02120 PA_subtilisin_like cl10459

Q#1921 - >Ca_22757.1|Ca_ superfamily 271701 46 107 3.96978e-17 73.2167 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1921 - >Ca_22757.1|Ca_ superfamily 271701 98 156 2.28692e-06 44.9158 cl10459 Peptidases_S8_S53 superfamily  - 

Q#1921 - >Ca_22757.1|Ca_ specific 253461 1 51 3.76512e-06 41.5183 pfam05922 Inhibitor_I9 cl05470

Q#1921 - >Ca_22757.1|Ca_ superfamily 253461 1 51 3.76512e-06 41.5183 cl05470 Inhibitor_I9 superfamily  - 

Q#1922 - >Ca_22771.1|Ca_ superfamily 276335 67 197 4.70257e-42 148.232 cl21512 Glycos_transf_1 superfamily  - 

Q#1922 - >Ca_22771.1|Ca_ superfamily 275912 9 43 0.00150248 37.3424 cl10013 Glycosyltransferase_GTB_type superfamily  - 

Q#1923 - >Ca_22828.1|Ca_ specific 190559 8 108 1.37279e-51 166.984 pfam03195 DUF260 cl03929
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Q#1923 - >Ca_22828.1|Ca_ superfamily 190559 8 108 1.37279e-51 166.984 cl03929 DUF260 superfamily  - 

Q#1924 - >Ca_22869.1|Ca_ specific 173833 20 286 4.36464e-89 268.265 cd00685 Trans_IPPS_HT cl00210

Q#1924 - >Ca_22869.1|Ca_ superfamily 275485 20 286 4.36464e-89 268.265 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#1926 - >Ca_22926.1|Ca_ specific 175973 46 108 2.32115e-10 52.8395 cd00030 C2 cl14603

Q#1926 - >Ca_22926.1|Ca_ superfamily 271750 46 108 2.32115e-10 52.8395 cl14603 C2 superfamily  - 

Q#1928 - >Ca_22933.1|Ca_ multi-dom 173561 43 79 1.26856e-07 46.3385 PTZ00368 PTZ00368  - 

Q#1930 - >Ca_22947.1|Ca_ superfamily 271660 1 234 2.38479e-89 273.68 cl09326 MATE_like superfamily  - 

Q#1931 - >Ca_22983.1|Ca_ specific 214842 207 264 8.33526e-06 42.1846 smart00831 Cation_ATPase_N cl02930

Q#1931 - >Ca_22983.1|Ca_ superfamily 261517 207 264 8.33526e-06 42.1846 cl02930 Cation_ATPase_N superfamily  - 

Q#1931 - >Ca_22983.1|Ca_ superfamily 118909 49 112 0.0027812 36.198 cl11053 YkuI_C superfamily  - 

Q#1932 - >Ca_22990.1|Ca_ superfamily 275485 64 133 0.00716117 37.1745 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#1934 - >Ca_23019.1|Ca_ multi-dom 109787 30 85 0.000157051 39.4043 pfam00743 FMO-like  - 

Q#1935 - >Ca_23029.1|Ca_ superfamily 254489 3 164 3.01788e-81 245.707 cl06775 Calmodulin_bind superfamily  - 

Q#1937 - >Ca_23054.1|Ca_ superfamily 252804 8 102 2.12659e-13 67.8568 cl04754 LMBR1 superfamily  - 

Q#1938 - >Ca_23062.1|Ca_ specific 250431 134 207 8.73405e-43 140.336 pfam01191 RNA_pol_Rpb5_C cl00883

Q#1938 - >Ca_23062.1|Ca_ superfamily 260678 134 207 8.73405e-43 140.336 cl00883 RNA_pol_Rpb5_C superfamily  - 

Q#1938 - >Ca_23062.1|Ca_ specific 252217 4 90 3.70647e-28 103.111 pfam03871 RNA_pol_Rpb5_N cl04305

Q#1938 - >Ca_23062.1|Ca_ superfamily 252217 4 90 3.70647e-28 103.111 cl04305 RNA_pol_Rpb5_N superfamily  - 

Q#1938 - >Ca_23062.1|Ca_ superfamily 275614 53 133 0.000768621 36.7422 cl00516 Mrr_cat superfamily  - 

Q#1938 - >Ca_23062.1|Ca_ multi-dom 215582 1 207 3.74085e-102 296.425 PLN03111 PLN03111  - 

Q#1939 - >Ca_23097.1|Ca_ superfamily 256046 2 246 4.9058e-28 112.103 cl11168 PMD superfamily  - 

Q#1940 - >Ca_23157.1|Ca_ superfamily 206228 42 104 0.0054256 35.8225 cl16577 PcfK superfamily  - 

Q#1941 - >Ca_23159.1|Ca_ multi-dom 223021 164 341 0.000471182 41.4625 PHA03247 PHA03247  - 

Q#1946 - >Ca_23178.1|Ca_ specific 257351 180 212 8.90444e-12 58.1297 pfam12854 PPR_1 cl03252

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 180 212 8.90444e-12 58.1297 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ specific 257351 110 142 2.36845e-07 46.1885 pfam12854 PPR_1 cl03252

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 110 142 2.36845e-07 46.1885 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ specific 257351 215 247 1.34671e-06 43.8773 pfam12854 PPR_1 cl03252

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 215 247 1.34671e-06 43.8773 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ specific 257351 36 66 3.90198e-05 40.0253 pfam12854 PPR_1 cl03252

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 36 66 3.90198e-05 40.0253 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 79 107 0.00594231 33.4769 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ specific 273253 152 186 0.00805079 33.1975 TIGR00756 PPR cl03252

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 152 186 0.00805079 33.1975 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ superfamily 275791 1 31 0.00855428 33.0917 cl03252 PPR superfamily  - 

Q#1946 - >Ca_23178.1|Ca_ multi-dom 257477 184 233 1.14634e-19 79.7542 pfam13041 PPR_2  - 
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Q#1946 - >Ca_23178.1|Ca_ multi-dom 257477 151 198 2.8071e-13 62.4202 pfam13041 PPR_2  - 

Q#1946 - >Ca_23178.1|Ca_ multi-dom 257477 81 128 1.42996e-10 55.1014 pfam13041 PPR_2  - 

Q#1946 - >Ca_23178.1|Ca_ multi-dom 257477 6 54 1.37056e-08 49.7086 pfam13041 PPR_2  - 

Q#1951 - >Ca_23232.1|Ca_ multi-dom 185628 181 286 0.000683249 40.8286 PTZ00449 PTZ00449  - 

Q#1954 - >Ca_23361.1|Ca_ specific 214704 5 105 1.72e-42 138.58 smart00512 Skp1 cl02518

Q#1954 - >Ca_23361.1|Ca_ superfamily 271586 5 105 1.72e-42 138.58 cl02518 BTB superfamily  - 

Q#1954 - >Ca_23361.1|Ca_ specific 250639 78 155 1.93019e-40 132.676 pfam01466 Skp1 cl03226

Q#1954 - >Ca_23361.1|Ca_ superfamily 250639 78 155 1.93019e-40 132.676 cl03226 Skp1 superfamily  - 

Q#1954 - >Ca_23361.1|Ca_ multi-dom 227528 4 153 1.23734e-44 145.857 COG5201 SKP1  - 

Q#1955 - >Ca_23363.1|Ca_ specific 144426 2 193 4.22968e-107 308.327 pfam00827 Ribosomal_L15e cl02977

Q#1955 - >Ca_23363.1|Ca_ superfamily 243258 2 193 4.22968e-107 308.327 cl02977 Ribosomal_L15e superfamily  - 

Q#1957 - >Ca_23425.1|Ca_ specific 250776 19 112 1.18088e-24 94.0635 pfam01657 Stress-antifung cl03296

Q#1957 - >Ca_23425.1|Ca_ superfamily 250776 19 112 1.18088e-24 94.0635 cl03296 Stress-antifung superfamily  - 

Q#1957 - >Ca_23425.1|Ca_ specific 250776 108 180 4.98237e-11 56.3139 pfam01657 Stress-antifung cl03296

Q#1957 - >Ca_23425.1|Ca_ superfamily 250776 108 180 4.98237e-11 56.3139 cl03296 Stress-antifung superfamily  - 

Q#1958 - >Ca_23458.1|Ca_ superfamily 275904 28 133 1.98041e-24 90.7815 cl09927 S1_like superfamily  - 

Q#1960 - >Ca_23481.1|Ca_ specific 251731 88 161 3.91689e-27 103.539 pfam03101 FAR1 cl03890

Q#1960 - >Ca_23481.1|Ca_ superfamily 251731 88 161 3.91689e-27 103.539 cl03890 FAR1 superfamily  - 

Q#1960 - >Ca_23481.1|Ca_ specific 252595 241 263 3.53839e-05 41.2487 pfam04434 SWIM cl19527

Q#1960 - >Ca_23481.1|Ca_ superfamily 276267 241 263 3.53839e-05 41.2487 cl19527 SWIM superfamily  - 

Q#1961 - >Ca_23501.1|Ca_ multi-dom 258434 50 100 5.27222e-12 57.7482 pfam14244 UBN2_3  - 

Q#1962 - >Ca_23505.1|Ca_ superfamily 271750 15 86 4.96611e-17 71.8783 cl14603 C2 superfamily  - 

Q#1963 - >Ca_23541.1|Ca_ specific 215086 1 189 5.90791e-81 251.793 PLN00168 PLN00168 cl12078

Q#1963 - >Ca_23541.1|Ca_ superfamily 276020 1 189 5.90791e-81 251.793 cl12078 p450 superfamily  - 

Q#1964 - >Ca_23560.1|Ca_ specific 250513 6 184 6.23031e-94 274.78 pfam01294 Ribosomal_L13e cl01799

Q#1964 - >Ca_23560.1|Ca_ superfamily 261075 6 184 6.23031e-94 274.78 cl01799 Ribosomal_L13e superfamily  - 

Q#1965 - >Ca_23610.1|Ca_ superfamily 276656 279 328 5.00189e-10 55.8497 cl22702 CaM_binding superfamily  - 

Q#1966 - >Ca_23614.1|Ca_ multi-dom 274765 27 102 0.00712997 33.8474 TIGR03752 conj_TIGR03752  - 

Q#1971 - >Ca_24201.1|sca superfamily 275927 346 421 2.12636e-07 49.3403 cl11403 pepsin_retropepsin_like superfamily  - 

Q#1973 - >Ca_24205.1|sca multi-dom 258434 42 111 5.56821e-13 62.3706 pfam14244 UBN2_3  - 

Q#1974 - >Ca_24206.1|sca superfamily 252133 100 199 2.70841e-11 59.2745 cl04237 Retrotrans_gag superfamily  - 

Q#1974 - >Ca_24206.1|sca specific 189387 307 323 0.00125844 36.2781 pfam00098 zf-CCHC cl22700

Q#1974 - >Ca_24206.1|sca superfamily 276654 307 323 0.00125844 36.2781 cl22700 zf-CCHC superfamily  - 

Q#1975 - >Ca_24208.1|sca specific 173887 32 220 1.20039e-54 176.651 cd06899 lectin_legume_LecRK_Arcelin_ConA cl14058

Q#1975 - >Ca_24208.1|sca superfamily 265423 32 220 1.20039e-54 176.651 cl14058 lectin_L-type superfamily  - 

Q#1976 - >Ca_24216.1|sca superfamily 271736 2 52 0.000102402 37.4207 cl12018 Peptidase_M48 superfamily  - 
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Q#1977 - >Ca_24218.1|sca superfamily 271736 21 217 2.55597e-09 54.3695 cl12018 Peptidase_M48 superfamily  - 

Q#1981 - >Ca_24235.1|sca superfamily 252133 103 177 1.8114e-11 57.7337 cl04237 Retrotrans_gag superfamily  - 

Q#1983 - >Ca_24261.1|sca superfamily 256046 1 203 5.09401e-13 66.264 cl11168 PMD superfamily  - 

Q#1985 - >Ca_24263.1|sca specific 185489 1 142 5.89276e-89 262.65 PTZ00160 PTZ00160 cl12022

Q#1985 - >Ca_24263.1|sca superfamily 276015 1 142 5.89276e-89 262.65 cl12022 Ribosomal_L18e superfamily  - 

Q#1985 - >Ca_24263.1|sca specific 259377 155 206 1.92197e-12 60.8142 pfam15243 ANAPC15 cl21102

Q#1985 - >Ca_24263.1|sca superfamily 259377 155 206 1.92197e-12 60.8142 cl21102 ANAPC15 superfamily  - 

Q#1986 - >Ca_24267.1|sca superfamily 262404 3 138 6.72839e-18 78.5938 cl05005 TAF4 superfamily  - 

Q#1987 - >Ca_24269.1|sca specific 185489 1 147 2.10787e-83 244.161 PTZ00160 PTZ00160 cl12022

Q#1987 - >Ca_24269.1|sca superfamily 276015 1 147 2.10787e-83 244.161 cl12022 Ribosomal_L18e superfamily  - 

Q#1990 - >Ca_24307.1|sca multi-dom 179712 51 91 0.0043621 33.6863 PRK04019 rplP0  - 

Q#1992 - >Ca_24313.1|sca superfamily 252133 112 159 1.38614e-07 46.9481 cl04237 Retrotrans_gag superfamily  - 

Q#1994 - >Ca_24326.1|sca superfamily 271848 19 147 1.18011e-25 100.134 cl19241 Condensation superfamily  - 

Q#1996 - >Ca_24328.1|sca superfamily 256046 157 384 1.69385e-24 102.858 cl11168 PMD superfamily  - 

Q#1997 - >Ca_24329.1|sca superfamily 271848 18 439 1.56685e-82 262.707 cl19241 Condensation superfamily  - 

Q#1998 - >Ca_24330.1|sca superfamily 256046 83 242 1.01655e-20 88.2204 cl11168 PMD superfamily  - 

Q#2001 - >Ca_24367.1|sca specific 214842 249 316 8.39042e-12 60.6742 smart00831 Cation_ATPase_N cl02930

Q#2001 - >Ca_24367.1|sca superfamily 261517 249 316 8.39042e-12 60.6742 cl02930 Cation_ATPase_N superfamily  - 

Q#2001 - >Ca_24367.1|sca superfamily 265821 1 44 0.000695974 37.9373 cl15874 UBN2 superfamily  - 

Q#2002 - >Ca_24376.1|sca specific 254692 37 73 2.73612e-09 52.7214 pfam08263 LRRNT_2 cl08472

Q#2002 - >Ca_24376.1|sca superfamily 254692 37 73 2.73612e-09 52.7214 cl08472 LRRNT_2 superfamily  - 

Q#2002 - >Ca_24376.1|sca superfamily 276297 344 377 2.64623e-05 44.1382 cl21453 PKc_like superfamily  - 

Q#2002 - >Ca_24376.1|sca superfamily 276664 208 342 3.89581e-05 43.8834 cl22710 LRR_RI superfamily  - 

Q#2002 - >Ca_24376.1|sca multi-dom 258126 183 243 0.00855724 34.0505 pfam13855 LRR_8  - 

Q#2003 - >Ca_24378.1|sca superfamily 206130 254 360 5.53007e-45 156.98 cl16501 DUF4218 superfamily  - 

Q#2003 - >Ca_24378.1|sca specific 258215 1 78 7.06328e-20 85.0716 pfam13963 Transpos_assoc cl16504

Q#2003 - >Ca_24378.1|sca superfamily 258215 1 78 7.06328e-20 85.0716 cl16504 Transpos_assoc superfamily  - 

Q#2003 - >Ca_24378.1|sca superfamily 251669 539 622 2.90241e-13 67.4396 cl03830 Transposase_24 superfamily  - 

Q#2006 - >Ca_24386.1|sca specific 260004 458 501 1.54884e-15 73.6565 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2006 - >Ca_24386.1|sca superfamily 271754 458 501 1.54884e-15 73.6565 cl14782 RNase_H_like superfamily  - 

Q#2006 - >Ca_24386.1|sca superfamily 254387 260 404 2.80388e-79 250.066 cl06662 RVT_2 superfamily  - 

Q#2007 - >Ca_24389.1|sca specific 252133 56 154 2.25333e-12 64.2821 pfam03732 Retrotrans_gag cl04237

Q#2007 - >Ca_24389.1|sca superfamily 252133 56 154 2.25333e-12 64.2821 cl04237 Retrotrans_gag superfamily  - 

Q#2007 - >Ca_24389.1|sca superfamily 259520 575 627 0.00354503 38.6491 cl21225 FAM117 superfamily  - 

Q#2009 - >Ca_24392.1|sca specific 133136 228 313 2.68652e-15 71.2136 cd00303 retropepsin_like cl11403

Q#2009 - >Ca_24392.1|sca superfamily 275927 228 313 2.68652e-15 71.2136 cl11403 pepsin_retropepsin_like superfamily  - 
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Q#2009 - >Ca_24392.1|sca superfamily 261455 418 454 0.00516879 36.942 cl02808 RT_like superfamily  - 

Q#2010 - >Ca_24395.1|sca superfamily 275693 28 96 1.19143e-21 90.0299 cl01046 BglB superfamily  - 

Q#2013 - >Ca_24400.1|sca specific 258214 42 153 1.82822e-20 82.9251 pfam13962 PGG cl16503

Q#2013 - >Ca_24400.1|sca superfamily 258214 42 153 1.82822e-20 82.9251 cl16503 PGG superfamily  - 

Q#2014 - >Ca_24409.1|sca multi-dom 139494 188 261 2.20644e-05 45.117 PRK13335 PRK13335  - 

Q#2018 - >Ca_24423.1|sca superfamily 261492 142 161 5.89006e-08 49.4035 cl02879 Chloroa_b-bind superfamily  - 

Q#2018 - >Ca_24423.1|sca superfamily 192471 90 128 9.77254e-08 46.2202 cl10872 DUF2372 superfamily  - 

Q#2024 - >Ca_24444.1|sca superfamily 275586 59 309 9.6515e-48 167.09 cl00456 SLC5-6-like_sbd superfamily  - 

Q#2025 - >Ca_24448.1|sca multi-dom 106330 315 371 0.00070389 40.394 PRK13372 pcmA  - 

Q#2026 - >Ca_24450.1|sca specific 260004 63 176 3.2543e-51 173.808 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2026 - >Ca_24450.1|sca superfamily 271754 63 176 3.2543e-51 173.808 cl14782 RNase_H_like superfamily  - 

Q#2027 - >Ca_24451.1|sca superfamily 254387 87 214 1.4301e-75 230.421 cl06662 RVT_2 superfamily  - 

Q#2033 - >Ca_24469.1|sca superfamily 113458 14 136 3.83057e-29 106.089 cl04677 YABBY superfamily  - 

Q#2034 - >Ca_24480.1|sca specific 238825 201 326 1.75404e-51 171.624 cd01647 RT_LTR cl02808

Q#2034 - >Ca_24480.1|sca superfamily 261455 201 326 1.75404e-51 171.624 cl02808 RT_like superfamily  - 

Q#2034 - >Ca_24480.1|sca specific 189387 10 27 0.00350975 35.1225 pfam00098 zf-CCHC cl22700

Q#2034 - >Ca_24480.1|sca superfamily 276654 10 27 0.00350975 35.1225 cl22700 zf-CCHC superfamily  - 

Q#2034 - >Ca_24480.1|sca superfamily 275927 48 88 0.00498516 35.4731 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2034 - >Ca_24480.1|sca multi-dom 249567 235 333 2.12173e-15 73.1338 pfam00078 RVT_1  - 

Q#2036 - >Ca_24482.1|sca superfamily 260676 104 246 5.046e-21 86.0342 cl00880 Ribosomal_S8e_like superfamily  - 

Q#2036 - >Ca_24482.1|sca superfamily 264552 2 35 2.98893e-08 49.8058 cl12113 HSF_DNA-bind superfamily  - 

Q#2039 - >Ca_24485.1|sca multi-dom 148271 197 249 0.00436535 37.2802 pfam06566 Chon_Sulph_att  - 

Q#2040 - >Ca_24490.1|sca multi-dom 173561 54 86 0.000286887 35.9381 PTZ00368 PTZ00368  - 

Q#2043 - >Ca_24508.1|sca multi-dom 165099 286 394 0.00431771 38.1953 PHA02732 PHA02732  - 

Q#2046 - >Ca_24533.1|sca multi-dom 258434 47 139 8.39674e-24 90.4902 pfam14244 UBN2_3  - 

Q#2047 - >Ca_24535.1|sca specific 133136 250 315 4.90609e-06 43.4792 cd00303 retropepsin_like cl11403

Q#2047 - >Ca_24535.1|sca superfamily 275927 250 315 4.90609e-06 43.4792 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2049 - >Ca_24539.1|sca multi-dom 223066 8 158 0.00142382 38.8861 PHA03379 PHA03379  - 

Q#2051 - >Ca_24552.1|sca multi-dom 223021 144 302 0.00211368 39.1513 PHA03247 PHA03247  - 

Q#2053 - >Ca_24575.1|sca multi-dom 185628 198 388 0.000386821 41.599 PTZ00449 PTZ00449  - 

Q#2054 - >Ca_24594.1|sca superfamily 252133 101 198 3.39416e-11 58.1189 cl04237 Retrotrans_gag superfamily  - 

Q#2057 - >Ca_24613.1|sca superfamily 276241 76 157 2.74681e-10 56.4726 cl19217 Mem_trans superfamily  - 

Q#2061 - >Ca_24624.1|sca superfamily 252637 89 182 1.00424e-20 84.6496 cl04551 DUF573 superfamily  - 

Q#2062 - >Ca_24626.1|sca specific 197772 55 121 2.80044e-13 61.0541 smart00526 H15 cl00073

Q#2062 - >Ca_24626.1|sca superfamily 260173 55 121 2.80044e-13 61.0541 cl00073 H15 superfamily  - 

Q#2063 - >Ca_24629.1|sca superfamily 260327 1 73 6.74033e-37 134.03 cl00286 Motor_domain superfamily  - 
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Q#2065 - >Ca_24633.1|sca superfamily 271773 53 80 2.86883e-08 46.8412 cl15354 CBS_pair superfamily  - 

Q#2066 - >Ca_24634.1|sca multi-dom 185628 181 278 0.00144386 39.673 PTZ00449 PTZ00449  - 

Q#2070 - >Ca_24654.1|sca superfamily 256635 66 151 0.00276962 36.4592 cl20423 DUF3326 superfamily  - 

Q#2072 - >Ca_24665.1|sca superfamily 190526 213 246 1.49873e-06 44.1306 cl07846 DBD_Tnp_Mut superfamily  - 

Q#2073 - >Ca_24678.1|sca specific 238825 646 744 8.14337e-43 153.135 cd01647 RT_LTR cl02808

Q#2073 - >Ca_24678.1|sca superfamily 261455 646 744 8.14337e-43 153.135 cl02808 RT_like superfamily  - 

Q#2073 - >Ca_24678.1|sca specific 133136 289 346 6.01759e-06 45.02 cd00303 retropepsin_like cl11403

Q#2073 - >Ca_24678.1|sca superfamily 275927 289 346 6.01759e-06 45.02 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2073 - >Ca_24678.1|sca specific 252133 100 199 3.74869e-12 63.5117 pfam03732 Retrotrans_gag cl04237

Q#2073 - >Ca_24678.1|sca superfamily 252133 100 199 3.74869e-12 63.5117 cl04237 Retrotrans_gag superfamily  - 

Q#2073 - >Ca_24678.1|sca specific 189387 233 249 0.000227378 39.7449 pfam00098 zf-CCHC cl22700

Q#2073 - >Ca_24678.1|sca superfamily 276654 233 249 0.000227378 39.7449 cl22700 zf-CCHC superfamily  - 

Q#2074 - >Ca_24683.1|sca specific 258183 300 339 3.65975e-08 49.3091 pfam13920 zf-C3HC4_3 cl17238

Q#2074 - >Ca_24683.1|sca superfamily 276201 300 339 3.65975e-08 49.3091 cl17238 RING superfamily  - 

Q#2075 - >Ca_24685.1|sca superfamily 252133 93 163 4.82645e-09 52.3409 cl04237 Retrotrans_gag superfamily  - 

Q#2076 - >Ca_24686.1|sca superfamily 256046 10 86 1.16924e-16 75.1236 cl11168 PMD superfamily  - 

Q#2077 - >Ca_24687.1|sca superfamily 276299 1 107 5.0169e-56 176.62 cl21455 ABC_ATPase superfamily  - 

Q#2077 - >Ca_24687.1|sca superfamily 261449 115 148 5.93727e-07 44.0355 cl02787 Translation_Factor_II_like superfamily  - 

Q#2078 - >Ca_24691.1|sca superfamily 276301 49 103 8.1098e-29 106.214 cl21457 TIM_phosphate_binding superfamily  - 

Q#2079 - >Ca_24704.1|sca specific 258418 7 121 5.87979e-19 79.977 pfam14226 DIOX_N cl21672

Q#2079 - >Ca_24704.1|sca superfamily 272092 7 121 5.87979e-19 79.977 cl21672 DIOX_N superfamily  - 

Q#2079 - >Ca_24704.1|sca specific 251775 167 268 5.30248e-16 71.6718 pfam03171 2OG-FeII_Oxy cl21496

Q#2079 - >Ca_24704.1|sca superfamily 276328 167 268 5.30248e-16 71.6718 cl21496 2OG-FeII_Oxy superfamily  - 

Q#2079 - >Ca_24704.1|sca multi-dom 177993 4 297 3.36909e-35 130.296 PLN02365 PLN02365  - 

Q#2081 - >Ca_24714.1|sca specific 175973 25 60 0.000920459 32.8091 cd00030 C2 cl14603

Q#2081 - >Ca_24714.1|sca superfamily 271750 25 60 0.000920459 32.8091 cl14603 C2 superfamily  - 

Q#2082 - >Ca_24720.1|sca specific 251669 157 290 3.20769e-32 118.671 pfam03004 Transposase_24 cl03830

Q#2082 - >Ca_24720.1|sca superfamily 251669 157 290 3.20769e-32 118.671 cl03830 Transposase_24 superfamily  - 

Q#2083 - >Ca_24724.1|sca superfamily 261353 1 146 6.94355e-22 88.9778 cl02572 PIPKc superfamily  - 

Q#2084 - >Ca_24728.1|sca specific 252133 11 111 1.37947e-16 72.3713 pfam03732 Retrotrans_gag cl04237

Q#2084 - >Ca_24728.1|sca superfamily 252133 11 111 1.37947e-16 72.3713 cl04237 Retrotrans_gag superfamily  - 

Q#2084 - >Ca_24728.1|sca specific 189387 194 210 0.000139376 38.2041 pfam00098 zf-CCHC cl22700

Q#2084 - >Ca_24728.1|sca superfamily 276654 194 210 0.000139376 38.2041 cl22700 zf-CCHC superfamily  - 

Q#2084 - >Ca_24728.1|sca specific 197667 174 190 0.00874262 33.1856 smart00343 ZnF_C2HC cl22700

Q#2084 - >Ca_24728.1|sca superfamily 276654 174 190 0.00874262 33.1856 cl22700 zf-CCHC superfamily  - 

Q#2085 - >Ca_24730.1|sca superfamily 252825 1 114 1.85093e-26 97.7115 cl04786 SOUL superfamily  - 
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Q#2087 - >Ca_24736.1|sca specific 133136 362 406 3.37941e-06 44.6348 cd00303 retropepsin_like cl11403

Q#2087 - >Ca_24736.1|sca superfamily 275927 362 406 3.37941e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2087 - >Ca_24736.1|sca specific 252133 100 199 3.83404e-13 65.0525 pfam03732 Retrotrans_gag cl04237

Q#2087 - >Ca_24736.1|sca superfamily 252133 100 199 3.83404e-13 65.0525 cl04237 Retrotrans_gag superfamily  - 

Q#2087 - >Ca_24736.1|sca specific 189387 305 322 0.0016594 36.2781 pfam00098 zf-CCHC cl22700

Q#2087 - >Ca_24736.1|sca superfamily 276654 305 322 0.0016594 36.2781 cl22700 zf-CCHC superfamily  - 

Q#2091 - >Ca_24770.1|sca superfamily 254387 385 514 1.27591e-66 218.095 cl06662 RVT_2 superfamily  - 

Q#2091 - >Ca_24770.1|sca specific 258213 20 48 2.76101e-06 44.7242 pfam13961 DUF4219 cl22382

Q#2091 - >Ca_24770.1|sca superfamily 258213 20 48 2.76101e-06 44.7242 cl22382 DUF4219 superfamily  - 

Q#2092 - >Ca_24778.1|sca superfamily 267823 89 143 3.56284e-10 53.7007 cl19470 PTS_2-RNA superfamily  - 

Q#2095 - >Ca_24796.1|sca superfamily 250720 52 82 0.000174419 36.1125 cl22462 TIR superfamily  - 

Q#2096 - >Ca_24803.1|sca superfamily 256046 93 196 0.0053294 36.2184 cl11168 PMD superfamily  - 

Q#2099 - >Ca_24824.1|sca multi-dom 258063 12 65 0.00379391 33.7262 pfam13779 DUF4175  - 

Q#2102 - >Ca_24832.1|sca superfamily 276297 309 329 9.88766e-05 41.7372 cl21453 PKc_like superfamily  - 

Q#2103 - >Ca_24835.1|sca multi-dom 147601 279 451 1.60811e-05 46.1148 pfam05505 Ebola_NP  - 

Q#2104 - >Ca_24836.1|sca specific 223739 1 164 2.63821e-24 96.2426 COG0667 Tas cl00470

Q#2104 - >Ca_24836.1|sca superfamily 260445 1 164 2.63821e-24 96.2426 cl00470 Aldo_ket_red superfamily  - 

Q#2106 - >Ca_24856.1|sca superfamily 276192 1 63 5.66299e-36 118.15 cl17169 RRM_SF superfamily  - 

Q#2106 - >Ca_24856.1|sca multi-dom 214636 8 59 7.46326e-13 57.9887 smart00360 RRM  - 

Q#2107 - >Ca_24857.1|sca multi-dom 259434 221 379 0.000983357 39.9059 pfam15301 SLAIN  - 

Q#2108 - >Ca_24858.1|sca multi-dom 215369 64 86 0.000424349 37.2889 PLN02685 PLN02685  - 

Q#2109 - >Ca_24869.1|sca superfamily 261317 18 94 5.31122e-28 103.475 cl02511 GH64-TLP-SF superfamily  - 

Q#2110 - >Ca_24872.1|sca specific 260004 68 206 6.2055e-71 226.196 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2110 - >Ca_24872.1|sca superfamily 271754 68 206 6.2055e-71 226.196 cl14782 RNase_H_like superfamily  - 

Q#2113 - >Ca_24887.1|sca specific 250692 26 49 0.00521543 33.1961 pfam01535 PPR cl03252

Q#2113 - >Ca_24887.1|sca superfamily 275791 26 49 0.00521543 33.1961 cl03252 PPR superfamily  - 

Q#2115 - >Ca_24894.1|sca specific 252133 145 244 3.48588e-13 64.6673 pfam03732 Retrotrans_gag cl04237

Q#2115 - >Ca_24894.1|sca superfamily 252133 145 244 3.48588e-13 64.6673 cl04237 Retrotrans_gag superfamily  - 

Q#2120 - >Ca_24908.1|sca specific 238825 569 714 1.36952e-76 246.738 cd01647 RT_LTR cl02808

Q#2120 - >Ca_24908.1|sca superfamily 261455 569 714 1.36952e-76 246.738 cl02808 RT_like superfamily  - 

Q#2120 - >Ca_24908.1|sca specific 133136 362 449 1.06159e-17 79.6879 cd00303 retropepsin_like cl11403

Q#2120 - >Ca_24908.1|sca superfamily 275927 362 449 1.06159e-17 79.6879 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2120 - >Ca_24908.1|sca specific 252133 100 199 1.52828e-12 64.6673 pfam03732 Retrotrans_gag cl04237

Q#2120 - >Ca_24908.1|sca superfamily 252133 100 199 1.52828e-12 64.6673 cl04237 Retrotrans_gag superfamily  - 

Q#2120 - >Ca_24908.1|sca specific 189387 305 322 0.000629681 38.5893 pfam00098 zf-CCHC cl22700

Q#2120 - >Ca_24908.1|sca superfamily 276654 305 322 0.000629681 38.5893 cl22700 zf-CCHC superfamily  - 
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Q#2120 - >Ca_24908.1|sca multi-dom 249567 586 713 4.15236e-26 107.031 pfam00078 RVT_1  - 

Q#2120 - >Ca_24908.1|sca multi-dom 173561 287 366 3.76199e-09 55.5832 PTZ00368 PTZ00368  - 

Q#2121 - >Ca_24911.1|sca specific 238083 17 155 2.221e-27 105.101 cd00143 PP2Cc cl00120

Q#2121 - >Ca_24911.1|sca superfamily 260203 17 155 2.221e-27 105.101 cl00120 PP2Cc superfamily  - 

Q#2124 - >Ca_24937.1|sca specific 273253 17 46 0.000364343 33.5827 TIGR00756 PPR cl03252

Q#2124 - >Ca_24937.1|sca superfamily 275791 17 46 0.000364343 33.5827 cl03252 PPR superfamily  - 

Q#2125 - >Ca_24940.1|sca superfamily 254387 83 212 2.7056e-78 237.355 cl06662 RVT_2 superfamily  - 

Q#2126 - >Ca_24952.1|sca superfamily 252133 79 177 5.65183e-11 57.7337 cl04237 Retrotrans_gag superfamily  - 

Q#2127 - >Ca_24954.1|sca superfamily 252133 80 122 8.77246e-07 43.0961 cl04237 Retrotrans_gag superfamily  - 

Q#2128 - >Ca_24955.1|sca multi-dom 182581 4 48 0.00279425 33.8756 PRK10600 PRK10600  - 

Q#2131 - >Ca_24974.1|sca specific 251717 116 300 6.46531e-62 198.322 pfam03080 DUF239 cl03877

Q#2131 - >Ca_24974.1|sca superfamily 251717 116 300 6.46531e-62 198.322 cl03877 DUF239 superfamily  - 

Q#2131 - >Ca_24974.1|sca specific 206533 2 111 3.95714e-40 137.791 pfam14365 DUF4409 cl16830

Q#2131 - >Ca_24974.1|sca superfamily 206533 2 111 3.95714e-40 137.791 cl16830 DUF4409 superfamily  - 

Q#2132 - >Ca_24978.1|sca multi-dom 258063 28 128 0.000850227 38.3486 pfam13779 DUF4175  - 

Q#2133 - >Ca_24979.1|sca specific 189387 23 40 0.00192563 36.2781 pfam00098 zf-CCHC cl22700

Q#2133 - >Ca_24979.1|sca superfamily 276654 23 40 0.00192563 36.2781 cl22700 zf-CCHC superfamily  - 

Q#2136 - >Ca_24987.1|sca superfamily 252133 100 157 0.00138541 35.0069 cl04237 Retrotrans_gag superfamily  - 

Q#2138 - >Ca_25000.1|sca specific 238093 130 177 4.94347e-10 52.0628 cd00162 RING cl17238

Q#2138 - >Ca_25000.1|sca superfamily 276201 130 177 4.94347e-10 52.0628 cl17238 RING superfamily  - 

Q#2138 - >Ca_25000.1|sca multi-dom 257215 130 174 6.72205e-11 54.7503 pfam12678 zf-rbx1  - 

Q#2139 - >Ca_25004.1|sca superfamily 251669 2 90 0.00152159 34.6977 cl03830 Transposase_24 superfamily  - 

Q#2140 - >Ca_25029.1|sca superfamily 275737 49 84 7.2939e-06 40.9806 cl01629 TPP_enzymes superfamily  - 

Q#2145 - >Ca_25048.1|sca superfamily 276235 30 244 5.31455e-70 222.949 cl19188 Pectate_lyase_3 superfamily  - 

Q#2149 - >Ca_25067.1|sca superfamily 275859 149 200 1.27271e-05 42.1497 cl08302 EFh superfamily  - 

Q#2149 - >Ca_25067.1|sca superfamily 275859 230 291 5.15665e-05 40.2237 cl08302 EFh superfamily  - 

Q#2149 - >Ca_25067.1|sca superfamily 275859 109 166 0.00157538 35.9865 cl08302 EFh superfamily  - 

Q#2149 - >Ca_25067.1|sca multi-dom 185504 138 290 4.46029e-05 41.6706 PTZ00184 PTZ00184  - 

Q#2152 - >Ca_25086.1|sca superfamily 275927 220 287 6.28854e-08 50.1107 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2152 - >Ca_25086.1|sca specific 189387 154 170 0.00271695 35.1225 pfam00098 zf-CCHC cl22700

Q#2152 - >Ca_25086.1|sca superfamily 276654 154 170 0.00271695 35.1225 cl22700 zf-CCHC superfamily  - 

Q#2153 - >Ca_25087.1|sca superfamily 254387 126 168 1.75115e-15 70.1779 cl06662 RVT_2 superfamily  - 

Q#2155 - >Ca_25109.1|sca specific 212548 49 150 5.97559e-26 96.5552 cd11710 GINS_A_psf1 cl17012

Q#2155 - >Ca_25109.1|sca superfamily 266497 49 150 5.97559e-26 96.5552 cl17012 GINS_A superfamily  - 

Q#2156 - >Ca_25110.1|sca multi-dom 273731 23 162 1.94532e-30 117.043 TIGR01647 Plasma_membrane_ATPase  - 

Q#2158 - >Ca_25113.1|sca specific 189387 198 214 0.000889631 36.2781 pfam00098 zf-CCHC cl22700
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Q#2158 - >Ca_25113.1|sca superfamily 276654 198 214 0.000889631 36.2781 cl22700 zf-CCHC superfamily  - 

Q#2159 - >Ca_25120.1|sca specific 214842 357 409 3.94014e-07 47.1922 smart00831 Cation_ATPase_N cl02930

Q#2159 - >Ca_25120.1|sca superfamily 261517 357 409 3.94014e-07 47.1922 cl02930 Cation_ATPase_N superfamily  - 

Q#2159 - >Ca_25120.1|sca superfamily 265821 1 44 1.93166e-05 42.5597 cl15874 UBN2 superfamily  - 

Q#2159 - >Ca_25120.1|sca superfamily 271847 245 332 0.000930894 39.9289 cl19219 DUF342 superfamily  - 

Q#2159 - >Ca_25120.1|sca specific 189387 110 126 0.00257208 35.5077 pfam00098 zf-CCHC cl22700

Q#2159 - >Ca_25120.1|sca superfamily 276654 110 126 0.00257208 35.5077 cl22700 zf-CCHC superfamily  - 

Q#2161 - >Ca_25123.1|sca superfamily 256046 13 42 0.0047966 35.0628 cl11168 PMD superfamily  - 

Q#2162 - >Ca_25126.1|sca superfamily 276303 60 199 4.20153e-22 90.08 cl21460 HAD_like superfamily  - 

Q#2163 - >Ca_25133.1|sca superfamily 252593 43 96 3.15232e-07 44.1429 cl04514 FrhB_FdhB_C superfamily  - 

Q#2164 - >Ca_25135.1|sca multi-dom 183854 236 294 0.00198461 38.4605 PRK13042 PRK13042  - 

Q#2168 - >Ca_25153.1|sca superfamily 271754 1 57 3.81581e-23 91.0149 cl14782 RNase_H_like superfamily  - 

Q#2170 - >Ca_25158.1|sca multi-dom 227278 66 139 0.000444283 40.0905 COG4942 COG4942  - 

Q#2171 - >Ca_25160.1|sca superfamily 251669 22 75 0.000203678 38.5497 cl03830 Transposase_24 superfamily  - 

Q#2172 - >Ca_25162.1|sca superfamily 256046 52 108 3.02865e-06 46.2336 cl11168 PMD superfamily  - 

Q#2172 - >Ca_25162.1|sca superfamily 256046 104 169 8.32792e-06 44.6928 cl11168 PMD superfamily  - 

Q#2173 - >Ca_25164.1|sca specific 273253 33 65 4.87349e-07 42.0571 TIGR00756 PPR cl03252

Q#2173 - >Ca_25164.1|sca superfamily 275791 33 65 4.87349e-07 42.0571 cl03252 PPR superfamily  - 

Q#2173 - >Ca_25164.1|sca multi-dom 257477 33 75 5.56295e-12 56.257 pfam13041 PPR_2  - 

Q#2175 - >Ca_25176.1|sca multi-dom 256956 269 429 0.00577934 37.6455 pfam12287 Caprin-1_C  - 

Q#2179 - >Ca_25190.1|sca superfamily 191114 151 196 0.00243829 35.408 cl04804 DUF641 superfamily  - 

Q#2182 - >Ca_25201.1|sca superfamily 275507 12 91 2.46404e-33 121.888 cl00268 class_II_aaRS-like_core superfamily  - 

Q#2182 - >Ca_25201.1|sca superfamily 271451 134 182 1.72046e-11 57.1285 cl00266 HGTP_anticodon superfamily  - 

Q#2186 - >Ca_25210.1|sca superfamily 251850 122 196 4.14024e-19 82.7904 cl03979 PAE superfamily  - 

Q#2188 - >Ca_25214.1|sca superfamily 276263 122 246 9.52901e-15 70.466 cl19514 FBA_1 superfamily  - 

Q#2188 - >Ca_25214.1|sca specific 197608 16 56 3.63046e-09 51.6686 smart00256 FBOX cl02535

Q#2188 - >Ca_25214.1|sca superfamily 261329 16 56 3.63046e-09 51.6686 cl02535 F-box superfamily  - 

Q#2189 - >Ca_25215.1|sca specific 238926 28 116 2.83601e-32 110.517 cd01960 nsLTP1 cl07890

Q#2189 - >Ca_25215.1|sca superfamily 275845 28 116 2.83601e-32 110.517 cl07890 AAI_LTSS superfamily  - 

Q#2190 - >Ca_25220.1|sca superfamily 251669 527 599 3.19791e-17 79.3808 cl03830 Transposase_24 superfamily  - 

Q#2190 - >Ca_25220.1|sca superfamily 206130 1 27 2.80085e-13 67.6139 cl16501 DUF4218 superfamily  - 

Q#2190 - >Ca_25220.1|sca superfamily 258207 172 202 4.15002e-05 42.1831 cl16495 DUF4216 superfamily  - 

Q#2190 - >Ca_25220.1|sca superfamily 251500 664 718 0.00548506 36.8942 cl03682 SKIP_SNW superfamily  - 

Q#2191 - >Ca_25225.1|sca superfamily 252133 100 166 2.02937e-08 48.1037 cl04237 Retrotrans_gag superfamily  - 

Q#2194 - >Ca_25233.1|sca superfamily 254387 314 453 3.81495e-81 253.533 cl06662 RVT_2 superfamily  - 

Q#2195 - >Ca_25236.1|sca superfamily 254387 689 745 1.05099e-13 70.5631 cl06662 RVT_2 superfamily  - 
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Q#2199 - >Ca_25259.1|sca superfamily 276192 1 63 5.66299e-36 118.15 cl17169 RRM_SF superfamily  - 

Q#2199 - >Ca_25259.1|sca multi-dom 214636 8 59 7.46326e-13 57.9887 smart00360 RRM  - 

Q#2200 - >Ca_25262.1|sca specific 275441 2 155 2.12844e-29 106.352 cd15797 PMEI cl04375

Q#2200 - >Ca_25262.1|sca superfamily 275808 2 155 2.12844e-29 106.352 cl04375 PMEI_like superfamily  - 

Q#2201 - >Ca_25270.1|sca specific 251775 199 276 0.00775007 34.3075 pfam03171 2OG-FeII_Oxy cl21496

Q#2201 - >Ca_25270.1|sca superfamily 276328 199 276 0.00775007 34.3075 cl21496 2OG-FeII_Oxy superfamily  - 

Q#2201 - >Ca_25270.1|sca multi-dom 226022 7 312 1.14561e-09 57.7607 COG3491 PcbC  - 

Q#2204 - >Ca_25279.1|sca specific 189387 145 160 0.000360289 36.2781 pfam00098 zf-CCHC cl22700

Q#2204 - >Ca_25279.1|sca superfamily 276654 145 160 0.000360289 36.2781 cl22700 zf-CCHC superfamily  - 

Q#2205 - >Ca_25285.1|sca specific 133136 98 151 1.85738e-08 48.4868 cd00303 retropepsin_like cl11403

Q#2205 - >Ca_25285.1|sca superfamily 275927 98 151 1.85738e-08 48.4868 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2208 - >Ca_25292.1|sca specific 250208 3 170 2.1013e-68 210.183 pfam00891 Methyltransf_2 cl17173

Q#2208 - >Ca_25292.1|sca superfamily 276194 3 170 2.1013e-68 210.183 cl17173 AdoMet_MTases superfamily  - 

Q#2209 - >Ca_25294.1|sca specific 100107 99 187 0.000938287 36.6391 cd02440 AdoMet_MTases cl17173

Q#2209 - >Ca_25294.1|sca superfamily 276194 99 187 0.000938287 36.6391 cl17173 AdoMet_MTases superfamily  - 

Q#2209 - >Ca_25294.1|sca multi-dom 131763 15 205 1.14519e-16 76.2431 TIGR02716 C-20_methyltransferase  - 

Q#2211 - >Ca_25303.1|sca superfamily 252133 101 199 1.19117e-11 58.1189 cl04237 Retrotrans_gag superfamily  - 

Q#2213 - >Ca_25307.1|sca multi-dom 253927 109 176 0.0021752 36.7954 pfam06818 Fez1  - 

Q#2214 - >Ca_25316.1|sca superfamily 253459 18 57 4.3676e-07 44.6849 cl05469 Mitovir_RNA_pol superfamily  - 

Q#2216 - >Ca_25320.1|sca multi-dom 178748 251 423 9.09929e-06 46.8431 PLN03209 PLN03209  - 

Q#2217 - >Ca_25321.1|sca superfamily 252133 100 199 1.0322e-10 56.5781 cl04237 Retrotrans_gag superfamily  - 

Q#2218 - >Ca_25322.1|sca specific 257592 408 593 5.58946e-56 191.239 pfam13234 rRNA_proc-arch cl00354

Q#2218 - >Ca_25322.1|sca superfamily 275547 408 593 5.58946e-56 191.239 cl00354 KOW superfamily  - 

Q#2218 - >Ca_25322.1|sca specific 258228 232 277 2.28117e-05 42.7292 pfam13976 gag_pre-integrs cl16514

Q#2218 - >Ca_25322.1|sca superfamily 258228 232 277 2.28117e-05 42.7292 cl16514 gag_pre-integrs superfamily  - 

Q#2219 - >Ca_25323.1|sca specific 238825 442 517 5.76148e-35 131.564 cd01647 RT_LTR cl02808

Q#2219 - >Ca_25323.1|sca superfamily 261455 442 517 5.76148e-35 131.564 cl02808 RT_like superfamily  - 

Q#2219 - >Ca_25323.1|sca superfamily 275927 243 342 2.29282e-10 58.9703 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2220 - >Ca_25325.1|sca superfamily 276034 80 123 0.00810461 33.6287 cl13995 MPP_superfamily superfamily  - 

Q#2223 - >Ca_25329.1|sca superfamily 252133 45 153 2.26032e-07 46.1777 cl04237 Retrotrans_gag superfamily  - 

Q#2224 - >Ca_25334.1|sca superfamily 271753 6 126 1.11416e-19 80.6965 cl14643 SRPBCC superfamily  - 

Q#2225 - >Ca_25336.1|sca specific 176858 5 152 4.35507e-55 172.374 cd07816 Bet_v1-like cl14643

Q#2225 - >Ca_25336.1|sca superfamily 271753 5 152 4.35507e-55 172.374 cl14643 SRPBCC superfamily  - 

Q#2228 - >Ca_25358.1|sca superfamily 252133 45 115 3.56967e-11 56.1929 cl04237 Retrotrans_gag superfamily  - 

Q#2230 - >Ca_25363.1|sca multi-dom 258434 48 162 1.11129e-26 102.046 pfam14244 UBN2_3  - 

Q#2232 - >Ca_25372.1|sca superfamily 260145 5 43 0.00082873 34.2135 cl00030 CH superfamily  - 
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Q#2233 - >Ca_25374.1|sca superfamily 275927 325 424 8.58443e-12 62.4371 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2233 - >Ca_25374.1|sca superfamily 252133 72 170 4.43595e-11 59.6597 cl04237 Retrotrans_gag superfamily  - 

Q#2233 - >Ca_25374.1|sca specific 197667 286 302 0.00970516 34.3412 smart00343 ZnF_C2HC cl22700

Q#2233 - >Ca_25374.1|sca superfamily 276654 286 302 0.00970516 34.3412 cl22700 zf-CCHC superfamily  - 

Q#2233 - >Ca_25374.1|sca multi-dom 173561 268 333 5.51066e-08 50.9609 PTZ00368 PTZ00368  - 

Q#2238 - >Ca_25396.1|sca superfamily 276301 67 99 3.77602e-11 57.2941 cl21457 TIM_phosphate_binding superfamily  - 

Q#2240 - >Ca_25403.1|sca superfamily 260992 79 117 0.00647323 35.763 cl01545 DUF1853 superfamily  - 

Q#2241 - >Ca_25406.1|sca superfamily 256046 84 262 9.40136e-20 87.45 cl11168 PMD superfamily  - 

Q#2243 - >Ca_25418.1|sca specific 189387 52 65 0.00517489 30.8853 pfam00098 zf-CCHC cl22700

Q#2243 - >Ca_25418.1|sca superfamily 276654 52 65 0.00517489 30.8853 cl22700 zf-CCHC superfamily  - 

Q#2247 - >Ca_25432.1|sca superfamily 206130 1 81 5.57512e-51 163.529 cl16501 DUF4218 superfamily  - 

Q#2247 - >Ca_25432.1|sca superfamily 258207 112 150 1.16113e-10 54.8947 cl16495 DUF4216 superfamily  - 

Q#2249 - >Ca_25446.1|sca superfamily 276192 32 60 1.50736e-09 49.9427 cl17169 RRM_SF superfamily  - 

Q#2249 - >Ca_25446.1|sca multi-dom 214636 21 59 1.20326e-06 41.8104 smart00360 RRM  - 

Q#2250 - >Ca_25449.1|sca superfamily 252147 97 212 2.84515e-19 80.4565 cl15991 DUF313 superfamily  - 

Q#2251 - >Ca_25453.1|sca superfamily 276299 262 294 1.79445e-08 53.0352 cl21455 ABC_ATPase superfamily  - 

Q#2253 - >Ca_25460.1|sca superfamily 251669 22 120 6.00164e-10 54.728 cl03830 Transposase_24 superfamily  - 

Q#2255 - >Ca_25469.1|sca specific 238825 569 714 2.04382e-78 250.59 cd01647 RT_LTR cl02808

Q#2255 - >Ca_25469.1|sca superfamily 261455 569 714 2.04382e-78 250.59 cl02808 RT_like superfamily  - 

Q#2255 - >Ca_25469.1|sca specific 133136 362 449 9.16636e-18 79.6879 cd00303 retropepsin_like cl11403

Q#2255 - >Ca_25469.1|sca superfamily 275927 362 449 9.16636e-18 79.6879 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2255 - >Ca_25469.1|sca specific 252133 100 199 1.07514e-12 65.0525 pfam03732 Retrotrans_gag cl04237

Q#2255 - >Ca_25469.1|sca superfamily 252133 100 199 1.07514e-12 65.0525 cl04237 Retrotrans_gag superfamily  - 

Q#2255 - >Ca_25469.1|sca specific 189387 305 322 0.000843218 37.8189 pfam00098 zf-CCHC cl22700

Q#2255 - >Ca_25469.1|sca superfamily 276654 305 322 0.000843218 37.8189 cl22700 zf-CCHC superfamily  - 

Q#2255 - >Ca_25469.1|sca multi-dom 249567 586 713 2.15428e-27 110.113 pfam00078 RVT_1  - 

Q#2255 - >Ca_25469.1|sca multi-dom 173561 287 366 8.39881e-09 54.4276 PTZ00368 PTZ00368  - 

Q#2262 - >Ca_25486.1|sca specific 258650 83 159 5.85683e-18 75.3214 pfam14510 ABC_trans_N cl20552

Q#2262 - >Ca_25486.1|sca superfamily 258650 83 159 5.85683e-18 75.3214 cl20552 ABC_trans_N superfamily  - 

Q#2263 - >Ca_25489.1|sca superfamily 256046 5 127 1.09792e-36 132.133 cl11168 PMD superfamily  - 

Q#2264 - >Ca_25495.1|sca specific 133136 362 406 3.37941e-06 44.6348 cd00303 retropepsin_like cl11403

Q#2264 - >Ca_25495.1|sca superfamily 275927 362 406 3.37941e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2264 - >Ca_25495.1|sca specific 252133 100 199 3.61717e-13 65.4377 pfam03732 Retrotrans_gag cl04237

Q#2264 - >Ca_25495.1|sca superfamily 252133 100 199 3.61717e-13 65.4377 cl04237 Retrotrans_gag superfamily  - 

Q#2264 - >Ca_25495.1|sca specific 189387 305 322 0.00272599 35.5077 pfam00098 zf-CCHC cl22700

Q#2264 - >Ca_25495.1|sca superfamily 276654 305 322 0.00272599 35.5077 cl22700 zf-CCHC superfamily  - 
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Q#2265 - >Ca_25507.1|sca specific 211392 218 365 2.26991e-31 116.465 cd11380 Ribosomal_S8e_like cl00880

Q#2265 - >Ca_25507.1|sca superfamily 260676 218 365 2.26991e-31 116.465 cl00880 Ribosomal_S8e_like superfamily  - 

Q#2265 - >Ca_25507.1|sca superfamily 276193 66 129 9.1328e-30 111.892 cl17171 PH-like superfamily  - 

Q#2265 - >Ca_25507.1|sca specific 258173 193 219 0.000275784 38.3791 pfam13906 AA_permease_C cl18287

Q#2265 - >Ca_25507.1|sca superfamily 258173 193 219 0.000275784 38.3791 cl18287 AA_permease_C superfamily  - 

Q#2267 - >Ca_25511.1|sca specific 273253 90 123 2.45228e-05 41.6719 TIGR00756 PPR cl03252

Q#2267 - >Ca_25511.1|sca superfamily 275791 90 123 2.45228e-05 41.6719 cl03252 PPR superfamily  - 

Q#2267 - >Ca_25511.1|sca multi-dom 215561 41 504 6.53627e-50 183.127 PLN03077 PLN03077  - 

Q#2268 - >Ca_25523.1|sca superfamily 275753 1 90 1.49469e-50 166.634 cl01911 Pectinesterase superfamily  - 

Q#2271 - >Ca_25547.1|sca superfamily 261267 30 93 1.07598e-13 65.2445 cl02381 Tim17 superfamily  - 

Q#2271 - >Ca_25547.1|sca superfamily 276297 183 245 3.51613e-08 51.5046 cl21453 PKc_like superfamily  - 

Q#2274 - >Ca_25564.1|sca superfamily 275482 3 176 1.34922e-86 260.95 cl00200 MIP superfamily  - 

Q#2275 - >Ca_25567.1|sca superfamily 276263 103 333 9.62548e-18 80.4812 cl19514 FBA_1 superfamily  - 

Q#2275 - >Ca_25567.1|sca specific 197608 11 47 1.13579e-06 45.1202 smart00256 FBOX cl02535

Q#2275 - >Ca_25567.1|sca superfamily 261329 11 47 1.13579e-06 45.1202 cl02535 F-box superfamily  - 

Q#2278 - >Ca_25574.1|sca superfamily 276194 2 129 9.51274e-65 207.489 cl17173 AdoMet_MTases superfamily  - 

Q#2281 - >Ca_25600.1|sca superfamily 275466 29 189 3.34886e-32 116.15 cl00064 ZnMc superfamily  - 

Q#2281 - >Ca_25600.1|sca multi-dom 249842 35 189 3.0051e-32 116.191 pfam00413 Peptidase_M10  - 

Q#2282 - >Ca_25601.1|sca superfamily 276192 72 118 3.52328e-10 52.9615 cl17169 RRM_SF superfamily  - 

Q#2282 - >Ca_25601.1|sca superfamily 276192 7 36 2.54222e-08 47.5288 cl17169 RRM_SF superfamily  - 

Q#2284 - >Ca_25605.1|sca superfamily 252133 100 199 2.97451e-12 61.9709 cl04237 Retrotrans_gag superfamily  - 

Q#2284 - >Ca_25605.1|sca specific 189387 276 293 0.00120837 36.2781 pfam00098 zf-CCHC cl22700

Q#2284 - >Ca_25605.1|sca superfamily 276654 276 293 0.00120837 36.2781 cl22700 zf-CCHC superfamily  - 

Q#2285 - >Ca_25621.1|sca superfamily 252133 100 199 1.42335e-12 61.9709 cl04237 Retrotrans_gag superfamily  - 

Q#2290 - >Ca_25630.1|sca superfamily 252133 75 174 1.10663e-08 49.6445 cl04237 Retrotrans_gag superfamily  - 

Q#2291 - >Ca_25635.1|sca superfamily 275753 93 148 6.49635e-15 68.7928 cl01911 Pectinesterase superfamily  - 

Q#2291 - >Ca_25635.1|sca superfamily 275808 10 53 2.18458e-09 51.2567 cl04375 PMEI_like superfamily  - 

Q#2292 - >Ca_25638.1|sca specific 258215 3 83 3.67493e-22 88.5384 pfam13963 Transpos_assoc cl16504

Q#2292 - >Ca_25638.1|sca superfamily 258215 3 83 3.67493e-22 88.5384 cl16504 Transpos_assoc superfamily  - 

Q#2292 - >Ca_25638.1|sca superfamily 202502 292 335 2.48368e-20 87.3162 cl03823 Transposase_21 superfamily  - 

Q#2293 - >Ca_25643.1|sca specific 237985 18 76 1.36927e-30 108.128 cd00018 AP2 cl00033

Q#2293 - >Ca_25643.1|sca superfamily 260146 18 76 1.36927e-30 108.128 cl00033 AP2 superfamily  - 

Q#2294 - >Ca_25646.1|sca specific 211392 6 75 1.21195e-27 101.057 cd11380 Ribosomal_S8e_like cl00880

Q#2294 - >Ca_25646.1|sca superfamily 260676 6 75 1.21195e-27 101.057 cl00880 Ribosomal_S8e_like superfamily  - 

Q#2294 - >Ca_25646.1|sca multi-dom 240292 6 148 1.7711e-60 187.891 PTZ00148 PTZ00148  - 

Q#2295 - >Ca_25647.1|sca superfamily 271701 91 141 6.67952e-11 59.534 cl10459 Peptidases_S8_S53 superfamily  - 
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Q#2297 - >Ca_25662.1|sca superfamily 276241 2 158 7.72076e-29 108.939 cl19217 Mem_trans superfamily  - 

Q#2298 - >Ca_25665.1|sca specific 252735 1 200 3.5326e-126 359.72 pfam04674 Phi_1 cl04664

Q#2298 - >Ca_25665.1|sca superfamily 252735 1 200 3.5326e-126 359.72 cl04664 Phi_1 superfamily  - 

Q#2303 - >Ca_25684.1|sca multi-dom 114603 121 178 0.00160607 38.0164 pfam05887 Trypan_PARP  - 

Q#2308 - >Ca_25720.1|sca superfamily 252133 101 175 7.36136e-09 49.6445 cl04237 Retrotrans_gag superfamily  - 

Q#2309 - >Ca_25726.1|sca specific 258415 89 181 5.296e-12 60.664 pfam14223 UBN2 cl15874

Q#2309 - >Ca_25726.1|sca superfamily 265821 89 181 5.296e-12 60.664 cl15874 UBN2 superfamily  - 

Q#2309 - >Ca_25726.1|sca multi-dom 258434 22 131 0.000548304 37.7178 pfam14244 UBN2_3  - 

Q#2311 - >Ca_25737.1|sca specific 252133 168 267 1.28929e-13 65.4377 pfam03732 Retrotrans_gag cl04237

Q#2311 - >Ca_25737.1|sca superfamily 252133 168 267 1.28929e-13 65.4377 cl04237 Retrotrans_gag superfamily  - 

Q#2315 - >Ca_25744.1|sca specific 250209 96 219 7.16666e-06 43.0007 pfam00892 EamA cl00910

Q#2315 - >Ca_25744.1|sca superfamily 275677 96 219 7.16666e-06 43.0007 cl00910 EamA superfamily  - 

Q#2317 - >Ca_25758.1|sca specific 260004 211 349 3.19122e-62 206.55 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2317 - >Ca_25758.1|sca superfamily 271754 211 349 3.19122e-62 206.55 cl14782 RNase_H_like superfamily  - 

Q#2321 - >Ca_25793.1|sca superfamily 190526 188 221 7.38592e-08 48.753 cl07846 DBD_Tnp_Mut superfamily  - 

Q#2322 - >Ca_25799.1|sca superfamily 251768 6 58 1.96775e-14 66.2558 cl20246 Mon1 superfamily  - 

Q#2323 - >Ca_25805.1|sca specific 258415 1 114 1.17208e-26 105.347 pfam14223 UBN2 cl15874

Q#2323 - >Ca_25805.1|sca superfamily 265821 1 114 1.17208e-26 105.347 cl15874 UBN2 superfamily  - 

Q#2324 - >Ca_25806.1|sca superfamily 206130 1 80 6.3703e-44 144.269 cl16501 DUF4218 superfamily  - 

Q#2324 - >Ca_25806.1|sca superfamily 258207 116 147 9.90027e-13 60.2875 cl16495 DUF4216 superfamily  - 

Q#2325 - >Ca_25811.1|sca multi-dom 258126 22 78 0.00930288 33.2801 pfam13855 LRR_8  - 

Q#2326 - >Ca_25814.1|sca superfamily 276297 117 276 1.35848e-28 115.063 cl21453 PKc_like superfamily  - 

Q#2326 - >Ca_25814.1|sca superfamily 260198 1 40 2.17129e-08 52.0534 cl00112 PAN_APPLE superfamily  - 

Q#2327 - >Ca_25815.1|sca specific 238531 124 196 1.5174e-21 88.6474 cd01098 PAN_AP_plant cl00112

Q#2327 - >Ca_25815.1|sca superfamily 260198 124 196 1.5174e-21 88.6474 cl00112 PAN_APPLE superfamily  - 

Q#2327 - >Ca_25815.1|sca superfamily 276297 236 426 6.84677e-47 164.753 cl21453 PKc_like superfamily  - 

Q#2327 - >Ca_25815.1|sca superfamily 201524 28 87 6.45696e-20 85.0244 cl03036 S_locus_glycop superfamily  - 

Q#2330 - >Ca_25827.1|sca superfamily 271686 34 114 7.83731e-22 86.5347 cl10012 DnaQ_like_exo superfamily  - 

Q#2332 - >Ca_25835.1|sca superfamily 151721 5 57 0.00506596 30.6283 cl12822 DUF3081 superfamily  - 

Q#2333 - >Ca_25836.1|sca superfamily 271793 89 256 5.0378e-95 291.475 cl17068 AFD_class_I superfamily  - 

Q#2333 - >Ca_25836.1|sca superfamily 271848 18 97 7.29073e-21 90.138 cl19241 Condensation superfamily  - 

Q#2336 - >Ca_25857.1|sca superfamily 265686 68 122 3.20935e-09 52.2922 cl15397 DUF89 superfamily  - 

Q#2337 - >Ca_25862.1|sca superfamily 275582 280 440 1.92647e-24 106.039 cl00451 MoCF_BD superfamily  - 

Q#2338 - >Ca_25864.1|sca specific 252133 75 174 5.82098e-15 68.1341 pfam03732 Retrotrans_gag cl04237

Q#2338 - >Ca_25864.1|sca superfamily 252133 75 174 5.82098e-15 68.1341 cl04237 Retrotrans_gag superfamily  - 

Q#2338 - >Ca_25864.1|sca superfamily 275927 223 265 2.91522e-09 53.1923 cl11403 pepsin_retropepsin_like superfamily  - 
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Q#2340 - >Ca_25871.1|sca specific 252133 100 199 3.31173e-13 66.2081 pfam03732 Retrotrans_gag cl04237

Q#2340 - >Ca_25871.1|sca superfamily 252133 100 199 3.31173e-13 66.2081 cl04237 Retrotrans_gag superfamily  - 

Q#2340 - >Ca_25871.1|sca specific 189387 306 322 0.000146311 40.1301 pfam00098 zf-CCHC cl22700

Q#2340 - >Ca_25871.1|sca superfamily 276654 306 322 0.000146311 40.1301 cl22700 zf-CCHC superfamily  - 

Q#2347 - >Ca_25904.1|sca specific 237985 54 111 2.2699e-17 73.0747 cd00018 AP2 cl00033

Q#2347 - >Ca_25904.1|sca superfamily 260146 54 111 2.2699e-17 73.0747 cl00033 AP2 superfamily  - 

Q#2348 - >Ca_25905.1|sca superfamily 276214 19 138 3.26185e-46 154.657 cl18310 NHL superfamily  - 

Q#2351 - >Ca_25915.1|sca specific 238096 89 133 2.06063e-13 61.8226 cd00167 SANT cl21498

Q#2351 - >Ca_25915.1|sca superfamily 271918 89 133 2.06063e-13 61.8226 cl21498 SANT superfamily  - 

Q#2353 - >Ca_25918.1|sca superfamily 252133 145 210 0.000144058 40.0145 cl04237 Retrotrans_gag superfamily  - 

Q#2353 - >Ca_25918.1|sca specific 189387 338 354 0.000968286 37.0485 pfam00098 zf-CCHC cl22700

Q#2353 - >Ca_25918.1|sca superfamily 276654 338 354 0.000968286 37.0485 cl22700 zf-CCHC superfamily  - 

Q#2356 - >Ca_25949.1|sca superfamily 276298 1 104 2.11741e-28 104.999 cl21454 SDR superfamily  - 

Q#2357 - >Ca_25957.1|sca superfamily 255867 185 260 5.30899e-06 45.04 cl10951 Tmemb_185A superfamily  - 

Q#2363 - >Ca_25975.1|sca specific 237985 121 166 3.52891e-12 58.4371 cd00018 AP2 cl00033

Q#2363 - >Ca_25975.1|sca superfamily 260146 121 166 3.52891e-12 58.4371 cl00033 AP2 superfamily  - 

Q#2363 - >Ca_25975.1|sca superfamily 260146 67 91 2.71539e-07 44.9485 cl00033 AP2 superfamily  - 

Q#2364 - >Ca_25986.1|sca specific 254387 399 566 4.22582e-94 299.757 pfam07727 RVT_2 cl06662

Q#2364 - >Ca_25986.1|sca superfamily 254387 399 566 4.22582e-94 299.757 cl06662 RVT_2 superfamily  - 

Q#2364 - >Ca_25986.1|sca specific 258228 84 132 1.01669e-10 59.2928 pfam13976 gag_pre-integrs cl16514

Q#2364 - >Ca_25986.1|sca superfamily 258228 84 132 1.01669e-10 59.2928 cl16514 gag_pre-integrs superfamily  - 

Q#2364 - >Ca_25986.1|sca specific 250040 145 221 1.22037e-09 56.9581 pfam00665 rve cl21549

Q#2364 - >Ca_25986.1|sca superfamily 276355 145 221 1.22037e-09 56.9581 cl21549 rve superfamily  - 

Q#2365 - >Ca_25989.1|sca superfamily 260527 1 185 9.32532e-43 142.939 cl00607 PUA superfamily  - 

Q#2371 - >Ca_26004.1|sca specific 258215 3 83 3.55763e-23 88.5384 pfam13963 Transpos_assoc cl16504

Q#2371 - >Ca_26004.1|sca superfamily 258215 3 83 3.55763e-23 88.5384 cl16504 Transpos_assoc superfamily  - 

Q#2374 - >Ca_26015.1|sca multi-dom 185628 153 306 0.004247 37.747 PTZ00449 PTZ00449  - 

Q#2375 - >Ca_26021.1|sca multi-dom 185575 1 74 1.70717e-17 75.1927 PTZ00361 PTZ00361  - 

Q#2378 - >Ca_26028.1|sca superfamily 252919 18 70 0.00569504 35.7468 cl20284 NMD3 superfamily  - 

Q#2378 - >Ca_26028.1|sca multi-dom 224416 17 224 2.02333e-07 50.08 COG1499 NMD3  - 

Q#2381 - >Ca_26035.1|sca specific 99751 61 115 5.898e-15 65.6445 cd06257 DnaJ cl02542

Q#2381 - >Ca_26035.1|sca superfamily 271590 61 115 5.898e-15 65.6445 cl02542 DnaJ superfamily  - 

Q#2383 - >Ca_26047.1|sca specific 253443 13 287 3.09746e-61 197.184 pfam05890 Ebp2 cl05454

Q#2383 - >Ca_26047.1|sca superfamily 253443 13 287 3.09746e-61 197.184 cl05454 Ebp2 superfamily  - 

Q#2386 - >Ca_26056.1|sca superfamily 253334 1 73 1.13919e-16 70.9541 cl05325 BCAS2 superfamily  - 

Q#2387 - >Ca_26058.1|sca superfamily 267999 11 68 0.00899345 34.6765 cl19646 DUF4138 superfamily  - 
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Q#2388 - >Ca_26060.1|sca multi-dom 258434 10 106 2.53535e-23 93.1866 pfam14244 UBN2_3  - 

Q#2391 - >Ca_26089.1|sca specific 260004 402 540 4.05467e-78 244.685 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2391 - >Ca_26089.1|sca superfamily 271754 402 540 4.05467e-78 244.685 cl14782 RNase_H_like superfamily  - 

Q#2391 - >Ca_26089.1|sca specific 254387 92 320 1.32807e-128 379.108 pfam07727 RVT_2 cl06662

Q#2391 - >Ca_26089.1|sca superfamily 254387 92 320 1.32807e-128 379.108 cl06662 RVT_2 superfamily  - 

Q#2399 - >Ca_26112.1|sca superfamily 256046 1 66 3.92438e-06 43.9224 cl11168 PMD superfamily  - 

Q#2401 - >Ca_26116.1|sca superfamily 252133 71 170 6.26507e-11 57.3485 cl04237 Retrotrans_gag superfamily  - 

Q#2405 - >Ca_26152.1|sca superfamily 275927 57 266 2.80596e-26 104.652 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2408 - >Ca_26163.1|sca specific 238825 623 753 4.51624e-62 207.448 cd01647 RT_LTR cl02808

Q#2408 - >Ca_26163.1|sca superfamily 261455 623 753 4.51624e-62 207.448 cl02808 RT_like superfamily  - 

Q#2408 - >Ca_26163.1|sca specific 133136 416 503 1.11908e-17 79.6879 cd00303 retropepsin_like cl11403

Q#2408 - >Ca_26163.1|sca superfamily 275927 416 503 1.11908e-17 79.6879 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2408 - >Ca_26163.1|sca specific 252133 154 253 1.14707e-12 65.4377 pfam03732 Retrotrans_gag cl04237

Q#2408 - >Ca_26163.1|sca superfamily 252133 154 253 1.14707e-12 65.4377 cl04237 Retrotrans_gag superfamily  - 

Q#2408 - >Ca_26163.1|sca specific 189387 359 376 0.000990351 37.8189 pfam00098 zf-CCHC cl22700

Q#2408 - >Ca_26163.1|sca superfamily 276654 359 376 0.000990351 37.8189 cl22700 zf-CCHC superfamily  - 

Q#2408 - >Ca_26163.1|sca multi-dom 249567 640 744 2.65916e-18 83.9194 pfam00078 RVT_1  - 

Q#2408 - >Ca_26163.1|sca multi-dom 173561 341 420 9.96651e-09 54.4276 PTZ00368 PTZ00368  - 

Q#2410 - >Ca_26166.1|sca specific 255575 85 122 1.71592e-06 43.1941 pfam09811 Yae1_N cl10784

Q#2410 - >Ca_26166.1|sca superfamily 255575 85 122 1.71592e-06 43.1941 cl10784 Yae1_N superfamily  - 

Q#2411 - >Ca_26170.1|sca superfamily 276335 3 219 3.66059e-54 181.794 cl21512 Glycos_transf_1 superfamily  - 

Q#2415 - >Ca_26183.1|sca superfamily 261228 1 91 7.88538e-37 130.738 cl02262 UPF0261 superfamily  - 

Q#2416 - >Ca_26184.1|sca superfamily 251669 47 145 2.90941e-11 58.58 cl03830 Transposase_24 superfamily  - 

Q#2417 - >Ca_26185.1|sca superfamily 256046 1 85 0.00772976 36.2184 cl11168 PMD superfamily  - 

Q#2420 - >Ca_26196.1|sca specific 133136 362 449 1.46399e-17 79.6879 cd00303 retropepsin_like cl11403

Q#2420 - >Ca_26196.1|sca superfamily 275927 362 449 1.46399e-17 79.6879 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2420 - >Ca_26196.1|sca specific 252133 100 199 1.75392e-12 65.0525 pfam03732 Retrotrans_gag cl04237

Q#2420 - >Ca_26196.1|sca superfamily 252133 100 199 1.75392e-12 65.0525 cl04237 Retrotrans_gag superfamily  - 

Q#2420 - >Ca_26196.1|sca specific 189387 305 322 0.000378053 39.3597 pfam00098 zf-CCHC cl22700

Q#2420 - >Ca_26196.1|sca superfamily 276654 305 322 0.000378053 39.3597 cl22700 zf-CCHC superfamily  - 

Q#2420 - >Ca_26196.1|sca multi-dom 173561 287 366 6.31536e-10 58.2796 PTZ00368 PTZ00368  - 

Q#2423 - >Ca_26220.1|sca specific 238825 495 629 1.94456e-49 174.706 cd01647 RT_LTR cl02808

Q#2423 - >Ca_26220.1|sca superfamily 261455 495 629 1.94456e-49 174.706 cl02808 RT_like superfamily  - 

Q#2423 - >Ca_26220.1|sca specific 260006 651 758 2.29292e-42 152.262 cd09274 RNase_HI_RT_Ty3 cl14782

Q#2423 - >Ca_26220.1|sca superfamily 271754 651 758 2.29292e-42 152.262 cl14782 RNase_H_like superfamily  - 

Q#2423 - >Ca_26220.1|sca specific 133136 228 317 9.48406e-15 71.984 cd00303 retropepsin_like cl11403
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Q#2423 - >Ca_26220.1|sca superfamily 275927 228 317 9.48406e-15 71.984 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2423 - >Ca_26220.1|sca specific 250040 887 1000 2.19972e-16 77.3736 pfam00665 rve cl21549

Q#2423 - >Ca_26220.1|sca superfamily 276355 887 1000 2.19972e-16 77.3736 cl21549 rve superfamily  - 

Q#2423 - >Ca_26220.1|sca superfamily 252133 22 58 0.000997008 38.8589 cl04237 Retrotrans_gag superfamily  - 

Q#2423 - >Ca_26220.1|sca multi-dom 249567 510 629 6.50462e-13 68.5114 pfam00078 RVT_1  - 

Q#2424 - >Ca_26223.1|sca specific 258478 1 148 2.33113e-56 175.45 pfam14299 PP2 cl16784

Q#2424 - >Ca_26223.1|sca superfamily 258478 1 148 2.33113e-56 175.45 cl16784 PP2 superfamily  - 

Q#2426 - >Ca_26232.1|sca specific 260004 420 475 2.39782e-24 97.9241 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2426 - >Ca_26232.1|sca superfamily 271754 420 475 2.39782e-24 97.9241 cl14782 RNase_H_like superfamily  - 

Q#2426 - >Ca_26232.1|sca specific 258415 74 190 5.62728e-36 129.615 pfam14223 UBN2 cl15874

Q#2426 - >Ca_26232.1|sca superfamily 265821 74 190 5.62728e-36 129.615 cl15874 UBN2 superfamily  - 

Q#2426 - >Ca_26232.1|sca superfamily 254387 352 412 4.29393e-29 114.091 cl06662 RVT_2 superfamily  - 

Q#2429 - >Ca_26249.1|sca specific 250720 21 154 2.05068e-39 132.798 pfam01582 TIR cl22462

Q#2429 - >Ca_26249.1|sca superfamily 250720 21 154 2.05068e-39 132.798 cl22462 TIR superfamily  - 

Q#2430 - >Ca_26250.1|sca superfamily 276192 31 65 8.54141e-13 60.2404 cl17169 RRM_SF superfamily  - 

Q#2430 - >Ca_26250.1|sca multi-dom 258445 32 95 0.00513043 32.9238 pfam14259 RRM_6  - 

Q#2433 - >Ca_26266.1|sca superfamily 252133 131 205 2.53625e-07 46.1777 cl04237 Retrotrans_gag superfamily  - 

Q#2434 - >Ca_26267.1|sca superfamily 251922 32 75 8.09427e-15 64.8664 cl04048 Ist1 superfamily  - 

Q#2435 - >Ca_26280.1|sca specific 253297 8 68 9.59881e-17 70.0526 pfam05641 Agenet cl02573

Q#2435 - >Ca_26280.1|sca superfamily 275771 8 68 9.59881e-17 70.0526 cl02573 TUDOR superfamily  - 

Q#2435 - >Ca_26280.1|sca superfamily 275771 80 133 4.2824e-06 40.7701 cl02573 TUDOR superfamily  - 

Q#2436 - >Ca_26291.1|sca specific 238213 48 106 1.54013e-17 71.7654 cd00353 Ribosomal_S15p_S13e cl00349

Q#2436 - >Ca_26291.1|sca superfamily 260373 48 106 1.54013e-17 71.7654 cl00349 S15_NS1_EPRS_RNA-bind superfamily  - 

Q#2438 - >Ca_26301.1|sca superfamily 263558 87 135 2.68701e-12 61.9023 cl08270 Peptidase_S10 superfamily  - 

Q#2440 - >Ca_26314.1|sca specific 133136 328 415 3.36922e-16 73.91 cd00303 retropepsin_like cl11403

Q#2440 - >Ca_26314.1|sca superfamily 275927 328 415 3.36922e-16 73.91 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2440 - >Ca_26314.1|sca specific 252133 66 165 1.71091e-12 63.5117 pfam03732 Retrotrans_gag cl04237

Q#2440 - >Ca_26314.1|sca superfamily 252133 66 165 1.71091e-12 63.5117 cl04237 Retrotrans_gag superfamily  - 

Q#2440 - >Ca_26314.1|sca specific 189387 271 288 5.29682e-05 40.9005 pfam00098 zf-CCHC cl22700

Q#2440 - >Ca_26314.1|sca superfamily 276654 271 288 5.29682e-05 40.9005 cl22700 zf-CCHC superfamily  - 

Q#2441 - >Ca_26315.1|sca superfamily 276301 11 156 3.63549e-39 138.443 cl21457 TIM_phosphate_binding superfamily  - 

Q#2443 - >Ca_26321.1|sca superfamily 254387 84 169 4.28012e-33 118.713 cl06662 RVT_2 superfamily  - 

Q#2445 - >Ca_26325.1|sca multi-dom 234750 82 140 0.00311866 35.958 PRK00409 PRK00409  - 

Q#2446 - >Ca_26327.1|sca superfamily 242911 3 206 2.62099e-104 305.306 cl02160 Rcd1 superfamily  - 

Q#2447 - >Ca_26329.1|sca specific 258213 19 47 4.43549e-05 36.635 pfam13961 DUF4219 cl22382

Q#2447 - >Ca_26329.1|sca superfamily 258213 19 47 4.43549e-05 36.635 cl22382 DUF4219 superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#2449 - >Ca_26336.1|sca superfamily 191258 18 106 0.00301338 37.6974 cl05080 CSF-1 superfamily  - 

Q#2450 - >Ca_26337.1|sca multi-dom 237862 32 101 0.000600283 39.9461 PRK14948 PRK14948  - 

Q#2452 - >Ca_26347.1|sca superfamily 252133 89 158 6.5651e-05 38.4737 cl04237 Retrotrans_gag superfamily  - 

Q#2453 - >Ca_26349.1|sca specific 260004 24 114 2.13436e-38 128.355 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2453 - >Ca_26349.1|sca superfamily 271754 24 114 2.13436e-38 128.355 cl14782 RNase_H_like superfamily  - 

Q#2455 - >Ca_26379.1|sca superfamily 271848 2 206 1.258e-31 119.181 cl19241 Condensation superfamily  - 

Q#2458 - >Ca_26382.1|sca specific 238088 38 130 5.52874e-10 54.1189 cd00156 REC cl19078

Q#2458 - >Ca_26382.1|sca superfamily 271833 38 130 5.52874e-10 54.1189 cl19078 REC superfamily  - 

Q#2458 - >Ca_26382.1|sca superfamily 271918 169 221 1.47554e-13 62.8065 cl21498 SANT superfamily  - 

Q#2459 - >Ca_26384.1|sca superfamily 275476 17 86 1.58223e-23 88.9066 cl00155 UBQ superfamily  - 

Q#2459 - >Ca_26384.1|sca specific 251140 85 142 1.71367e-09 50.6827 pfam02179 BAG cl02539

Q#2459 - >Ca_26384.1|sca superfamily 261331 85 142 1.71367e-09 50.6827 cl02539 BAG superfamily  - 

Q#2460 - >Ca_26387.1|sca multi-dom 203922 14 134 0.00231799 35.5094 pfam08377 MAP2_projctn  - 

Q#2464 - >Ca_26411.1|sca specific 252958 117 218 5.5668e-27 102.495 pfam05033 Pre-SET cl02622

Q#2464 - >Ca_26411.1|sca superfamily 261377 117 218 5.5668e-27 102.495 cl02622 Pre-SET superfamily  - 

Q#2464 - >Ca_26411.1|sca specific 214614 226 296 2.70503e-13 65.0483 smart00317 SET cl02566

Q#2464 - >Ca_26411.1|sca superfamily 261347 226 296 2.70503e-13 65.0483 cl02566 SET superfamily  - 

Q#2464 - >Ca_26411.1|sca superfamily 261375 31 91 2.09722e-10 57.2625 cl02620 SAD_SRA superfamily  - 

Q#2466 - >Ca_26420.1|sca superfamily 254730 198 278 4.18102e-06 45.0021 cl07077 WLM superfamily  - 

Q#2468 - >Ca_26430.1|sca superfamily 271500 3 152 6.0312e-26 99.6748 cl00549 ABC_membrane superfamily  - 

Q#2468 - >Ca_26430.1|sca multi-dom 224055 2 152 5.01559e-18 79.7802 COG1132 MdlB  - 

Q#2469 - >Ca_26432.1|sca specific 176228 2 184 3.73335e-53 173.941 cd08267 MDR1 cl16912

Q#2469 - >Ca_26432.1|sca superfamily 276140 2 184 3.73335e-53 173.941 cl16912 MDR superfamily  - 

Q#2469 - >Ca_26432.1|sca multi-dom 223677 6 171 2.77658e-27 105.122 COG0604 Qor  - 

Q#2470 - >Ca_26433.1|sca superfamily 265821 6 48 7.44703e-06 40.6337 cl15874 UBN2 superfamily  - 

Q#2472 - >Ca_26439.1|sca specific 260004 165 220 6.55365e-31 112.176 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2472 - >Ca_26439.1|sca superfamily 271754 165 220 6.55365e-31 112.176 cl14782 RNase_H_like superfamily  - 

Q#2473 - >Ca_26440.1|sca specific 250692 169 198 2.80387e-05 39.3593 pfam01535 PPR cl03252

Q#2473 - >Ca_26440.1|sca superfamily 275791 169 198 2.80387e-05 39.3593 cl03252 PPR superfamily  - 

Q#2473 - >Ca_26440.1|sca specific 250692 68 98 5.74238e-05 38.5889 pfam01535 PPR cl03252

Q#2473 - >Ca_26440.1|sca superfamily 275791 68 98 5.74238e-05 38.5889 cl03252 PPR superfamily  - 

Q#2477 - >Ca_26451.1|sca superfamily 252344 100 149 1.22697e-08 52.6354 cl04384 DUF383 superfamily  - 

Q#2477 - >Ca_26451.1|sca specific 250181 213 262 5.25194e-06 43.6411 pfam00856 SET cl02566

Q#2477 - >Ca_26451.1|sca superfamily 261347 213 262 5.25194e-06 43.6411 cl02566 SET superfamily  - 

Q#2480 - >Ca_26480.1|sca multi-dom 165564 282 441 3.61129e-05 45.2298 PHA03309 PHA03309  - 

Q#2481 - >Ca_26486.1|sca superfamily 272138 7 80 3.21147e-27 103.802 cl21718 RNA_pol_B_RPB2 superfamily  - 
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Q#2483 - >Ca_26504.1|sca specific 202502 175 397 1.64462e-118 352.719 pfam02992 Transposase_21 cl03823

Q#2483 - >Ca_26504.1|sca superfamily 202502 175 397 1.64462e-118 352.719 cl03823 Transposase_21 superfamily  - 

Q#2483 - >Ca_26504.1|sca superfamily 206130 534 568 7.30661e-05 41.4203 cl16501 DUF4218 superfamily  - 

Q#2489 - >Ca_26522.1|sca superfamily 253459 43 83 1.33684e-07 46.9961 cl05469 Mitovir_RNA_pol superfamily  - 

Q#2491 - >Ca_26527.1|sca specific 250208 21 253 1.48066e-78 239.844 pfam00891 Methyltransf_2 cl17173

Q#2491 - >Ca_26527.1|sca superfamily 276194 21 253 1.48066e-78 239.844 cl17173 AdoMet_MTases superfamily  - 

Q#2493 - >Ca_26536.1|sca specific 238093 128 175 1.39723e-08 47.8256 cd00162 RING cl17238

Q#2493 - >Ca_26536.1|sca superfamily 276201 128 175 1.39723e-08 47.8256 cl17238 RING superfamily  - 

Q#2493 - >Ca_26536.1|sca multi-dom 257215 128 172 9.32542e-10 51.6687 pfam12678 zf-rbx1  - 

Q#2497 - >Ca_26542.1|sca specific 260004 86 224 2.18716e-76 230.048 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2497 - >Ca_26542.1|sca superfamily 271754 86 224 2.18716e-76 230.048 cl14782 RNase_H_like superfamily  - 

Q#2498 - >Ca_26543.1|sca superfamily 252133 97 171 3.5442e-08 47.7185 cl04237 Retrotrans_gag superfamily  - 

Q#2499 - >Ca_26546.1|sca superfamily 276020 1 181 2.60172e-60 197.341 cl12078 p450 superfamily  - 

Q#2503 - >Ca_26568.1|sca superfamily 254387 118 247 9.9855e-80 242.362 cl06662 RVT_2 superfamily  - 

Q#2504 - >Ca_26569.1|sca superfamily 256046 3 81 8.62494e-15 67.0344 cl11168 PMD superfamily  - 

Q#2508 - >Ca_26578.1|sca specific 260004 434 542 8.85622e-46 161.482 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2508 - >Ca_26578.1|sca superfamily 271754 434 542 8.85622e-46 161.482 cl14782 RNase_H_like superfamily  - 

Q#2508 - >Ca_26578.1|sca specific 254387 107 352 4.4693e-135 406.457 pfam07727 RVT_2 cl06662

Q#2508 - >Ca_26578.1|sca superfamily 254387 107 352 4.4693e-135 406.457 cl06662 RVT_2 superfamily  - 

Q#2509 - >Ca_26579.1|sca specific 273253 176 210 2.14633e-07 46.6795 TIGR00756 PPR cl03252

Q#2509 - >Ca_26579.1|sca superfamily 275791 176 210 2.14633e-07 46.6795 cl03252 PPR superfamily  - 

Q#2509 - >Ca_26579.1|sca specific 250692 74 103 8.06898e-05 39.3593 pfam01535 PPR cl03252

Q#2509 - >Ca_26579.1|sca superfamily 275791 74 103 8.06898e-05 39.3593 cl03252 PPR superfamily  - 

Q#2509 - >Ca_26579.1|sca multi-dom 257477 143 185 0.0011981 36.2266 pfam13041 PPR_2  - 

Q#2509 - >Ca_26579.1|sca multi-dom 257477 175 220 9.42368e-09 50.8642 pfam13041 PPR_2  - 

Q#2515 - >Ca_26595.1|sca superfamily 252133 100 174 3.36241e-10 55.8077 cl04237 Retrotrans_gag superfamily  - 

Q#2515 - >Ca_26595.1|sca specific 189387 264 280 0.00164553 35.5077 pfam00098 zf-CCHC cl22700

Q#2515 - >Ca_26595.1|sca superfamily 276654 264 280 0.00164553 35.5077 cl22700 zf-CCHC superfamily  - 

Q#2519 - >Ca_26603.1|sca superfamily 271411 1 114 6.17901e-38 134.725 cl00042 CASc superfamily  - 

Q#2523 - >Ca_26626.1|sca specific 238825 254 408 4.99393e-85 259.45 cd01647 RT_LTR cl02808

Q#2523 - >Ca_26626.1|sca superfamily 261455 254 408 4.99393e-85 259.45 cl02808 RT_like superfamily  - 

Q#2523 - >Ca_26626.1|sca specific 133136 47 134 1.14513e-16 74.6804 cd00303 retropepsin_like cl11403

Q#2523 - >Ca_26626.1|sca superfamily 275927 47 134 1.14513e-16 74.6804 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2523 - >Ca_26626.1|sca multi-dom 249567 271 406 3.71197e-30 115.121 pfam00078 RVT_1  - 

Q#2525 - >Ca_26628.1|sca superfamily 252133 1 94 5.60437e-12 58.1189 cl04237 Retrotrans_gag superfamily  - 

Q#2528 - >Ca_26635.1|sca specific 260004 79 217 2.05125e-78 234.67 cd09272 RNase_HI_RT_Ty1 cl14782
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Q#2528 - >Ca_26635.1|sca superfamily 271754 79 217 2.05125e-78 234.67 cl14782 RNase_H_like superfamily  - 

Q#2529 - >Ca_26651.1|sca specific 238875 1 258 8.05838e-89 269.485 cd01837 SGNH_plant_lipase_like cl01053

Q#2529 - >Ca_26651.1|sca superfamily 260768 1 258 8.05838e-89 269.485 cl01053 SGNH_hydrolase superfamily  - 

Q#2532 - >Ca_26661.1|sca specific 260004 59 173 5.44216e-54 182.668 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2532 - >Ca_26661.1|sca superfamily 271754 59 173 5.44216e-54 182.668 cl14782 RNase_H_like superfamily  - 

Q#2533 - >Ca_26662.1|sca superfamily 271701 1 40 4.35736e-12 61.46 cl10459 Peptidases_S8_S53 superfamily  - 

Q#2535 - >Ca_26678.1|sca superfamily 256046 3 59 1.29365e-12 62.412 cl11168 PMD superfamily  - 

Q#2536 - >Ca_26680.1|sca superfamily 249757 297 414 1.79157e-36 140.267 cl09510 Lipoxygenase superfamily  - 

Q#2537 - >Ca_26681.1|sca superfamily 276326 33 57 1.89722e-05 41.0005 cl21494 Esterase_lipase superfamily  - 

Q#2537 - >Ca_26681.1|sca multi-dom 215216 2 233 9.40043e-108 317.079 PLN02385 PLN02385  - 

Q#2538 - >Ca_26682.1|sca specific 238083 17 156 9.89483e-25 98.1674 cd00143 PP2Cc cl00120

Q#2538 - >Ca_26682.1|sca superfamily 260203 17 156 9.89483e-25 98.1674 cl00120 PP2Cc superfamily  - 

Q#2539 - >Ca_26688.1|sca superfamily 276192 9 78 4.11539e-27 95.9179 cl17169 RRM_SF superfamily  - 

Q#2539 - >Ca_26688.1|sca multi-dom 214636 9 78 2.45672e-24 88.8047 smart00360 RRM  - 

Q#2540 - >Ca_26691.1|sca specific 260004 136 269 8.47877e-72 230.433 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2540 - >Ca_26691.1|sca superfamily 271754 136 269 8.47877e-72 230.433 cl14782 RNase_H_like superfamily  - 

Q#2540 - >Ca_26691.1|sca superfamily 254387 1 99 2.96967e-56 192.286 cl06662 RVT_2 superfamily  - 

Q#2543 - >Ca_26712.1|sca superfamily 202502 154 181 5.34265e-10 57.6558 cl03823 Transposase_21 superfamily  - 

Q#2544 - >Ca_26713.1|sca superfamily 252133 73 172 8.87429e-12 60.4301 cl04237 Retrotrans_gag superfamily  - 

Q#2544 - >Ca_26713.1|sca specific 189387 250 265 0.000114591 38.9745 pfam00098 zf-CCHC cl22700

Q#2544 - >Ca_26713.1|sca superfamily 276654 250 265 0.000114591 38.9745 cl22700 zf-CCHC superfamily  - 

Q#2547 - >Ca_26721.1|sca specific 252133 100 199 3.12811e-13 63.8969 pfam03732 Retrotrans_gag cl04237

Q#2547 - >Ca_26721.1|sca superfamily 252133 100 199 3.12811e-13 63.8969 cl04237 Retrotrans_gag superfamily  - 

Q#2549 - >Ca_26727.1|sca specific 206651 22 220 3.1041e-79 241.285 cd01852 AIG1 cl21455

Q#2549 - >Ca_26727.1|sca superfamily 276299 22 220 3.1041e-79 241.285 cl21455 ABC_ATPase superfamily  - 

Q#2554 - >Ca_26754.1|sca specific 238166 3 85 2.13116e-26 97.3307 cd00266 MADS_SRF_like cl00109

Q#2554 - >Ca_26754.1|sca superfamily 241616 3 85 2.13116e-26 97.3307 cl00109 MADS superfamily  - 

Q#2555 - >Ca_26755.1|sca specific 238166 3 85 2.11753e-29 105.805 cd00266 MADS_SRF_like cl00109

Q#2555 - >Ca_26755.1|sca superfamily 241616 3 85 2.11753e-29 105.805 cl00109 MADS superfamily  - 

Q#2556 - >Ca_26761.1|sca multi-dom 223021 203 349 7.23266e-05 44.1589 PHA03247 PHA03247  - 

Q#2557 - >Ca_26770.1|sca superfamily 275633 1 87 1.27062e-17 75.8907 cl00600 Ribosomal_L7Ae superfamily  - 

Q#2558 - >Ca_26772.1|sca superfamily 254533 6 53 0.006492 36.8522 cl20352 DUF1682 superfamily  - 

Q#2559 - >Ca_26784.1|sca superfamily 271701 85 144 7.08635e-17 77.2532 cl10459 Peptidases_S8_S53 superfamily  - 

Q#2561 - >Ca_26794.1|sca superfamily 190526 94 133 2.5924e-05 38.3526 cl07846 DBD_Tnp_Mut superfamily  - 

Q#2562 - >Ca_26796.1|sca superfamily 276263 129 193 8.48414e-07 46.9688 cl19514 FBA_1 superfamily  - 

Q#2563 - >Ca_26797.1|sca superfamily 252133 81 174 7.05988e-11 56.1929 cl04237 Retrotrans_gag superfamily  - 
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Q#2565 - >Ca_26805.1|sca multi-dom 223533 8 190 0.000238961 39.8293 COG0457 NrfG  - 

Q#2571 - >Ca_26822.1|sca superfamily 147759 217 361 0.00423839 38.0672 cl21892 ECM1 superfamily  - 

Q#2573 - >Ca_26834.1|sca superfamily 261455 155 216 3.60691e-12 61.98 cl02808 RT_like superfamily  - 

Q#2575 - >Ca_26839.1|sca multi-dom 223079 160 212 0.00403141 36.4646 PHA03419 PHA03419  - 

Q#2577 - >Ca_26853.1|sca specific 257351 167 200 3.62894e-09 50.8109 pfam12854 PPR_1 cl03252

Q#2577 - >Ca_26853.1|sca superfamily 275791 167 200 3.62894e-09 50.8109 cl03252 PPR superfamily  - 

Q#2577 - >Ca_26853.1|sca specific 257351 39 70 3.23353e-07 45.8033 pfam12854 PPR_1 cl03252

Q#2577 - >Ca_26853.1|sca superfamily 275791 39 70 3.23353e-07 45.8033 cl03252 PPR superfamily  - 

Q#2577 - >Ca_26853.1|sca specific 257351 132 164 5.09825e-06 42.3365 pfam12854 PPR_1 cl03252

Q#2577 - >Ca_26853.1|sca superfamily 275791 132 164 5.09825e-06 42.3365 cl03252 PPR superfamily  - 

Q#2577 - >Ca_26853.1|sca specific 257351 202 233 3.75385e-05 40.0253 pfam12854 PPR_1 cl03252

Q#2577 - >Ca_26853.1|sca superfamily 275791 202 233 3.75385e-05 40.0253 cl03252 PPR superfamily  - 

Q#2577 - >Ca_26853.1|sca specific 273253 11 45 0.00045247 36.6643 TIGR00756 PPR cl03252

Q#2577 - >Ca_26853.1|sca superfamily 275791 11 45 0.00045247 36.6643 cl03252 PPR superfamily  - 

Q#2577 - >Ca_26853.1|sca multi-dom 257477 136 185 2.79293e-17 73.2058 pfam13041 PPR_2  - 

Q#2577 - >Ca_26853.1|sca multi-dom 257477 171 219 4.83678e-15 67.0426 pfam13041 PPR_2  - 

Q#2577 - >Ca_26853.1|sca multi-dom 257477 207 254 1.05162e-14 66.2722 pfam13041 PPR_2  - 

Q#2577 - >Ca_26853.1|sca multi-dom 257477 8 56 2.04899e-12 60.109 pfam13041 PPR_2  - 

Q#2577 - >Ca_26853.1|sca multi-dom 257477 79 149 1.4543e-10 55.1014 pfam13041 PPR_2  - 

Q#2578 - >Ca_26860.1|sca specific 211390 95 209 1.10561e-15 70.6922 cd11378 DUF296 cl00720

Q#2578 - >Ca_26860.1|sca superfamily 260588 95 209 1.10561e-15 70.6922 cl00720 DUF296 superfamily  - 

Q#2579 - >Ca_26862.1|sca superfamily 256046 9 145 9.29148e-21 85.524 cl11168 PMD superfamily  - 

Q#2581 - >Ca_26870.1|sca multi-dom 223021 107 265 2.84966e-05 44.9293 PHA03247 PHA03247  - 

Q#2584 - >Ca_26883.1|sca specific 258415 104 223 3.68623e-34 127.689 pfam14223 UBN2 cl15874

Q#2584 - >Ca_26883.1|sca superfamily 265821 104 223 3.68623e-34 127.689 cl15874 UBN2 superfamily  - 

Q#2584 - >Ca_26883.1|sca specific 258213 19 47 0.000789178 38.1758 pfam13961 DUF4219 cl22382

Q#2584 - >Ca_26883.1|sca superfamily 258213 19 47 0.000789178 38.1758 cl22382 DUF4219 superfamily  - 

Q#2584 - >Ca_26883.1|sca specific 189387 294 311 0.00619724 35.8929 pfam00098 zf-CCHC cl22700

Q#2584 - >Ca_26883.1|sca superfamily 276654 294 311 0.00619724 35.8929 cl22700 zf-CCHC superfamily  - 

Q#2585 - >Ca_26885.1|sca multi-dom 273731 34 220 2.74165e-32 123.976 TIGR01647 Plasma_membrane_ATPase  - 

Q#2587 - >Ca_26895.1|sca superfamily 275753 68 281 1.94318e-82 253.303 cl01911 Pectinesterase superfamily  - 

Q#2589 - >Ca_26903.1|sca superfamily 275485 1 71 0.00796187 37.1745 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#2593 - >Ca_26922.1|sca specific 252648 160 284 1.59869e-38 134.085 pfam04520 Senescence_reg cl04561

Q#2593 - >Ca_26922.1|sca superfamily 252648 160 284 1.59869e-38 134.085 cl04561 Senescence_reg superfamily  - 

Q#2593 - >Ca_26922.1|sca superfamily 259367 65 121 0.00874688 34.8403 cl21095 SYCE1 superfamily  - 

Q#2594 - >Ca_26924.1|sca specific 240687 17 90 1.63356e-46 146.607 cd12241 RRM_SF3B14 cl17169
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Q#2594 - >Ca_26924.1|sca superfamily 276192 17 90 1.63356e-46 146.607 cl17169 RRM_SF superfamily  - 

Q#2594 - >Ca_26924.1|sca multi-dom 214636 20 86 1.09533e-16 69.5447 smart00360 RRM  - 

Q#2596 - >Ca_26932.1|sca superfamily 256046 4 171 2.94281e-54 177.587 cl11168 PMD superfamily  - 

Q#2598 - >Ca_26938.1|sca specific 238825 257 406 1.48246e-79 247.509 cd01647 RT_LTR cl02808

Q#2598 - >Ca_26938.1|sca superfamily 261455 257 406 1.48246e-79 247.509 cl02808 RT_like superfamily  - 

Q#2598 - >Ca_26938.1|sca specific 133136 50 137 2.3387e-16 74.6804 cd00303 retropepsin_like cl11403

Q#2598 - >Ca_26938.1|sca superfamily 275927 50 137 2.3387e-16 74.6804 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2598 - >Ca_26938.1|sca multi-dom 249567 274 409 7.06969e-29 112.039 pfam00078 RVT_1  - 

Q#2599 - >Ca_26939.1|sca superfamily 252133 66 165 1.14986e-10 56.1929 cl04237 Retrotrans_gag superfamily  - 

Q#2600 - >Ca_26940.1|sca superfamily 275485 36 105 0.00675498 36.4041 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#2602 - >Ca_26948.1|sca superfamily 276298 70 150 2.41831e-32 116.779 cl21454 SDR superfamily  - 

Q#2602 - >Ca_26948.1|sca superfamily 261368 1 63 4.22797e-23 89.0408 cl02608 BAH superfamily  - 

Q#2603 - >Ca_26950.1|sca specific 100107 11 90 7.0088e-07 44.3431 cd02440 AdoMet_MTases cl17173

Q#2603 - >Ca_26950.1|sca superfamily 276194 11 90 7.0088e-07 44.3431 cl17173 AdoMet_MTases superfamily  - 

Q#2604 - >Ca_26951.1|sca multi-dom 223021 35 225 0.00241462 39.9217 PHA03247 PHA03247  - 

Q#2605 - >Ca_26959.1|sca specific 260004 215 353 4.13687e-76 244.3 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2605 - >Ca_26959.1|sca superfamily 271754 215 353 4.13687e-76 244.3 cl14782 RNase_H_like superfamily  - 

Q#2605 - >Ca_26959.1|sca superfamily 254387 79 176 1.02168e-51 180.73 cl06662 RVT_2 superfamily  - 

Q#2606 - >Ca_26978.1|sca superfamily 252133 100 199 1.81007e-12 60.4301 cl04237 Retrotrans_gag superfamily  - 

Q#2607 - >Ca_26983.1|sca specific 249634 44 143 1.84425e-18 76.1339 pfam00153 Mito_carr cl02813

Q#2607 - >Ca_26983.1|sca superfamily 249634 44 143 1.84425e-18 76.1339 cl02813 Mito_carr superfamily  - 

Q#2611 - >Ca_27002.1|sca specific 260004 39 90 2.77563e-21 89.4497 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2611 - >Ca_27002.1|sca superfamily 271754 39 90 2.77563e-21 89.4497 cl14782 RNase_H_like superfamily  - 

Q#2615 - >Ca_27018.1|sca superfamily 268115 42 70 1.55357e-08 48.8329 cl19762 RNB superfamily  - 

Q#2616 - >Ca_27024.1|sca multi-dom 183854 290 378 0.000239386 41.9273 PRK13042 PRK13042  - 

Q#2622 - >Ca_27040.1|sca specific 239089 172 237 2.49557e-18 76.7463 cd02396 PCBP_like_KH cl00098

Q#2622 - >Ca_27040.1|sca superfamily 275471 172 237 2.49557e-18 76.7463 cl00098 KH-I superfamily  - 

Q#2622 - >Ca_27040.1|sca superfamily 275507 39 104 6.30546e-33 123.464 cl00268 class_II_aaRS-like_core superfamily  - 

Q#2622 - >Ca_27040.1|sca superfamily 275471 258 278 0.00151585 35.53 cl00098 KH-I superfamily  - 

Q#2623 - >Ca_27045.1|sca specific 249667 59 210 1.00414e-34 122.002 pfam00190 Cupin_1 cl21464

Q#2623 - >Ca_27045.1|sca superfamily 276307 59 210 1.00414e-34 122.002 cl21464 ABD superfamily  - 

Q#2625 - >Ca_27066.1|sca superfamily 275868 141 189 5.783e-05 39.3262 cl09141 ACT superfamily  - 

Q#2625 - >Ca_27066.1|sca superfamily 275868 29 90 0.00134827 35.4035 cl09141 ACT superfamily  - 

Q#2626 - >Ca_27067.1|sca specific 251346 8 63 8.10264e-08 44.8563 pfam02517 Abi cl00558

Q#2626 - >Ca_27067.1|sca superfamily 271502 8 63 8.10264e-08 44.8563 cl00558 Abi superfamily  - 

Q#2628 - >Ca_27072.1|sca superfamily 276335 5 245 5.3973e-61 200.234 cl21512 Glycos_transf_1 superfamily  - 
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Q#2631 - >Ca_27085.1|sca superfamily 276306 5 53 1.37768e-20 78.6372 cl21463 UBA_like_SF superfamily  - 

Q#2632 - >Ca_27091.1|sca superfamily 244811 5 188 1.81177e-111 324.885 cl07847 RGP superfamily  - 

Q#2636 - >Ca_27105.1|sca specific 273253 122 155 4.98853e-06 44.3683 TIGR00756 PPR cl03252

Q#2636 - >Ca_27105.1|sca superfamily 275791 122 155 4.98853e-06 44.3683 cl03252 PPR superfamily  - 

Q#2636 - >Ca_27105.1|sca specific 273253 444 477 4.98853e-06 44.3683 TIGR00756 PPR cl03252

Q#2636 - >Ca_27105.1|sca superfamily 275791 444 477 4.98853e-06 44.3683 cl03252 PPR superfamily  - 

Q#2636 - >Ca_27105.1|sca multi-dom 215561 91 658 1.16044e-70 246.685 PLN03077 PLN03077  - 

Q#2643 - >Ca_27141.1|sca superfamily 276263 119 273 3.26073e-14 69.3104 cl19514 FBA_1 superfamily  - 

Q#2644 - >Ca_27143.1|sca superfamily 268118 2 255 1.22324e-14 71.7123 cl19765 mTERF superfamily  - 

Q#2650 - >Ca_27167.1|sca superfamily 253337 6 55 7.85663e-13 60.9973 cl05327 Auxin_canalis superfamily  - 

Q#2654 - >Ca_27177.1|sca specific 256046 41 278 2.26673e-64 214.951 pfam10536 PMD cl11168

Q#2654 - >Ca_27177.1|sca superfamily 256046 41 278 2.26673e-64 214.951 cl11168 PMD superfamily  - 

Q#2657 - >Ca_27181.1|sca specific 189387 290 306 6.89262e-05 39.7449 pfam00098 zf-CCHC cl22700

Q#2657 - >Ca_27181.1|sca superfamily 276654 290 306 6.89262e-05 39.7449 cl22700 zf-CCHC superfamily  - 

Q#2657 - >Ca_27181.1|sca specific 197667 270 286 0.00523381 34.3412 smart00343 ZnF_C2HC cl22700

Q#2657 - >Ca_27181.1|sca superfamily 276654 270 286 0.00523381 34.3412 cl22700 zf-CCHC superfamily  - 

Q#2658 - >Ca_27182.1|sca superfamily 252133 72 158 4.01006e-07 46.1777 cl04237 Retrotrans_gag superfamily  - 

Q#2661 - >Ca_27190.1|sca superfamily 260768 34 88 1.47296e-28 105.005 cl01053 SGNH_hydrolase superfamily  - 

Q#2668 - >Ca_27231.1|sca specific 189387 227 244 0.000516225 37.0485 pfam00098 zf-CCHC cl22700

Q#2668 - >Ca_27231.1|sca superfamily 276654 227 244 0.000516225 37.0485 cl22700 zf-CCHC superfamily  - 

Q#2668 - >Ca_27231.1|sca superfamily 252133 96 140 0.000796355 36.9329 cl04237 Retrotrans_gag superfamily  - 

Q#2670 - >Ca_27236.1|sca superfamily 276298 1 130 2.36276e-58 185.83 cl21454 SDR superfamily  - 

Q#2673 - >Ca_27239.1|sca superfamily 252133 118 165 0.000625595 36.9329 cl04237 Retrotrans_gag superfamily  - 

Q#2675 - >Ca_27246.1|sca specific 260004 247 385 5.9884e-75 231.974 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2675 - >Ca_27246.1|sca superfamily 271754 247 385 5.9884e-75 231.974 cl14782 RNase_H_like superfamily  - 

Q#2675 - >Ca_27246.1|sca superfamily 254387 1 165 3.39468e-84 259.696 cl06662 RVT_2 superfamily  - 

Q#2679 - >Ca_27252.1|sca superfamily 271848 1 205 6.6869e-23 98.2272 cl19241 Condensation superfamily  - 

Q#2679 - >Ca_27252.1|sca superfamily 271848 248 382 4.21228e-20 90.138 cl19241 Condensation superfamily  - 

Q#2681 - >Ca_27260.1|sca multi-dom 251763 371 560 3.01296e-05 45.8336 pfam03154 Atrophin-1  - 

Q#2683 - >Ca_27263.1|sca superfamily 264349 72 136 8.21122e-19 80.8452 cl11396 Patatin_and_cPLA2 superfamily  - 

Q#2686 - >Ca_27289.1|sca specific 252133 100 199 2.20795e-13 63.8969 pfam03732 Retrotrans_gag cl04237

Q#2686 - >Ca_27289.1|sca superfamily 252133 100 199 2.20795e-13 63.8969 cl04237 Retrotrans_gag superfamily  - 

Q#2690 - >Ca_27298.1|sca multi-dom 178748 206 412 0.00114448 39.9095 PLN03209 PLN03209  - 

Q#2692 - >Ca_27310.1|sca superfamily 252133 79 177 9.42165e-12 58.5041 cl04237 Retrotrans_gag superfamily  - 

Q#2697 - >Ca_27338.1|sca specific 260004 64 202 6.14599e-73 233.514 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2697 - >Ca_27338.1|sca superfamily 271754 64 202 6.14599e-73 233.514 cl14782 RNase_H_like superfamily  - 
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Q#2699 - >Ca_27345.1|sca specific 258415 1 89 1.68318e-25 97.6432 pfam14223 UBN2 cl15874

Q#2699 - >Ca_27345.1|sca superfamily 265821 1 89 1.68318e-25 97.6432 cl15874 UBN2 superfamily  - 

Q#2699 - >Ca_27345.1|sca specific 258415 70 163 9.60311e-22 87.2428 pfam14223 UBN2 cl15874

Q#2699 - >Ca_27345.1|sca superfamily 265821 70 163 9.60311e-22 87.2428 cl15874 UBN2 superfamily  - 

Q#2700 - >Ca_27346.1|sca specific 133136 300 387 1.59051e-16 75.4508 cd00303 retropepsin_like cl11403

Q#2700 - >Ca_27346.1|sca superfamily 275927 300 387 1.59051e-16 75.4508 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2700 - >Ca_27346.1|sca superfamily 252133 65 164 6.70612e-11 59.2745 cl04237 Retrotrans_gag superfamily  - 

Q#2700 - >Ca_27346.1|sca specific 189387 244 259 0.00102281 37.4337 pfam00098 zf-CCHC cl22700

Q#2700 - >Ca_27346.1|sca superfamily 276654 244 259 0.00102281 37.4337 cl22700 zf-CCHC superfamily  - 

Q#2700 - >Ca_27346.1|sca specific 197667 224 239 0.00919433 34.7264 smart00343 ZnF_C2HC cl22700

Q#2700 - >Ca_27346.1|sca superfamily 276654 224 239 0.00919433 34.7264 cl22700 zf-CCHC superfamily  - 

Q#2703 - >Ca_27350.1|sca superfamily 252884 217 289 0.00112128 40.421 cl15563 Herpes_DNAp_acc superfamily  - 

Q#2706 - >Ca_27360.1|sca superfamily 275737 4 27 0.000926681 36.7557 cl01629 TPP_enzymes superfamily  - 

Q#2708 - >Ca_27369.1|sca multi-dom 223021 225 323 2.62841e-05 45.3145 PHA03247 PHA03247  - 

Q#2711 - >Ca_27375.1|sca superfamily 252133 100 199 2.83954e-10 55.0373 cl04237 Retrotrans_gag superfamily  - 

Q#2712 - >Ca_27379.1|sca superfamily 271660 1 123 8.52118e-26 101.11 cl09326 MATE_like superfamily  - 

Q#2713 - >Ca_27381.1|sca multi-dom 215556 1 117 2.80185e-39 139.932 PLN03064 PLN03064  - 

Q#2721 - >Ca_27408.1|sca superfamily 253639 84 193 3.07252e-17 79.3688 cl20322 Zw10 superfamily  - 

Q#2726 - >Ca_27426.1|sca specific 133136 444 501 5.36502e-06 44.6348 cd00303 retropepsin_like cl11403

Q#2726 - >Ca_27426.1|sca superfamily 275927 444 501 5.36502e-06 44.6348 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2726 - >Ca_27426.1|sca specific 252133 100 199 3.16596e-13 66.2081 pfam03732 Retrotrans_gag cl04237

Q#2726 - >Ca_27426.1|sca superfamily 252133 100 199 3.16596e-13 66.2081 cl04237 Retrotrans_gag superfamily  - 

Q#2726 - >Ca_27426.1|sca specific 189387 306 320 0.000286042 38.9745 pfam00098 zf-CCHC cl22700

Q#2726 - >Ca_27426.1|sca superfamily 276654 306 320 0.000286042 38.9745 cl22700 zf-CCHC superfamily  - 

Q#2729 - >Ca_27440.1|sca multi-dom 223021 140 221 0.000218542 41.4625 PHA03247 PHA03247  - 

Q#2729 - >Ca_27440.1|sca multi-dom 237940 187 279 0.00574238 37.0858 PRK15313 PRK15313  - 

Q#2736 - >Ca_27471.1|sca specific 252133 102 201 2.41089e-13 62.7413 pfam03732 Retrotrans_gag cl04237

Q#2736 - >Ca_27471.1|sca superfamily 252133 102 201 2.41089e-13 62.7413 cl04237 Retrotrans_gag superfamily  - 

Q#2738 - >Ca_27476.1|sca superfamily 275753 3 177 1.26664e-57 184.738 cl01911 Pectinesterase superfamily  - 

Q#2739 - >Ca_27477.1|sca superfamily 255867 225 316 1.66601e-16 75.856 cl10951 Tmemb_185A superfamily  - 

Q#2743 - >Ca_27495.1|sca superfamily 276298 1 66 4.81569e-18 74.5631 cl21454 SDR superfamily  - 

Q#2744 - >Ca_27496.1|sca specific 275442 58 199 1.20685e-17 76.3229 cd15798 PMEI-like_3 cl04375

Q#2744 - >Ca_27496.1|sca superfamily 275808 58 199 1.20685e-17 76.3229 cl04375 PMEI_like superfamily  - 

Q#2745 - >Ca_27497.1|sca multi-dom 223021 216 345 0.00175602 39.5365 PHA03247 PHA03247  - 

Q#2748 - >Ca_27510.1|sca superfamily 275485 43 132 0.00064773 40.2561 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#2752 - >Ca_27524.1|sca specific 251717 119 295 2.69564e-60 194.084 pfam03080 DUF239 cl03877
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Q#2752 - >Ca_27524.1|sca superfamily 251717 119 295 2.69564e-60 194.084 cl03877 DUF239 superfamily  - 

Q#2752 - >Ca_27524.1|sca specific 206533 11 112 6.52902e-28 105.434 pfam14365 DUF4409 cl16830

Q#2752 - >Ca_27524.1|sca superfamily 206533 11 112 6.52902e-28 105.434 cl16830 DUF4409 superfamily  - 

Q#2757 - >Ca_27546.1|sca multi-dom 257477 8 88 8.15171e-05 37.7674 pfam13041 PPR_2  - 

Q#2757 - >Ca_27546.1|sca multi-dom 257477 114 146 0.00392421 33.145 pfam13041 PPR_2  - 

Q#2757 - >Ca_27546.1|sca multi-dom 257477 81 126 0.00542816 32.7598 pfam13041 PPR_2  - 

Q#2758 - >Ca_27553.1|sca superfamily 252133 100 199 3.40139e-12 59.6597 cl04237 Retrotrans_gag superfamily  - 

Q#2759 - >Ca_27554.1|sca superfamily 261306 25 78 8.30617e-06 38.7389 cl02489 SWIB superfamily  - 

Q#2760 - >Ca_27559.1|sca superfamily 271343 177 241 2.01288e-12 63.0789 cl22423 NBR1_like superfamily  - 

Q#2760 - >Ca_27559.1|sca superfamily 261422 4 41 8.95729e-07 46.249 cl02720 PB1 superfamily  - 

Q#2760 - >Ca_27559.1|sca superfamily 276306 346 378 1.75623e-06 44.7291 cl21463 UBA_like_SF superfamily  - 

Q#2763 - >Ca_27564.1|sca multi-dom 223066 141 254 0.00801143 36.1897 PHA03379 PHA03379  - 

Q#2764 - >Ca_27565.1|sca superfamily 275927 1 36 0.00188996 34.2344 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2765 - >Ca_27566.1|sca superfamily 276297 81 308 7.49371e-64 205.584 cl21453 PKc_like superfamily  - 

Q#2767 - >Ca_27570.1|sca specific 275441 21 174 3.4658e-29 106.352 cd15797 PMEI cl04375

Q#2767 - >Ca_27570.1|sca superfamily 275808 21 174 3.4658e-29 106.352 cl04375 PMEI_like superfamily  - 

Q#2773 - >Ca_27588.1|sca specific 258207 22 95 1.3951e-21 87.2515 pfam13952 DUF4216 cl16495

Q#2773 - >Ca_27588.1|sca superfamily 258207 22 95 1.3951e-21 87.2515 cl16495 DUF4216 superfamily  - 

Q#2775 - >Ca_27593.1|sca specific 260004 2 46 2.47225e-23 94.8425 cd09272 RNase_HI_RT_Ty1 cl14782

Q#2775 - >Ca_27593.1|sca superfamily 271754 2 46 2.47225e-23 94.8425 cl14782 RNase_H_like superfamily  - 

Q#2776 - >Ca_27594.1|sca specific 258207 34 107 7.81156e-28 100.733 pfam13952 DUF4216 cl16495

Q#2776 - >Ca_27594.1|sca superfamily 258207 34 107 7.81156e-28 100.733 cl16495 DUF4216 superfamily  - 

Q#2778 - >Ca_27597.1|sca multi-dom 257477 100 148 6.72309e-09 52.7902 pfam13041 PPR_2  - 

Q#2778 - >Ca_27597.1|sca multi-dom 257477 408 457 1.32967e-06 46.2418 pfam13041 PPR_2  - 

Q#2778 - >Ca_27597.1|sca multi-dom 257477 3 45 0.00147847 36.997 pfam13041 PPR_2  - 

Q#2780 - >Ca_27617.1|sca multi-dom 223021 23 200 0.000750329 39.5365 PHA03247 PHA03247  - 

Q#2781 - >Ca_27621.1|sca multi-dom 223066 212 342 0.00405666 37.7305 PHA03379 PHA03379  - 

Q#2784 - >Ca_27632.1|sca superfamily 263790 243 351 0.00153294 38.5596 cl09506 catalase_like superfamily  - 

Q#2788 - >Ca_27646.1|sca multi-dom 183854 263 341 0.000245673 41.5421 PRK13042 PRK13042  - 

Q#2789 - >Ca_27648.1|sca superfamily 275485 63 133 0.00759832 37.1745 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#2790 - >Ca_27654.1|sca specific 192898 1 47 4.4561e-14 63.4893 pfam11961 DUF3475 cl13408

Q#2790 - >Ca_27654.1|sca superfamily 192898 1 47 4.4561e-14 63.4893 cl13408 DUF3475 superfamily  - 

Q#2791 - >Ca_27655.1|sca specific 238825 124 211 6.40858e-29 108.837 cd01647 RT_LTR cl02808

Q#2791 - >Ca_27655.1|sca superfamily 261455 124 211 6.40858e-29 108.837 cl02808 RT_like superfamily  - 

Q#2792 - >Ca_27656.1|sca specific 252133 102 201 4.43126e-13 63.1265 pfam03732 Retrotrans_gag cl04237

Q#2792 - >Ca_27656.1|sca superfamily 252133 102 201 4.43126e-13 63.1265 cl04237 Retrotrans_gag superfamily  - 
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Q#2794 - >Ca_27663.1|sca superfamily 256046 65 290 4.6699e-36 135.6 cl11168 PMD superfamily  - 

Q#2795 - >Ca_27664.1|sca multi-dom 227361 591 703 0.00463724 39.0046 COG5028 COG5028  - 

Q#2798 - >Ca_27668.1|sca superfamily 260250 6 56 2.19103e-12 58.4628 cl00195 SIR2 superfamily  - 

Q#2800 - >Ca_27675.1|sca multi-dom 223066 215 327 0.000197124 42.3529 PHA03379 PHA03379  - 

Q#2803 - >Ca_27686.1|sca superfamily 252133 82 143 0.000758428 35.3921 cl04237 Retrotrans_gag superfamily  - 

Q#2804 - >Ca_27687.1|sca superfamily 275485 64 135 0.00468125 37.9449 cl00210 Isoprenoid_Biosyn_C1 superfamily  - 

Q#2805 - >Ca_27689.1|sca multi-dom 215130 214 296 0.00082444 40.4576 PLN02217 PLN02217  - 

Q#2806 - >Ca_27690.1|sca specific 249850 6 215 1.85603e-70 219.315 pfam00425 Chorismate_bind cl10555

Q#2806 - >Ca_27690.1|sca superfamily 275922 6 215 1.85603e-70 219.315 cl10555 Chorismate_bind superfamily  - 

Q#2807 - >Ca_27694.1|sca superfamily 275927 194 231 7.80319e-05 40.0124 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2807 - >Ca_27694.1|sca superfamily 261455 289 308 0.00144621 37.5749 cl02808 RT_like superfamily  - 

Q#2808 - >Ca_27696.1|sca specific 252133 71 162 2.26098e-13 64.2821 pfam03732 Retrotrans_gag cl04237

Q#2808 - >Ca_27696.1|sca superfamily 252133 71 162 2.26098e-13 64.2821 cl04237 Retrotrans_gag superfamily  - 

Q#2808 - >Ca_27696.1|sca specific 189387 244 260 8.12703e-05 39.3597 pfam00098 zf-CCHC cl22700

Q#2808 - >Ca_27696.1|sca superfamily 276654 244 260 8.12703e-05 39.3597 cl22700 zf-CCHC superfamily  - 

Q#2810 - >Ca_27703.1|sca superfamily 276020 1 203 1.32956e-69 222.764 cl12078 p450 superfamily  - 

Q#2811 - >Ca_27704.1|sca specific 258213 19 47 7.4799e-05 35.4794 pfam13961 DUF4219 cl22382

Q#2811 - >Ca_27704.1|sca superfamily 258213 19 47 7.4799e-05 35.4794 cl22382 DUF4219 superfamily  - 

Q#2816 - >Ca_27731.1|sca superfamily 147759 136 262 0.00163064 38.8376 cl21892 ECM1 superfamily  - 

Q#2817 - >Ca_27736.1|sca superfamily 276217 42 120 1.33481e-46 160.579 cl18945 AAT_I superfamily  - 

Q#2818 - >Ca_27742.1|sca specific 107229 54 145 1.81297e-56 174.415 cd06472 ACD_ScHsp26_like cl00175

Q#2818 - >Ca_27742.1|sca superfamily 271432 54 145 1.81297e-56 174.415 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#2818 - >Ca_27742.1|sca multi-dom 223149 21 159 2.10945e-27 100.914 COG0071 IbpA  - 

Q#2819 - >Ca_27749.1|sca superfamily 276192 1 35 7.58591e-13 58.7789 cl17169 RRM_SF superfamily  - 

Q#2819 - >Ca_27749.1|sca superfamily 265686 46 98 7.793e-06 41.5066 cl15397 DUF89 superfamily  - 

Q#2819 - >Ca_27749.1|sca multi-dom 214636 1 35 1.00244e-09 50.2847 smart00360 RRM  - 

Q#2820 - >Ca_27751.1|sca multi-dom 223021 9 156 0.00103148 39.1513 PHA03247 PHA03247  - 

Q#2824 - >Ca_27764.1|sca superfamily 276297 160 380 1.50414e-47 164.753 cl21453 PKc_like superfamily  - 

Q#2824 - >Ca_27764.1|sca superfamily 201524 36 115 8.87326e-08 49.5861 cl03036 S_locus_glycop superfamily  - 

Q#2828 - >Ca_27784.1|sca superfamily 252804 1 59 7.57498e-08 46.6708 cl04754 LMBR1 superfamily  - 

Q#2829 - >Ca_27791.1|sca superfamily 275904 2 84 2.83737e-29 103.878 cl09927 S1_like superfamily  - 

Q#2831 - >Ca_27796.1|sca superfamily 252133 100 199 4.95265e-12 60.0449 cl04237 Retrotrans_gag superfamily  - 

Q#2833 - >Ca_27804.1|sca superfamily 252133 100 199 9.22368e-13 61.9709 cl04237 Retrotrans_gag superfamily  - 

Q#2834 - >Ca_27809.1|sca specific 128458 195 230 3.4766e-15 66.5737 smart00153 VHP cl02491

Q#2834 - >Ca_27809.1|sca superfamily 207613 195 230 3.4766e-15 66.5737 cl02491 VHP superfamily  - 

Q#2835 - >Ca_27810.1|sca specific 119392 14 175 1.46578e-08 52.3161 cd06174 MFS cl21472
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Q#2835 - >Ca_27810.1|sca superfamily 276313 14 175 1.46578e-08 52.3161 cl21472 MFS superfamily  - 

Q#2836 - >Ca_27814.1|sca specific 238531 1 89 1.5879e-22 89.4178 cd01098 PAN_AP_plant cl00112

Q#2836 - >Ca_27814.1|sca superfamily 260198 1 89 1.5879e-22 89.4178 cl00112 PAN_APPLE superfamily  - 

Q#2836 - >Ca_27814.1|sca superfamily 276297 147 257 2.37605e-19 84.4693 cl21453 PKc_like superfamily  - 

Q#2836 - >Ca_27814.1|sca superfamily 256698 258 303 0.000777029 36.533 cl13343 DUF3403 superfamily  - 

Q#2840 - >Ca_27825.1|sca superfamily 276175 9 71 1.15627e-51 166.749 cl17037 NBD_sugar-kinase_HSP70_actin superfamily  - 

Q#2843 - >Ca_27836.1|sca multi-dom 237862 186 255 0.000240363 41.8721 PRK14948 PRK14948  - 

Q#2844 - >Ca_27837.1|sca superfamily 271941 1 115 1.746e-19 82.9652 cl21521 PEPcase superfamily  - 

Q#2846 - >Ca_27844.1|sca specific 252133 100 199 1.14401e-14 66.5933 pfam03732 Retrotrans_gag cl04237

Q#2846 - >Ca_27844.1|sca superfamily 252133 100 199 1.14401e-14 66.5933 cl04237 Retrotrans_gag superfamily  - 

Q#2847 - >Ca_27847.1|sca superfamily 276297 138 185 9.28535e-09 55.2975 cl21453 PKc_like superfamily  - 

Q#2853 - >Ca_27867.1|sca multi-dom 148271 291 330 0.00275199 37.6654 pfam06566 Chon_Sulph_att  - 

Q#2858 - >Ca_27883.1|sca superfamily 276301 1 39 1.11002e-16 69.6455 cl21457 TIM_phosphate_binding superfamily  - 

Q#2859 - >Ca_27884.1|sca superfamily 263970 14 258 4.89393e-44 151.37 cl10447 GH18_chitinase-like superfamily  - 

Q#2860 - >Ca_27888.1|sca superfamily 251754 26 317 3.86047e-48 167.816 cl03911 DUF247 superfamily  - 

Q#2861 - >Ca_27895.1|sca superfamily 252133 100 199 6.57717e-12 59.6597 cl04237 Retrotrans_gag superfamily  - 

Q#2862 - >Ca_27896.1|sca superfamily 275846 1 174 4.59038e-57 184.364 cl07893 AmyAc_family superfamily  - 

Q#2864 - >Ca_27903.1|sca multi-dom 227414 176 243 0.000529669 38.6784 COG5082 AIR1  - 

Q#2866 - >Ca_27910.1|sca specific 238093 103 145 1.22317e-10 53.2184 cd00162 RING cl17238

Q#2866 - >Ca_27910.1|sca superfamily 276201 103 145 1.22317e-10 53.2184 cl17238 RING superfamily  - 

Q#2867 - >Ca_27913.1|sca specific 133136 426 513 5.4004e-16 73.91 cd00303 retropepsin_like cl11403

Q#2867 - >Ca_27913.1|sca superfamily 275927 426 513 5.4004e-16 73.91 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2867 - >Ca_27913.1|sca specific 133136 336 366 3.59856e-05 42.3236 cd00303 retropepsin_like cl11403

Q#2867 - >Ca_27913.1|sca superfamily 275927 336 366 3.59856e-05 42.3236 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2867 - >Ca_27913.1|sca superfamily 252133 100 199 1.91674e-11 61.2005 cl04237 Retrotrans_gag superfamily  - 

Q#2868 - >Ca_27915.1|sca specific 251775 40 139 1.25096e-33 117.125 pfam03171 2OG-FeII_Oxy cl21496

Q#2868 - >Ca_27915.1|sca superfamily 276328 40 139 1.25096e-33 117.125 cl21496 2OG-FeII_Oxy superfamily  - 

Q#2870 - >Ca_27922.1|sca multi-dom 178748 269 383 0.00667748 37.5983 PLN03209 PLN03209  - 

Q#2871 - >Ca_27923.1|sca superfamily 275927 119 155 1.83512e-05 41.2511 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2873 - >Ca_27929.1|sca superfamily 276326 4 48 0.000194863 37.6503 cl21494 Esterase_lipase superfamily  - 

Q#2874 - >Ca_27931.1|sca specific 238825 254 430 4.25273e-98 294.503 cd01647 RT_LTR cl02808

Q#2874 - >Ca_27931.1|sca superfamily 261455 254 430 4.25273e-98 294.503 cl02808 RT_like superfamily  - 

Q#2874 - >Ca_27931.1|sca specific 133136 47 134 9.2065e-18 78.1471 cd00303 retropepsin_like cl11403

Q#2874 - >Ca_27931.1|sca superfamily 275927 47 134 9.2065e-18 78.1471 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2874 - >Ca_27931.1|sca multi-dom 249567 271 430 8.50085e-37 134.381 pfam00078 RVT_1  - 

Q#2878 - >Ca_27935.1|sca superfamily 252133 67 143 9.46571e-11 54.6521 cl04237 Retrotrans_gag superfamily  - 
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Q#2882 - >Ca_27946.1|sca superfamily 261267 30 93 6.18467e-16 69.0965 cl02381 Tim17 superfamily  - 

Q#2885 - >Ca_27957.1|sca superfamily 275758 28 95 0.00462985 36.6986 cl02170 Sec62 superfamily  - 

Q#2887 - >Ca_27962.1|sca specific 258415 78 187 1.40912e-30 110.74 pfam14223 UBN2 cl15874

Q#2887 - >Ca_27962.1|sca superfamily 265821 78 187 1.40912e-30 110.74 cl15874 UBN2 superfamily  - 

Q#2887 - >Ca_27962.1|sca specific 258213 19 46 2.62283e-05 40.1018 pfam13961 DUF4219 cl22382

Q#2887 - >Ca_27962.1|sca superfamily 258213 19 46 2.62283e-05 40.1018 cl22382 DUF4219 superfamily  - 

Q#2890 - >Ca_27977.1|sca specific 237985 1 37 2.43723e-15 67.6819 cd00018 AP2 cl00033

Q#2890 - >Ca_27977.1|sca superfamily 260146 1 37 2.43723e-15 67.6819 cl00033 AP2 superfamily  - 

Q#2891 - >Ca_27982.1|sca specific 273253 175 208 3.53686e-05 39.7459 TIGR00756 PPR cl03252

Q#2891 - >Ca_27982.1|sca superfamily 275791 175 208 3.53686e-05 39.7459 cl03252 PPR superfamily  - 

Q#2891 - >Ca_27982.1|sca specific 250692 86 115 5.99337e-05 38.9741 pfam01535 PPR cl03252

Q#2891 - >Ca_27982.1|sca superfamily 275791 86 115 5.99337e-05 38.9741 cl03252 PPR superfamily  - 

Q#2891 - >Ca_27982.1|sca multi-dom 257477 82 126 2.63051e-10 53.9458 pfam13041 PPR_2  - 

Q#2891 - >Ca_27982.1|sca multi-dom 257477 171 218 4.7797e-09 50.479 pfam13041 PPR_2  - 

Q#2891 - >Ca_27982.1|sca multi-dom 257477 141 183 2.54397e-05 40.4638 pfam13041 PPR_2  - 

Q#2891 - >Ca_27982.1|sca multi-dom 257477 54 96 0.000346058 36.997 pfam13041 PPR_2  - 

Q#2893 - >Ca_27986.1|sca specific 275441 24 171 3.9991e-28 103.656 cd15797 PMEI cl04375

Q#2893 - >Ca_27986.1|sca superfamily 275808 24 171 3.9991e-28 103.656 cl04375 PMEI_like superfamily  - 

Q#2894 - >Ca_27988.1|sca superfamily 276034 1 27 1.31798e-09 53.1353 cl13995 MPP_superfamily superfamily  - 

Q#2895 - >Ca_27989.1|sca specific 133136 136 223 4.86862e-19 79.3027 cd00303 retropepsin_like cl11403

Q#2895 - >Ca_27989.1|sca superfamily 275927 136 223 4.86862e-19 79.3027 cl11403 pepsin_retropepsin_like superfamily  - 

Q#2896 - >Ca_27990.1|sca specific 252133 103 182 1.66088e-12 62.3561 pfam03732 Retrotrans_gag cl04237

Q#2896 - >Ca_27990.1|sca superfamily 252133 103 182 1.66088e-12 62.3561 cl04237 Retrotrans_gag superfamily  - 

Q#2900 - >Ca_28000.1|sca superfamily 256046 20 109 1.20843e-17 75.894 cl11168 PMD superfamily  - 

Q#2901 - >Ca_28003.1|sca multi-dom 257383 19 94 2.44639e-18 75.0006 pfam12895 Apc3  - 

Q#2904 - >Ca_28016.1|sca specific 239926 57 123 2.36746e-15 66.5068 cd04480 RPA1_DBD_A_like cl09930

Q#2904 - >Ca_28016.1|sca superfamily 275906 57 123 2.36746e-15 66.5068 cl09930 RPA_2b-aaRSs_OBF_like superfamily  - 

Q#2905 - >Ca_28017.1|sca multi-dom 252721 135 282 0.000682983 40.0461 pfam04652 DUF605  - 

Q#2907 - >Ca_28024.1|sca superfamily 251836 78 153 0.00628199 36.7942 cl03966 CDK5_activator superfamily  - 

Q#2908 - >Ca_28026.1|sca specific 189387 65 80 0.00445285 32.4261 pfam00098 zf-CCHC cl22700

Q#2908 - >Ca_28026.1|sca superfamily 276654 65 80 0.00445285 32.4261 cl22700 zf-CCHC superfamily  - 

Q#2912 - >Ca_28040.1|sca specific 206754 1 83 5.58723e-07 45.0792 cd06223 PRTases_typeI cl00309

Q#2912 - >Ca_28040.1|sca superfamily 275521 1 83 5.58723e-07 45.0792 cl00309 PRTases_typeI superfamily  - 

Q#2914 - >Ca_28046.1|sca superfamily 276034 56 98 0.00460621 33.6287 cl13995 MPP_superfamily superfamily  - 

Q#2915 - >Ca_28047.1|sca specific 133136 202 291 1.59748e-18 79.3027 cd00303 retropepsin_like cl11403

Q#2915 - >Ca_28047.1|sca superfamily 275927 202 291 1.59748e-18 79.3027 cl11403 pepsin_retropepsin_like superfamily  - 
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Q#2916 - >Ca_28050.1|sca multi-dom 223021 190 325 0.000543979 41.0773 PHA03247 PHA03247  - 

Q#2917 - >Ca_28057.1|sca superfamily 252133 100 164 2.87324e-05 39.6293 cl04237 Retrotrans_gag superfamily  - 

Q#2918 - >Ca_28059.1|sca superfamily 276299 133 161 6.01617e-11 58.394 cl21455 ABC_ATPase superfamily  - 

Q#2923 - >Ca_28082.1|sca superfamily 275753 68 169 3.12148e-52 170.1 cl01911 Pectinesterase superfamily  - 

Q#2925 - >Ca_28090.1|sca superfamily 252133 78 155 2.43662e-10 53.4965 cl04237 Retrotrans_gag superfamily  - 

Q#2926 - >Ca_28094.1|sca superfamily 271660 1 88 5.23043e-23 91.0949 cl09326 MATE_like superfamily  - 

Q#2928 - >Ca_28097.1|sca superfamily 276007 297 356 0.00998279 36.4259 cl11961 ALDH-SF superfamily  - 

Q#2929 - >Ca_28099.1|sca superfamily 252133 100 198 3.31438e-12 59.2745 cl04237 Retrotrans_gag superfamily  - 

Q#2930 - >Ca_28102.1|sca superfamily 275476 91 116 2.18116e-05 40.1778 cl00155 UBQ superfamily  - 

Q#2932 - >Ca_28108.1|sca multi-dom 173561 157 191 2.08208e-07 47.1089 PTZ00368 PTZ00368  - 

Q#2933 - >Ca_28109.1|sca superfamily 253337 3 43 2.34534e-07 44.4337 cl05327 Auxin_canalis superfamily  - 

Q#2934 - >Ca_28110.1|sca specific 275443 2 156 3.3277e-21 86.3099 cd15799 PMEI-like_4 cl04375

Q#2934 - >Ca_28110.1|sca superfamily 275808 2 156 3.3277e-21 86.3099 cl04375 PMEI_like superfamily  - 

Q#2934 - >Ca_28110.1|sca superfamily 275753 195 228 4.96816e-12 62.6296 cl01911 Pectinesterase superfamily  - 

Q#2935 - >Ca_28112.1|sca superfamily 252384 8 61 0.00014607 37.7782 cl04404 Gpi16 superfamily  - 

Q#2939 - >Ca_28121.1|sca superfamily 276194 21 223 1.12717e-33 123.114 cl17173 AdoMet_MTases superfamily  - 

Q#2940 - >Ca_28124.1|sca superfamily 256046 9 96 2.28708e-10 55.8636 cl11168 PMD superfamily  - 

Q#2942 - >Ca_28126.1|sca superfamily 276332 228 244 3.45695e-05 40.7097 cl21508 Ribosomal_P1_P2_L12p superfamily  - 

Q#2943 - >Ca_28127.1|sca specific 119408 3 129 2.7798e-36 126.905 cd06660 Aldo_ket_red cl00470

Q#2943 - >Ca_28127.1|sca superfamily 260445 3 129 2.7798e-36 126.905 cl00470 Aldo_ket_red superfamily  - 

Q#2945 - >Ca_28138.1|sca specific 252133 100 199 9.39482e-14 64.2821 pfam03732 Retrotrans_gag cl04237

Q#2945 - >Ca_28138.1|sca superfamily 252133 100 199 9.39482e-14 64.2821 cl04237 Retrotrans_gag superfamily  - 

Q#2949 - >Ca_28144.1|sca superfamily 253682 93 205 0.00307402 36.9619 cl09408 Med13_C superfamily  - 

Q#2950 - >Ca_28149.1|sca specific 189387 197 212 0.00933641 32.8113 pfam00098 zf-CCHC cl22700

Q#2950 - >Ca_28149.1|sca superfamily 276654 197 212 0.00933641 32.8113 cl22700 zf-CCHC superfamily  - 

Q#2951 - >Ca_28150.1|sca multi-dom 223021 190 316 4.73094e-06 48.0109 PHA03247 PHA03247  - 

Q#2955 - >Ca_28159.1|sca superfamily 251724 47 116 2.91737e-31 114.788 cl03887 Mlo superfamily  - 

Q#2958 - >Ca_28169.1|sca multi-dom 185271 15 57 0.00637176 32.3564 PRK15373 PRK15373  - 

Q#2963 - >Ca_28193.1|sca specific 189387 112 128 0.00141157 33.9669 pfam00098 zf-CCHC cl22700

Q#2963 - >Ca_28193.1|sca superfamily 276654 112 128 0.00141157 33.9669 cl22700 zf-CCHC superfamily  - 

Q#2964 - >Ca_28194.1|sca superfamily 190526 135 171 4.21966e-09 49.9086 cl07846 DBD_Tnp_Mut superfamily  - 

Q#2972 - >Ca_28226.1|sca specific 189387 165 180 0.00163548 35.5077 pfam00098 zf-CCHC cl22700

Q#2972 - >Ca_28226.1|sca superfamily 276654 165 180 0.00163548 35.5077 cl22700 zf-CCHC superfamily  - 

Q#2973 - >Ca_28232.1|sca superfamily 256046 27 91 6.53297e-06 43.5372 cl11168 PMD superfamily  - 

Q#2976 - >Ca_28241.1|sca multi-dom 250737 15 134 4.32711e-32 118.094 pfam01602 Adaptin_N  - 

Q#2978 - >Ca_28250.1|sca superfamily 251669 2 89 1.33829e-09 52.0316 cl03830 Transposase_24 superfamily  - 
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Q#2978 - >Ca_28250.1|sca superfamily 112929 93 168 0.0049279 34.4769 cl04414 Sec34 superfamily  - 

Q#2981 - >Ca_28255.1|sca superfamily 275607 1 123 8.14106e-54 174.861 cl00504 Cytochrom_C_asm superfamily  - 

Q#2984 - >Ca_28266.1|sca superfamily 271754 2 34 9.96283e-14 64.8213 cl14782 RNase_H_like superfamily  - 

Q#2984 - >Ca_28266.1|sca superfamily 276355 196 241 0.00884116 33.8461 cl21549 rve superfamily  - 

Q#2985 - >Ca_28267.1|sca superfamily 260250 6 56 2.19103e-12 58.4628 cl00195 SIR2 superfamily  - 

Q#2987 - >Ca_28270.1|sca superfamily 256046 73 137 0.000841002 37.7592 cl11168 PMD superfamily  - 

Q#2996 - >Ca_28296.1|sca multi-dom 223202 2 67 0.00671267 32.1979 COG0124 HisS  - 

Q#2997 - >Ca_28299.1|sca specific 258213 19 47 1.28241e-05 37.4054 pfam13961 DUF4219 cl22382

Q#2997 - >Ca_28299.1|sca superfamily 258213 19 47 1.28241e-05 37.4054 cl22382 DUF4219 superfamily  - 

Q#3002 - >Ca_28328.1|sca specific 271182 914 1091 3.86279e-65 218.679 cd00801 INT_P4_C cl00213

Q#3002 - >Ca_28328.1|sca superfamily 271437 914 1091 3.86279e-65 218.679 cl00213 DNA_BRE_C superfamily  - 

Q#3002 - >Ca_28328.1|sca specific 256705 65 315 4.53248e-129 395.841 pfam11893 DUF3413 cl13352

Q#3002 - >Ca_28328.1|sca superfamily 256705 65 315 4.53248e-129 395.841 cl13352 DUF3413 superfamily  - 

Q#3002 - >Ca_28328.1|sca specific 237471 1 68 3.40808e-35 130.102 PRK13689 PRK13689 cl01175

Q#3002 - >Ca_28328.1|sca superfamily 242344 1 68 3.40808e-35 130.102 cl01175 DUF1414 superfamily  - 

Q#3002 - >Ca_28328.1|sca specific 257685 705 793 9.28554e-26 103.401 pfam13356 DUF4102 cl15867

Q#3002 - >Ca_28328.1|sca superfamily 257685 705 793 9.28554e-26 103.401 cl15867 DUF4102 superfamily  - 

Q#3002 - >Ca_28328.1|sca superfamily 276316 341 562 5.33382e-21 94.4145 cl21476 alkPPc superfamily  - 

Q#3002 - >Ca_28328.1|sca specific 258797 803 854 0.00213392 37.508 pfam14659 Phage_int_SAM_3 cl12235

Q#3002 - >Ca_28328.1|sca superfamily 276027 803 854 0.00213392 37.508 cl12235 Phage_int_SAM_1 superfamily  - 

Q#3002 - >Ca_28328.1|sca multi-dom 225625 68 642 0 793.554 COG3083 COG3083  - 

Q#3002 - >Ca_28328.1|sca multi-dom 170049 698 1098 0 557.717 PRK09692 PRK09692  - 

Q#3003 - >Ca_28348.1|sca specific 107262 309 566 1.16764e-75 243.291 cd06267 PBP1_LacI_sugar_binding_like cl10011

Q#3003 - >Ca_28348.1|sca superfamily 275911 309 566 1.16764e-75 243.291 cl10011 Periplasmic_Binding_Protein_Type_1 superfamily  - 

Q#3003 - >Ca_28348.1|sca specific 143331 253 304 8.28961e-18 78.2189 cd01392 HTH_LacI cl21459

Q#3003 - >Ca_28348.1|sca superfamily 276302 253 304 8.28961e-18 78.2189 cl21459 HTH_XRE superfamily  - 

Q#3003 - >Ca_28348.1|sca specific 119392 9 223 2.29096e-09 58.0941 cd06174 MFS cl21472

Q#3003 - >Ca_28348.1|sca superfamily 276313 9 223 2.29096e-09 58.0941 cl21472 MFS superfamily  - 

Q#3003 - >Ca_28348.1|sca multi-dom 224525 249 573 4.59952e-98 304.232 COG1609 PurR  - 

Q#3004 - >Ca_28367.1|sca specific 238923 216 450 9.19237e-85 269.03 cd01948 EAL cl00290

Q#3004 - >Ca_28367.1|sca superfamily 260330 216 450 9.19237e-85 269.03 cl00290 EAL superfamily  - 

Q#3004 - >Ca_28367.1|sca specific 119392 499 685 1.57199e-19 89.2953 cd06174 MFS cl21472

Q#3004 - >Ca_28367.1|sca superfamily 276313 499 685 1.57199e-19 89.2953 cl21472 MFS superfamily  - 

Q#3004 - >Ca_28367.1|sca specific 257300 1 189 4.51611e-21 92.2117 pfam12792 CSS-motif cl15094

Q#3004 - >Ca_28367.1|sca superfamily 257300 1 189 4.51611e-21 92.2117 cl15094 CSS-motif superfamily  - 

Q#3005 - >Ca_28375.1|sca specific 119392 493 866 1.81621e-06 49.6197 cd06174 MFS cl21472
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Q#3005 - >Ca_28375.1|sca superfamily 276313 493 866 1.81621e-06 49.6197 cl21472 MFS superfamily  - 

Q#3005 - >Ca_28375.1|sca superfamily 275586 35 390 5.2749e-05 45.5076 cl00456 SLC5-6-like_sbd superfamily  - 

Q#3005 - >Ca_28375.1|sca multi-dom 182324 1 439 0 807.641 PRK10238 PRK10238  - 

Q#3005 - >Ca_28375.1|sca multi-dom 225121 471 929 7.37555e-160 480.208 COG2211 MelB  - 

Q#3006 - >Ca_28378.1|sca specific 119394 96 326 3.32586e-17 77.3188 cd06261 TM_PBP2 cl00427

Q#3006 - >Ca_28378.1|sca superfamily 275575 96 326 3.32586e-17 77.3188 cl00427 TM_PBP2 superfamily  - 

Q#3006 - >Ca_28378.1|sca multi-dom 223674 1 326 1.4186e-126 367.585 COG0601 DppB  - 

Q#3007 - >Ca_28381.1|sca specific 249873 224 381 1.69238e-70 221.213 pfam00455 DeoRC cl00339

Q#3007 - >Ca_28381.1|sca superfamily 275540 224 381 1.69238e-70 221.213 cl00339 SugarP_isomerase superfamily  - 

Q#3007 - >Ca_28381.1|sca specific 223777 20 152 1.20751e-29 114.484 COG0705 COG0705 cl21536

Q#3007 - >Ca_28381.1|sca superfamily 276350 20 152 1.20751e-29 114.484 cl21536 Rhomboid superfamily  - 

Q#3007 - >Ca_28381.1|sca specific 116806 155 210 4.6084e-21 85.7669 pfam08220 HTH_DeoR cl21459

Q#3007 - >Ca_28381.1|sca superfamily 276302 155 210 4.6084e-21 85.7669 cl21459 HTH_XRE superfamily  - 

Q#3007 - >Ca_28381.1|sca multi-dom 182827 150 401 0 544.068 PRK10906 PRK10906  - 

Q#3008 - >Ca_28382.1|sca specific 257938 152 287 1.54478e-40 139.259 pfam13628 DUF4142 cl21583

Q#3008 - >Ca_28382.1|sca superfamily 272003 152 287 1.54478e-40 139.259 cl21583 DUF305 superfamily  - 

Q#3008 - >Ca_28382.1|sca specific 226252 1 60 4.40606e-18 76.3617 COG3729 GsiB cl01514

Q#3008 - >Ca_28382.1|sca superfamily 226252 1 60 4.40606e-18 76.3617 cl01514 GsiB superfamily  - 

Q#3009 - >Ca_28386.1|sca specific 119394 47 221 4.27382e-10 55.7476 cd06261 TM_PBP2 cl00427

Q#3009 - >Ca_28386.1|sca superfamily 275575 47 221 4.27382e-10 55.7476 cl00427 TM_PBP2 superfamily  - 

Q#3009 - >Ca_28386.1|sca multi-dom 273441 4 228 9.58879e-06 44.0696 TIGR01097 PhnE  - 

Q#3010 - >Ca_28387.1|sca specific 214628 28 136 1.20707e-28 103.75 smart00344 HTH_ASNC cl21459

Q#3010 - >Ca_28387.1|sca superfamily 276302 28 136 1.20707e-28 103.75 cl21459 HTH_XRE superfamily  - 

Q#3010 - >Ca_28387.1|sca multi-dom 224439 24 176 1.56442e-37 128.657 COG1522 Lrp  - 

Q#3011 - >Ca_28402.1|sca specific 99990 2 330 1.10246e-89 274.855 cd03820 GT1_amsD_like cl10013

Q#3011 - >Ca_28402.1|sca superfamily 275912 2 330 1.10246e-89 274.855 cl10013 Glycosyltransferase_GTB_type superfamily  - 

Q#3011 - >Ca_28402.1|sca multi-dom 223515 20 320 7.92469e-38 139.698 COG0438 RfaG  - 

Q#3012 - >Ca_28411.1|sca specific 249873 77 233 7.60856e-62 193.864 pfam00455 DeoRC cl00339

Q#3012 - >Ca_28411.1|sca superfamily 275540 77 233 7.60856e-62 193.864 cl00339 SugarP_isomerase superfamily  - 

Q#3012 - >Ca_28411.1|sca specific 197714 6 58 5.29504e-19 78.0329 smart00420 HTH_DEOR cl21459

Q#3012 - >Ca_28411.1|sca superfamily 276302 6 58 5.29504e-19 78.0329 cl21459 HTH_XRE superfamily  - 

Q#3012 - >Ca_28411.1|sca multi-dom 224268 1 253 5.59663e-95 281.815 COG1349 GlpR  - 

Q#3013 - >Ca_28414.1|sca superfamily 254749 47 154 7.21849e-29 106.523 cl10076 PAS_6 superfamily  - 

Q#3013 - >Ca_28414.1|sca specific 257646 176 239 6.86882e-19 77.8687 pfam13309 HTH_22 cl21459

Q#3013 - >Ca_28414.1|sca superfamily 276302 176 239 6.86882e-19 77.8687 cl21459 HTH_XRE superfamily  - 

Q#3013 - >Ca_28414.1|sca multi-dom 225512 43 243 1.19888e-52 171.736 COG2964 COG2964  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3014 - >Ca_28442.1|sca superfamily 275533 93 175 1.35269e-25 94.9239 cl00326 Ribosomal_L23 superfamily  - 

Q#3014 - >Ca_28442.1|sca specific 252262 60 87 4.79455e-09 49.2214 pfam03939 Ribosomal_L23eN cl04335

Q#3014 - >Ca_28442.1|sca superfamily 252262 60 87 4.79455e-09 49.2214 cl04335 Ribosomal_L23eN superfamily  - 

Q#3014 - >Ca_28442.1|sca multi-dom 185507 60 175 2.53165e-53 168.725 PTZ00191 PTZ00191  - 

Q#3016 - >Ca_28450.1|sca specific 271182 216 393 1.01884e-68 217.138 cd00801 INT_P4_C cl00213

Q#3016 - >Ca_28450.1|sca superfamily 271437 216 393 1.01884e-68 217.138 cl00213 DNA_BRE_C superfamily  - 

Q#3016 - >Ca_28450.1|sca specific 257685 8 94 9.83303e-26 99.1637 pfam13356 DUF4102 cl15867

Q#3016 - >Ca_28450.1|sca superfamily 257685 8 94 9.83303e-26 99.1637 cl15867 DUF4102 superfamily  - 

Q#3016 - >Ca_28450.1|sca multi-dom 170049 1 394 0 578.518 PRK09692 PRK09692  - 

Q#3017 - >Ca_28452.1|sca superfamily 242867 3 133 2.94072e-26 100.334 cl02074 DUF2000 superfamily  - 

Q#3017 - >Ca_28452.1|sca specific 151248 197 256 1.52005e-19 79.7608 pfam10798 YmgB cl12389

Q#3017 - >Ca_28452.1|sca superfamily 151248 197 256 1.52005e-19 79.7608 cl12389 YmgB superfamily  - 

Q#3018 - >Ca_28453.1|sca specific 238923 2 124 5.92047e-49 159.248 cd01948 EAL cl00290

Q#3018 - >Ca_28453.1|sca superfamily 260330 2 124 5.92047e-49 159.248 cl00290 EAL superfamily  - 

Q#3019 - >Ca_28455.1|sca specific 119392 1 162 2.45505e-07 48.0789 cd06174 MFS cl21472

Q#3019 - >Ca_28455.1|sca superfamily 276313 1 162 2.45505e-07 48.0789 cl21472 MFS superfamily  - 

Q#3020 - >Ca_28465.1|sca specific 213181 3 217 1.83405e-69 213.836 cd03214 ABC_Iron-Siderophores_B12_Hemin cl21455

Q#3020 - >Ca_28465.1|sca superfamily 276299 3 217 1.83405e-69 213.836 cl21455 ABC_ATPase superfamily  - 

Q#3020 - >Ca_28465.1|sca multi-dom 224045 2 247 7.36724e-88 263.655 COG1120 FepC  - 

Q#3021 - >Ca_28471.1|sca specific 107318 15 284 1.08645e-119 346.528 cd06323 PBP1_ribose_binding cl10011

Q#3021 - >Ca_28471.1|sca superfamily 275911 15 284 1.08645e-119 346.528 cl10011 Periplasmic_Binding_Protein_Type_1 superfamily  - 

Q#3021 - >Ca_28471.1|sca multi-dom 257732 17 271 1.55015e-52 174.026 pfam13407 Peripla_BP_4  - 

Q#3022 - >Ca_28478.1|sca superfamily 275527 55 183 1.0982e-88 264.613 cl00316 Cation_efflux superfamily  - 

Q#3022 - >Ca_28478.1|sca specific 226252 1 58 2.00951e-08 48.2422 COG3729 GsiB cl01514

Q#3022 - >Ca_28478.1|sca superfamily 226252 1 58 2.00951e-08 48.2422 cl01514 GsiB superfamily  - 

Q#3023 - >Ca_28490.1|sca specific 254025 27 91 2.23299e-27 99.7025 pfam07022 Phage_CI_repr cl21459

Q#3023 - >Ca_28490.1|sca superfamily 276302 27 91 2.23299e-27 99.7025 cl21459 HTH_XRE superfamily  - 

Q#3024 - >Ca_28491.1|sca superfamily 148487 39 189 1.05322e-45 150.18 cl06105 Phage_CP76 superfamily  - 

Q#3025 - >Ca_28493.1|sca specific 213181 19 236 1.04427e-82 247.734 cd03214 ABC_Iron-Siderophores_B12_Hemin cl21455

Q#3025 - >Ca_28493.1|sca superfamily 276299 19 236 1.04427e-82 247.734 cl21455 ABC_ATPase superfamily  - 

Q#3025 - >Ca_28493.1|sca multi-dom 224047 19 243 1.29664e-51 169.744 COG1122 CbiO  - 

Q#3026 - >Ca_28504.1|sca superfamily 276194 19 289 0 532.375 cl17173 AdoMet_MTases superfamily  - 

Q#3027 - >Ca_28505.1|sca specific 257619 31 88 1.77893e-10 54.078 pfam13276 HTH_21 cl16206

Q#3027 - >Ca_28505.1|sca superfamily 257619 31 88 1.77893e-10 54.078 cl16206 HTH_21 superfamily  - 

Q#3028 - >Ca_28507.1|sca specific 173858 642 992 0 539.072 cd08493 PBP2_DppA_like cl01709

Q#3028 - >Ca_28507.1|sca superfamily 275744 642 992 0 539.072 cl01709 PBP2_NikA_DppA_OppA_like superfamily  - 
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Q#3028 - >Ca_28507.1|sca specific 270421 29 257 4.38004e-109 339.61 cd13703 PBP2_HisJ_LAO cl21456

Q#3028 - >Ca_28507.1|sca superfamily 276300 29 257 4.38004e-109 339.61 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3028 - >Ca_28507.1|sca multi-dom 273440 26 257 1.17934e-75 249.581 TIGR01096 ABC_transporter_arginine-binding_protein  - 

Q#3029 - >Ca_28510.1|sca specific 99982 23 344 8.1941e-57 198.33 cd03811 GT1_WabH_like cl10013

Q#3029 - >Ca_28510.1|sca superfamily 275912 23 344 8.1941e-57 198.33 cl10013 Glycosyltransferase_GTB_type superfamily  - 

Q#3029 - >Ca_28510.1|sca specific 252887 555 707 1.55253e-08 53.5527 pfam04932 Wzy_C cl04850

Q#3029 - >Ca_28510.1|sca superfamily 275818 555 707 1.55253e-08 53.5527 cl04850 Wzy_C superfamily  - 

Q#3029 - >Ca_28510.1|sca multi-dom 182148 23 367 8.34637e-104 324.742 PRK09922 PRK09922  - 

Q#3029 - >Ca_28510.1|sca multi-dom 225844 367 736 3.30688e-12 67.9137 COG3307 RfaL  - 

Q#3030 - >Ca_28511.1|sca superfamily 260705 1 149 2.07085e-37 136.663 cl00934 CDH superfamily  - 

Q#3030 - >Ca_28511.1|sca specific 256198 243 365 2.65208e-34 124.067 pfam10908 DUF2778 cl12489

Q#3030 - >Ca_28511.1|sca superfamily 256198 243 365 2.65208e-34 124.067 cl12489 DUF2778 superfamily  - 

Q#3031 - >Ca_28517.1|sca specific 236728 1 108 1.32511e-47 157.472 PRK10629 PRK10629 cl08136

Q#3031 - >Ca_28517.1|sca superfamily 263534 1 108 1.32511e-47 157.472 cl08136 SecD-TM1 superfamily  - 

Q#3031 - >Ca_28517.1|sca superfamily 275750 225 298 2.04844e-21 86.6103 cl01888 DUF883 superfamily  - 

Q#3031 - >Ca_28517.1|sca specific 253754 151 219 1.24687e-17 76.149 pfam06476 DUF1090 cl05801

Q#3031 - >Ca_28517.1|sca superfamily 253754 151 219 1.24687e-17 76.149 cl05801 DUF1090 superfamily  - 

Q#3032 - >Ca_28520.1|sca specific 107296 137 408 2.46474e-130 379.265 cd06301 PBP1_rhizopine_binding_like cl10011

Q#3032 - >Ca_28520.1|sca superfamily 275911 137 408 2.46474e-130 379.265 cl10011 Periplasmic_Binding_Protein_Type_1 superfamily  - 

Q#3032 - >Ca_28520.1|sca multi-dom 257732 138 395 5.91361e-53 179.419 pfam13407 Peripla_BP_4  - 

Q#3033 - >Ca_28521.1|sca superfamily 275911 1 226 8.66665e-130 375.453 cl10011 Periplasmic_Binding_Protein_Type_1 superfamily  - 

Q#3034 - >Ca_28526.1|sca specific 189752 9 119 1.10638e-34 117.377 pfam00877 NLPC_P60 cl21534

Q#3034 - >Ca_28526.1|sca superfamily 276349 9 119 1.10638e-34 117.377 cl21534 NLPC_P60 superfamily  - 

Q#3034 - >Ca_28526.1|sca multi-dom 223862 1 118 3.92314e-40 133.951 COG0791 Spr  - 

Q#3035 - >Ca_28589.1|sca superfamily 275722 6 194 1.83478e-23 92.7097 cl01416 Fimbrial superfamily  - 

Q#3036 - >Ca_28593.1|sca specific 119394 1 176 1.4234e-08 50.7401 cd06261 TM_PBP2 cl00427

Q#3036 - >Ca_28593.1|sca superfamily 275575 1 176 1.4234e-08 50.7401 cl00427 TM_PBP2 superfamily  - 

Q#3037 - >Ca_28596.1|sca specific 213229 3 202 8.31058e-117 343.743 cd03262 ABC_HisP_GlnQ cl21455

Q#3037 - >Ca_28596.1|sca superfamily 276299 3 202 8.31058e-117 343.743 cl21455 ABC_ATPase superfamily  - 

Q#3037 - >Ca_28596.1|sca superfamily 275458 228 448 7.41102e-93 291.838 cl00013 Lyase_I_like superfamily  - 

Q#3037 - >Ca_28596.1|sca multi-dom 130234 1 187 3.45014e-31 118.295 TIGR01166 membrane_associated_cobalt_transport_protein_CbiO - 

Q#3038 - >Ca_28602.1|sca superfamily 276065 24 184 9.60354e-35 124.71 cl14813 GluZincin superfamily  - 

Q#3039 - >Ca_28606.1|sca specific 257986 257 323 4.25286e-26 99.1528 pfam13683 rve_3 cl21549

Q#3039 - >Ca_28606.1|sca superfamily 276355 257 323 4.25286e-26 99.1528 cl21549 rve superfamily  - 

Q#3039 - >Ca_28606.1|sca specific 250040 170 286 1.3841e-22 90.8556 pfam00665 rve cl21549

Q#3039 - >Ca_28606.1|sca superfamily 276355 170 286 1.3841e-22 90.8556 cl21549 rve superfamily  - 
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Q#3039 - >Ca_28606.1|sca specific 250686 2 72 5.27859e-20 82.3816 pfam01527 HTH_Tnp_1 cl21459

Q#3039 - >Ca_28606.1|sca superfamily 276302 2 72 5.27859e-20 82.3816 cl21459 HTH_XRE superfamily  - 

Q#3039 - >Ca_28606.1|sca specific 257619 102 157 4.19079e-07 46.374 pfam13276 HTH_21 cl16206

Q#3039 - >Ca_28606.1|sca superfamily 257619 102 157 4.19079e-07 46.374 cl16206 HTH_21 superfamily  - 

Q#3039 - >Ca_28606.1|sca multi-dom 237792 103 338 1.18649e-06 47.8043 PRK14702 PRK14702  - 

Q#3039 - >Ca_28606.1|sca multi-dom 225511 1 111 0.00306055 35.6685 COG2963 COG2963  - 

Q#3040 - >Ca_28611.1|sca specific 271177 333 476 6.8137e-30 116.272 cd00796 INT_Rci_Hp1_C cl00213

Q#3040 - >Ca_28611.1|sca superfamily 271437 333 476 6.8137e-30 116.272 cl00213 DNA_BRE_C superfamily  - 

Q#3040 - >Ca_28611.1|sca specific 183471 509 670 1.21317e-117 351.561 PRK12359 PRK12359 cl00438

Q#3040 - >Ca_28611.1|sca superfamily 275577 509 670 1.21317e-117 351.561 cl00438 FMN_red superfamily  - 

Q#3040 - >Ca_28611.1|sca specific 254025 13 76 1.7159e-24 97.7765 pfam07022 Phage_CI_repr cl21459

Q#3040 - >Ca_28611.1|sca superfamily 276302 13 76 1.7159e-24 97.7765 cl21459 HTH_XRE superfamily  - 

Q#3040 - >Ca_28611.1|sca multi-dom 222904 168 491 3.48216e-155 454.571 PHA02601 int  - 

Q#3041 - >Ca_28612.1|sca superfamily 148487 56 211 1.01815e-54 176.759 cl06105 Phage_CP76 superfamily  - 

Q#3041 - >Ca_28612.1|sca superfamily 151341 244 287 3.33923e-10 54.9151 cl12476 DUF2724 superfamily  - 

Q#3042 - >Ca_28613.1|sca specific 240022 1 108 2.46853e-26 102.815 cd04664 Nudix_Hydrolase_7 cl00447

Q#3042 - >Ca_28613.1|sca superfamily 275580 1 108 2.46853e-26 102.815 cl00447 Nudix_Hydrolase superfamily  - 

Q#3042 - >Ca_28613.1|sca specific 234640 139 377 7.77455e-160 454.924 PRK00110 PRK00110 cl00361

Q#3042 - >Ca_28613.1|sca superfamily 275551 139 377 7.77455e-160 454.924 cl00361 Transcrip_reg superfamily  - 

Q#3042 - >Ca_28613.1|sca superfamily 271902 376 462 2.10879e-41 146.028 cl21482 RuvC_resolvase superfamily  - 

Q#3043 - >Ca_28620.1|sca specific 259853 15 75 4.61837e-33 110.559 cd13831 HU cl00257

Q#3043 - >Ca_28620.1|sca superfamily 275502 15 75 4.61837e-33 110.559 cl00257 HU_IHF superfamily  - 

Q#3044 - >Ca_28621.1|sca specific 189752 45 144 4.89093e-35 118.918 pfam00877 NLPC_P60 cl21534

Q#3044 - >Ca_28621.1|sca superfamily 276349 45 144 4.89093e-35 118.918 cl21534 NLPC_P60 superfamily  - 

Q#3045 - >Ca_28622.1|sca specific 270248 41 255 1.92417e-65 212.11 cd13530 PBP2_peptides_like cl21456

Q#3045 - >Ca_28622.1|sca superfamily 276300 41 255 1.92417e-65 212.11 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3045 - >Ca_28622.1|sca multi-dom 249906 41 256 1.22794e-64 210.209 pfam00497 SBP_bac_3  - 

Q#3046 - >Ca_28623.1|sca specific 213223 34 275 1.03272e-98 291.779 cd03256 ABC_PhnC_transporter cl21455

Q#3046 - >Ca_28623.1|sca superfamily 276299 34 275 1.03272e-98 291.779 cl21455 ABC_ATPase superfamily  - 

Q#3046 - >Ca_28623.1|sca multi-dom 226164 31 273 1.05516e-112 328.058 COG3638 COG3638  - 

Q#3047 - >Ca_28626.1|sca superfamily 275744 89 278 5.58988e-84 262.114 cl01709 PBP2_NikA_DppA_OppA_like superfamily  - 

Q#3048 - >Ca_28667.1|sca specific 251221 48 134 4.51736e-10 53.2857 pfam02321 OEP cl22292

Q#3048 - >Ca_28667.1|sca superfamily 251221 48 134 4.51736e-10 53.2857 cl22292 OEP superfamily  - 

Q#3049 - >Ca_28674.1|sca specific 213224 316 540 2.82327e-81 256.279 cd03257 ABC_NikE_OppD_transporters cl21455

Q#3049 - >Ca_28674.1|sca superfamily 276299 316 540 2.82327e-81 256.279 cl21455 ABC_ATPase superfamily  - 

Q#3049 - >Ca_28674.1|sca specific 213224 3 242 3.6299e-77 245.493 cd03257 ABC_NikE_OppD_transporters cl21455
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Q#3049 - >Ca_28674.1|sca superfamily 276299 3 242 3.6299e-77 245.493 cl21455 ABC_ATPase superfamily  - 

Q#3049 - >Ca_28674.1|sca specific 254752 239 306 2.80542e-19 82.4708 pfam08352 oligo_HPY cl07097

Q#3049 - >Ca_28674.1|sca superfamily 263181 239 306 2.80542e-19 82.4708 cl07097 oligo_HPY superfamily  - 

Q#3049 - >Ca_28674.1|sca superfamily 263181 537 561 0.00490169 35.4764 cl07097 oligo_HPY superfamily  - 

Q#3049 - >Ca_28674.1|sca multi-dom 185049 1 317 0 688.847 PRK15093 PRK15093  - 

Q#3049 - >Ca_28674.1|sca multi-dom 185067 307 566 0 540.917 PRK15112 PRK15112  - 

Q#3050 - >Ca_28683.1|sca superfamily 276300 19 249 8.74032e-114 329.301 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3050 - >Ca_28683.1|sca multi-dom 249906 30 250 1.41155e-43 148.577 pfam00497 SBP_bac_3  - 

Q#3051 - >Ca_28688.1|sca superfamily 271437 277 297 0.00918845 35.3878 cl00213 DNA_BRE_C superfamily  - 

Q#3052 - >Ca_28702.1|sca superfamily 275490 1 141 1.99081e-30 115.269 cl00222 lysozyme_like superfamily  - 

Q#3053 - >Ca_28703.1|sca specific 119392 1 144 8.86403e-06 42.6861 cd06174 MFS cl21472

Q#3053 - >Ca_28703.1|sca superfamily 276313 1 144 8.86403e-06 42.6861 cl21472 MFS superfamily  - 

Q#3054 - >Ca_28705.1|sca specific 249873 77 236 7.22193e-50 163.048 pfam00455 DeoRC cl00339

Q#3054 - >Ca_28705.1|sca superfamily 275540 77 236 7.22193e-50 163.048 cl00339 SugarP_isomerase superfamily  - 

Q#3054 - >Ca_28705.1|sca superfamily 276302 10 63 7.84787e-09 50.3286 cl21459 HTH_XRE superfamily  - 

Q#3054 - >Ca_28705.1|sca multi-dom 182644 3 254 6.89264e-143 404.079 PRK10681 PRK10681  - 

Q#3055 - >Ca_28713.1|sca specific 100119 541 599 6.96549e-11 58.655 cd06171 Sigma70_r4 cl22432

Q#3055 - >Ca_28713.1|sca superfamily 276386 541 599 6.96549e-11 58.655 cl22432 Sigma70_r4 superfamily  - 

Q#3055 - >Ca_28713.1|sca specific 252662 139 348 8.41866e-89 276.763 pfam04546 Sigma70_ner cl04578

Q#3055 - >Ca_28713.1|sca superfamily 252662 139 348 8.41866e-89 276.763 cl04578 Sigma70_ner superfamily  - 

Q#3055 - >Ca_28713.1|sca specific 146934 458 535 3.8888e-26 102.678 pfam04539 Sigma70_r3 cl04574

Q#3055 - >Ca_28713.1|sca superfamily 146934 458 535 3.8888e-26 102.678 cl04574 Sigma70_r3 superfamily  - 

Q#3055 - >Ca_28713.1|sca specific 252292 1 73 3.29306e-24 96.963 pfam03979 Sigma70_r1_1 cl04353

Q#3055 - >Ca_28713.1|sca superfamily 252292 1 73 3.29306e-24 96.963 cl04353 Sigma70_r1_1 superfamily  - 

Q#3055 - >Ca_28713.1|sca specific 252661 379 449 4.51312e-24 96.4913 pfam04542 Sigma70_r2 cl08419

Q#3055 - >Ca_28713.1|sca superfamily 252661 379 449 4.51312e-24 96.4913 cl08419 Sigma70_r2 superfamily  - 

Q#3055 - >Ca_28713.1|sca specific 249622 97 128 7.59466e-10 55.0809 pfam00140 Sigma70_r1_2 cl02812

Q#3055 - >Ca_28713.1|sca superfamily 249622 97 128 7.59466e-10 55.0809 cl02812 Sigma70_r1_2 superfamily  - 

Q#3055 - >Ca_28713.1|sca multi-dom 235549 1 613 0 1034.75 PRK05658 PRK05658  - 

Q#3056 - >Ca_28721.1|sca specific 119394 100 254 2.01086e-21 89.6452 cd06261 TM_PBP2 cl00427

Q#3056 - >Ca_28721.1|sca superfamily 275575 100 254 2.01086e-21 89.6452 cl00427 TM_PBP2 superfamily  - 

Q#3056 - >Ca_28721.1|sca superfamily 276299 300 366 7.60979e-31 117.245 cl21455 ABC_ATPase superfamily  - 

Q#3056 - >Ca_28721.1|sca multi-dom 223836 79 261 2.62162e-57 188.097 COG0765 HisM  - 

Q#3056 - >Ca_28721.1|sca multi-dom 224051 299 366 4.53998e-34 126.854 COG1126 GlnQ  - 

Q#3057 - >Ca_28729.1|sca specific 107296 13 280 5.60689e-123 355.383 cd06301 PBP1_rhizopine_binding_like cl10011

Q#3057 - >Ca_28729.1|sca superfamily 275911 13 280 5.60689e-123 355.383 cl10011 Periplasmic_Binding_Protein_Type_1 superfamily  - 
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Q#3057 - >Ca_28729.1|sca multi-dom 257732 13 267 6.65035e-58 188.279 pfam13407 Peripla_BP_4  - 

Q#3058 - >Ca_28743.1|sca specific 237084 1 236 1.7521e-135 383.768 PRK12378 PRK12378 cl00361

Q#3058 - >Ca_28743.1|sca superfamily 275551 1 236 1.7521e-135 383.768 cl00361 Transcrip_reg superfamily  - 

Q#3059 - >Ca_28762.1|sca specific 251221 754 931 1.66531e-22 96.8132 pfam02321 OEP cl22292

Q#3059 - >Ca_28762.1|sca superfamily 251221 754 931 1.66531e-22 96.8132 cl22292 OEP superfamily  - 

Q#3059 - >Ca_28762.1|sca superfamily 273899 280 354 0.000232958 40.7841 cl11690 VCBS_repeat superfamily  - 

Q#3059 - >Ca_28762.1|sca superfamily 251221 958 1063 0.000488352 40.9593 cl22292 OEP superfamily  - 

Q#3060 - >Ca_28773.1|sca specific 270418 20 241 7.49706e-127 361.377 cd13700 PBP2_Arg_STM4351 cl21456

Q#3060 - >Ca_28773.1|sca superfamily 276300 20 241 7.49706e-127 361.377 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3060 - >Ca_28773.1|sca multi-dom 184969 1 241 1.17871e-121 349.33 PRK15007 PRK15007  - 

Q#3061 - >Ca_28774.1|sca specific 119394 48 181 2.22858e-14 69.2296 cd06261 TM_PBP2 cl00427

Q#3061 - >Ca_28774.1|sca superfamily 275575 48 181 2.22858e-14 69.2296 cl00427 TM_PBP2 superfamily  - 

Q#3062 - >Ca_28777.1|sca specific 206779 307 506 3.36221e-54 183.207 cd11386 MCP_signal cl21547

Q#3062 - >Ca_28777.1|sca superfamily 206779 307 506 3.36221e-54 183.207 cl21547 MCP_signal superfamily  - 

Q#3062 - >Ca_28777.1|sca specific 238075 37 127 9.38463e-10 56.1023 cd00130 PAS cl21578

Q#3062 - >Ca_28777.1|sca superfamily 271998 37 127 9.38463e-10 56.1023 cl21578 PAS superfamily  - 

Q#3062 - >Ca_28777.1|sca multi-dom 214599 280 526 8.79089e-67 218.694 smart00283 MA  - 

Q#3062 - >Ca_28777.1|sca multi-dom 254805 43 128 2.23638e-13 66.2495 pfam08447 PAS_3  - 

Q#3063 - >Ca_28781.1|sca superfamily 151248 26 73 1.7398e-05 37.774 cl12389 YmgB superfamily  - 

Q#3064 - >Ca_28789.1|sca specific 254749 17 127 3.58446e-50 161.606 pfam08348 PAS_6 cl10076

Q#3064 - >Ca_28789.1|sca superfamily 254749 17 127 3.58446e-50 161.606 cl10076 PAS_6 superfamily  - 

Q#3064 - >Ca_28789.1|sca specific 257646 154 217 1.15333e-21 85.1875 pfam13309 HTH_22 cl21459

Q#3064 - >Ca_28789.1|sca superfamily 276302 154 217 1.15333e-21 85.1875 cl21459 HTH_XRE superfamily  - 

Q#3064 - >Ca_28789.1|sca multi-dom 225512 8 224 8.29221e-107 310.023 COG2964 COG2964  - 

Q#3065 - >Ca_28811.1|sca specific 250596 282 412 5.16346e-32 120.776 pfam01408 GFO_IDH_MocA cl21454

Q#3065 - >Ca_28811.1|sca superfamily 276298 282 412 5.16346e-32 120.776 cl21454 SDR superfamily  - 

Q#3065 - >Ca_28811.1|sca specific 250484 32 260 2.31234e-23 98.6283 pfam01261 AP_endonuc_2 cl21457

Q#3065 - >Ca_28811.1|sca superfamily 276301 32 260 2.31234e-23 98.6283 cl21457 TIM_phosphate_binding superfamily  - 

Q#3065 - >Ca_28811.1|sca specific 251601 424 547 6.55702e-09 54.0829 pfam02894 GFO_IDH_MocA_C cl21649

Q#3065 - >Ca_28811.1|sca superfamily 272069 424 547 6.55702e-09 54.0829 cl21649 GFO_IDH_MocA_C superfamily  - 

Q#3065 - >Ca_28811.1|sca multi-dom 223745 280 652 3.94477e-61 208.946 COG0673 MviM  - 

Q#3066 - >Ca_28819.1|sca specific 116942 84 202 9.91149e-61 187.936 pfam08361 TetR_C_2 cl22496

Q#3066 - >Ca_28819.1|sca superfamily 276450 84 202 9.91149e-61 187.936 cl22496 TetR_C_6 superfamily  - 

Q#3066 - >Ca_28819.1|sca specific 249860 16 62 1.20407e-15 67.8186 pfam00440 TetR_N cl21459

Q#3066 - >Ca_28819.1|sca superfamily 276302 16 62 1.20407e-15 67.8186 cl21459 HTH_XRE superfamily  - 

Q#3066 - >Ca_28819.1|sca multi-dom 182632 1 208 3.66593e-141 396.299 PRK10668 PRK10668  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3067 - >Ca_28828.1|sca specific 213183 37 253 2.9075e-74 226.156 cd03216 ABC_Carb_Monos_I cl21455

Q#3067 - >Ca_28828.1|sca superfamily 276299 37 253 2.9075e-74 226.156 cl21455 ABC_ATPase superfamily  - 

Q#3067 - >Ca_28828.1|sca multi-dom 223488 34 253 1.65757e-53 175.838 COG0411 LivG  - 

Q#3068 - >Ca_28832.1|sca specific 270421 27 253 2.40224e-130 371.196 cd13703 PBP2_HisJ_LAO cl21456

Q#3068 - >Ca_28832.1|sca superfamily 276300 27 253 2.40224e-130 371.196 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3068 - >Ca_28832.1|sca multi-dom 184972 1 260 1.49091e-156 439.056 PRK15010 PRK15010  - 

Q#3069 - >Ca_28851.1|sca specific 239242 180 491 0 532.84 cd02932 OYE_YqiM_FMN cl21457

Q#3069 - >Ca_28851.1|sca superfamily 276301 180 491 0 532.84 cl21457 TIM_phosphate_binding superfamily  - 

Q#3069 - >Ca_28851.1|sca superfamily 276311 1 104 2.65961e-36 131.646 cl21470 Peptidase_M14NE-CP-C_like superfamily  - 

Q#3069 - >Ca_28851.1|sca multi-dom 224814 176 491 1.57886e-123 368.883 COG1902 NemA  - 

Q#3070 - >Ca_28864.1|sca specific 119394 65 249 2.71925e-15 71.926 cd06261 TM_PBP2 cl00427

Q#3070 - >Ca_28864.1|sca superfamily 275575 65 249 2.71925e-15 71.926 cl00427 TM_PBP2 superfamily  - 

Q#3070 - >Ca_28864.1|sca multi-dom 223674 1 259 1.19127e-95 289.004 COG0601 DppB  - 

Q#3071 - >Ca_28866.1|sca specific 206779 410 605 2.95102e-58 197.845 cd11386 MCP_signal cl21547

Q#3071 - >Ca_28866.1|sca superfamily 206779 410 605 2.95102e-58 197.845 cl21547 MCP_signal superfamily  - 

Q#3071 - >Ca_28866.1|sca specific 100122 332 373 1.08115e-07 49.941 cd06225 HAMP cl01054

Q#3071 - >Ca_28866.1|sca superfamily 260769 332 373 1.08115e-07 49.941 cl01054 HAMP superfamily  - 

Q#3071 - >Ca_28866.1|sca superfamily 260214 36 154 0.00312089 38.3604 cl00144 Tar_Tsr_LBD superfamily  - 

Q#3071 - >Ca_28866.1|sca multi-dom 223910 280 631 1.68832e-76 256.071 COG0840 Tar  - 

Q#3072 - >Ca_28871.1|sca specific 238213 8 85 9.93799e-31 104.893 cd00353 Ribosomal_S15p_S13e cl00349

Q#3072 - >Ca_28871.1|sca superfamily 260373 8 85 9.93799e-31 104.893 cl00349 S15_NS1_EPRS_RNA-bind superfamily  - 

Q#3073 - >Ca_28873.1|sca superfamily 276302 16 102 7.10306e-17 73.003 cl21459 HTH_XRE superfamily  - 

Q#3073 - >Ca_28873.1|sca specific 250746 129 252 8.12069e-15 68.079 pfam01614 IclR cl08329

Q#3073 - >Ca_28873.1|sca superfamily 250746 129 252 8.12069e-15 68.079 cl08329 IclR superfamily  - 

Q#3073 - >Ca_28873.1|sca multi-dom 224332 17 254 2.19256e-43 148.91 COG1414 IclR  - 

Q#3074 - >Ca_28892.1|sca specific 213224 318 552 1.46831e-112 338.326 cd03257 ABC_NikE_OppD_transporters cl21455

Q#3074 - >Ca_28892.1|sca superfamily 276299 318 552 1.46831e-112 338.326 cl21455 ABC_ATPase superfamily  - 

Q#3074 - >Ca_28892.1|sca specific 213224 21 259 2.48664e-107 324.844 cd03257 ABC_NikE_OppD_transporters cl21455

Q#3074 - >Ca_28892.1|sca superfamily 276299 21 259 2.48664e-107 324.844 cl21455 ABC_ATPase superfamily  - 

Q#3074 - >Ca_28892.1|sca specific 254752 549 595 1.6186e-10 57.818 pfam08352 oligo_HPY cl07097

Q#3074 - >Ca_28892.1|sca superfamily 263181 549 595 1.6186e-10 57.818 cl07097 oligo_HPY superfamily  - 

Q#3074 - >Ca_28892.1|sca specific 254752 256 298 1.6542e-08 52.04 pfam08352 oligo_HPY cl07097

Q#3074 - >Ca_28892.1|sca superfamily 263181 256 298 1.6542e-08 52.04 cl07097 oligo_HPY superfamily  - 

Q#3074 - >Ca_28892.1|sca multi-dom 224048 19 578 0 768.279 COG1123 COG1123  - 

Q#3075 - >Ca_28902.1|sca specific 143635 284 442 2.07908e-44 155.792 cd01949 GGDEF cl11967

Q#3075 - >Ca_28902.1|sca superfamily 276010 284 442 2.07908e-44 155.792 cl11967 Nucleotidyl_cyc_III superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3075 - >Ca_28902.1|sca superfamily 266863 8 267 0.000257592 42.047 cl17823 MASE1 superfamily  - 

Q#3076 - >Ca_28904.1|sca specific 239905 704 768 1.3331e-29 112.672 cd04458 CSP_CDS cl09927

Q#3076 - >Ca_28904.1|sca superfamily 275904 704 768 1.3331e-29 112.672 cl09927 S1_like superfamily  - 

Q#3076 - >Ca_28904.1|sca superfamily 263345 575 685 6.94513e-34 127.638 cl07428 Ivy superfamily  - 

Q#3076 - >Ca_28904.1|sca superfamily 276235 74 176 8.31832e-08 52.4347 cl19188 Pectate_lyase_3 superfamily  - 

Q#3077 - >Ca_28914.1|sca specific 99964 479 820 7.44415e-80 260.265 cd03789 GT1_LPS_heptosyltransferase cl10013

Q#3077 - >Ca_28914.1|sca superfamily 275912 479 820 7.44415e-80 260.265 cl10013 Glycosyltransferase_GTB_type superfamily  - 

Q#3077 - >Ca_28914.1|sca specific 132997 166 285 5.34118e-33 125.696 cd00761 Glyco_tranf_GTA_type cl11394

Q#3077 - >Ca_28914.1|sca superfamily 275925 166 285 5.34118e-33 125.696 cl11394 Glyco_tranf_GTA_type superfamily  - 

Q#3077 - >Ca_28914.1|sca superfamily 275925 1 85 1.84133e-19 88.4258 cl11394 Glyco_tranf_GTA_type superfamily  - 

Q#3077 - >Ca_28914.1|sca superfamily 149484 100 142 0.00988063 34.9804 cl07166 Glyco_transf_8C superfamily  - 

Q#3077 - >Ca_28914.1|sca multi-dom 182223 158 468 0 543.87 PRK10073 PRK10073  - 

Q#3077 - >Ca_28914.1|sca multi-dom 223928 477 823 6.4434e-75 248.826 COG0859 RfaF  - 

Q#3077 - >Ca_28914.1|sca multi-dom 224359 1 138 2.61311e-19 88.9138 COG1442 RfaJ  - 

Q#3078 - >Ca_28924.1|sca specific 153246 112 297 1.08003e-60 193.97 cd07984 LPLAT_LABLAT-like cl17185

Q#3078 - >Ca_28924.1|sca superfamily 276196 112 297 1.08003e-60 193.97 cl17185 LPLAT superfamily  - 

Q#3079 - >Ca_28940.1|sca specific 239905 5 68 8.52823e-34 113.828 cd04458 CSP_CDS cl09927

Q#3079 - >Ca_28940.1|sca superfamily 275904 5 68 8.52823e-34 113.828 cl09927 S1_like superfamily  - 

Q#3080 - >Ca_28944.1|sca superfamily 275586 15 176 1.65864e-05 45.3539 cl00456 SLC5-6-like_sbd superfamily  - 

Q#3080 - >Ca_28944.1|sca multi-dom 182566 5 452 0 784.394 PRK10580 proY  - 

Q#3081 - >Ca_28948.1|sca specific 100119 410 468 7.31409e-09 52.4918 cd06171 Sigma70_r4 cl22432

Q#3081 - >Ca_28948.1|sca superfamily 276386 410 468 7.31409e-09 52.4918 cl22432 Sigma70_r4 superfamily  - 

Q#3081 - >Ca_28948.1|sca specific 250701 59 151 8.67584e-39 137.314 pfam01551 Peptidase_M23 cl18370

Q#3081 - >Ca_28948.1|sca superfamily 250701 59 151 8.67584e-39 137.314 cl18370 Peptidase_M23 superfamily  - 

Q#3081 - >Ca_28948.1|sca specific 252661 248 318 2.25089e-22 91.0985 pfam04542 Sigma70_r2 cl08419

Q#3081 - >Ca_28948.1|sca superfamily 252661 248 318 2.25089e-22 91.0985 cl08419 Sigma70_r2 superfamily  - 

Q#3081 - >Ca_28948.1|sca specific 146934 327 404 4.87035e-18 79.1811 pfam04539 Sigma70_r3 cl04574

Q#3081 - >Ca_28948.1|sca superfamily 146934 327 404 4.87035e-18 79.1811 cl04574 Sigma70_r3 superfamily  - 

Q#3081 - >Ca_28948.1|sca specific 249622 210 241 5.43018e-08 49.6881 pfam00140 Sigma70_r1_2 cl02812

Q#3081 - >Ca_28948.1|sca superfamily 249622 210 241 5.43018e-08 49.6881 cl02812 Sigma70_r1_2 superfamily  - 

Q#3081 - >Ca_28948.1|sca multi-dom 235548 158 481 0 601.174 PRK05657 PRK05657  - 

Q#3082 - >Ca_28951.1|sca superfamily 275750 48 137 1.59333e-31 109.951 cl01888 DUF883 superfamily  - 

Q#3083 - >Ca_28954.1|sca specific 270417 31 274 4.73817e-112 333.186 cd13699 PBP2_OccT_like cl21456

Q#3083 - >Ca_28954.1|sca superfamily 276300 31 274 4.73817e-112 333.186 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3083 - >Ca_28954.1|sca specific 119394 278 472 4.06704e-19 85.0228 cd06261 TM_PBP2 cl00427

Q#3083 - >Ca_28954.1|sca superfamily 275575 278 472 4.06704e-19 85.0228 cl00427 TM_PBP2 superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3083 - >Ca_28954.1|sca multi-dom 226670 276 491 6.77401e-81 253.339 COG4215 ArtQ  - 

Q#3083 - >Ca_28954.1|sca multi-dom 273440 25 274 1.14507e-61 204.128 TIGR01096 ABC_transporter_arginine-binding_protein  - 

Q#3084 - >Ca_28955.1|sca specific 234603 20 231 8.29635e-124 357.598 PRK00056 mtgA cl19357

Q#3084 - >Ca_28955.1|sca superfamily 276248 20 231 8.29635e-124 357.598 cl19357 Transgly superfamily  - 

Q#3084 - >Ca_28955.1|sca multi-dom 223815 20 231 2.2521e-67 224.544 COG0744 MrcB  - 

Q#3085 - >Ca_28958.1|sca specific 238923 272 509 5.05213e-82 257.474 cd01948 EAL cl00290

Q#3085 - >Ca_28958.1|sca superfamily 260330 272 509 5.05213e-82 257.474 cl00290 EAL superfamily  - 

Q#3085 - >Ca_28958.1|sca specific 257300 50 241 2.13031e-23 97.6045 pfam12792 CSS-motif cl15094

Q#3085 - >Ca_28958.1|sca superfamily 257300 50 241 2.13031e-23 97.6045 cl15094 CSS-motif superfamily  - 

Q#3085 - >Ca_28958.1|sca multi-dom 182541 6 515 0 729.867 PRK10551 PRK10551  - 

Q#3086 - >Ca_28959.1|sca specific 189752 80 184 5.08133e-40 133.556 pfam00877 NLPC_P60 cl21534

Q#3086 - >Ca_28959.1|sca superfamily 276349 80 184 5.08133e-40 133.556 cl21534 NLPC_P60 superfamily  - 

Q#3086 - >Ca_28959.1|sca multi-dom 236773 2 191 9.49556e-122 345.211 PRK10838 spr  - 

Q#3087 - >Ca_28961.1|sca specific 235485 32 259 2.45779e-106 312.7 PRK05471 PRK05471 cl00934

Q#3087 - >Ca_28961.1|sca superfamily 260705 32 259 2.45779e-106 312.7 cl00934 CDH superfamily  - 

Q#3088 - >Ca_28962.1|sca specific 213229 280 502 1.58813e-123 363.773 cd03262 ABC_HisP_GlnQ cl21455

Q#3088 - >Ca_28962.1|sca superfamily 276299 280 502 1.58813e-123 363.773 cl21455 ABC_ATPase superfamily  - 

Q#3088 - >Ca_28962.1|sca specific 119394 64 267 3.35369e-23 96.964 cd06261 TM_PBP2 cl00427

Q#3088 - >Ca_28962.1|sca superfamily 275575 64 267 3.35369e-23 96.964 cl00427 TM_PBP2 superfamily  - 

Q#3088 - >Ca_28962.1|sca multi-dom 224051 280 526 3.23654e-135 394.567 COG1126 GlnQ  - 

Q#3088 - >Ca_28962.1|sca multi-dom 223836 47 279 3.41316e-78 247.033 COG0765 HisM  - 

Q#3089 - >Ca_28973.1|sca superfamily 275490 88 233 6.91212e-26 101.017 cl00222 lysozyme_like superfamily  - 

Q#3090 - >Ca_28984.1|sca specific 99964 238 540 4.00765e-37 139.698 cd03789 GT1_LPS_heptosyltransferase cl10013

Q#3090 - >Ca_28984.1|sca superfamily 275912 238 540 4.00765e-37 139.698 cl10013 Glycosyltransferase_GTB_type superfamily  - 

Q#3090 - >Ca_28984.1|sca superfamily 275578 118 171 2.7908e-26 110.536 cl00445 Iso_dh superfamily  - 

Q#3090 - >Ca_28984.1|sca multi-dom 223928 237 550 1.656e-36 139.429 COG0859 RfaF  - 

Q#3091 - >Ca_29004.1|sca specific 213224 257 480 7.53089e-68 219.299 cd03257 ABC_NikE_OppD_transporters cl21455

Q#3091 - >Ca_29004.1|sca superfamily 276299 257 480 7.53089e-68 219.299 cl21455 ABC_ATPase superfamily  - 

Q#3091 - >Ca_29004.1|sca specific 253506 8 246 0 529.55 pfam06007 PhnJ cl01457

Q#3091 - >Ca_29004.1|sca superfamily 260945 8 246 0 529.55 cl01457 PhnJ superfamily  - 

Q#3091 - >Ca_29004.1|sca superfamily 263181 477 497 9.05956e-05 40.484 cl07097 oligo_HPY superfamily  - 

Q#3091 - >Ca_29004.1|sca multi-dom 183280 252 497 0 517.171 PRK11701 phnK  - 

Q#3092 - >Ca_29006.1|sca specific 212491 7 189 5.70525e-43 145.89 cd05233 SDR_c cl21454

Q#3092 - >Ca_29006.1|sca superfamily 276298 7 189 5.70525e-43 145.89 cl21454 SDR superfamily  - 

Q#3092 - >Ca_29006.1|sca multi-dom 249592 5 172 1.30507e-24 95.6966 pfam00106 adh_short  - 

Q#3093 - >Ca_29009.1|sca specific 249860 15 61 4.2204e-13 60.885 pfam00440 TetR_N cl21459
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Q#3093 - >Ca_29009.1|sca superfamily 276302 15 61 4.2204e-13 60.885 cl21459 HTH_XRE superfamily  - 

Q#3093 - >Ca_29009.1|sca multi-dom 224228 1 155 1.70986e-13 65.3449 COG1309 AcrR  - 

Q#3094 - >Ca_29031.1|sca superfamily 276300 30 274 3.56654e-62 197.902 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3094 - >Ca_29031.1|sca multi-dom 249906 31 274 7.59122e-64 202.12 pfam00497 SBP_bac_3  - 

Q#3095 - >Ca_29034.1|sca multi-dom 225926 37 118 3.19906e-08 49.5218 COG3391 COG3391  - 

Q#3096 - >Ca_29036.1|sca specific 259858 1 64 2.14023e-27 102.921 cd13836 IHF_B cl00257

Q#3096 - >Ca_29036.1|sca superfamily 275502 1 64 2.14023e-27 102.921 cl00257 HU_IHF superfamily  - 

Q#3096 - >Ca_29036.1|sca specific 257884 134 269 6.93563e-09 53.1502 pfam13567 DUF4131 cl16306

Q#3096 - >Ca_29036.1|sca superfamily 257884 134 269 6.93563e-09 53.1502 cl16306 DUF4131 superfamily  - 

Q#3097 - >Ca_29049.1|sca specific 107251 49 329 5.51094e-147 419.308 cd01538 PBP1_ABC_xylose_binding cl10011

Q#3097 - >Ca_29049.1|sca superfamily 275911 49 329 5.51094e-147 419.308 cl10011 Periplasmic_Binding_Protein_Type_1 superfamily  - 

Q#3097 - >Ca_29049.1|sca multi-dom 257732 50 307 2.73101e-66 211.776 pfam13407 Peripla_BP_4  - 

Q#3098 - >Ca_29052.1|sca specific 238923 2 101 2.41579e-46 150.774 cd01948 EAL cl00290

Q#3098 - >Ca_29052.1|sca superfamily 260330 2 101 2.41579e-46 150.774 cl00290 EAL superfamily  - 

Q#3099 - >Ca_29063.1|sca specific 213224 1 214 3.50204e-100 292.487 cd03257 ABC_NikE_OppD_transporters cl21455

Q#3099 - >Ca_29063.1|sca superfamily 276299 1 214 3.50204e-100 292.487 cl21455 ABC_ATPase superfamily  - 

Q#3099 - >Ca_29063.1|sca multi-dom 224059 1 213 2.28304e-58 185.791 COG1136 SalX  - 

Q#3100 - >Ca_29093.1|sca superfamily 275540 71 185 6.71897e-25 95.6381 cl00339 SugarP_isomerase superfamily  - 

Q#3100 - >Ca_29093.1|sca superfamily 276302 4 56 1.30524e-13 62.2398 cl21459 HTH_XRE superfamily  - 

Q#3100 - >Ca_29093.1|sca multi-dom 224268 1 188 1.44374e-45 152.388 COG1349 GlpR  - 

Q#3101 - >Ca_29101.1|sca specific 238042 62 113 0.000126435 38.819 cd00090 HTH_ARSR cl21459

Q#3101 - >Ca_29101.1|sca superfamily 276302 62 113 0.000126435 38.819 cl21459 HTH_XRE superfamily  - 

Q#3101 - >Ca_29101.1|sca specific 250314 111 185 7.54436e-19 78.3447 pfam01037 AsnC_trans_reg cl21459

Q#3101 - >Ca_29101.1|sca superfamily 276302 111 185 7.54436e-19 78.3447 cl21459 HTH_XRE superfamily  - 

Q#3101 - >Ca_29101.1|sca multi-dom 224439 58 194 3.30361e-41 140.983 COG1522 Lrp  - 

Q#3102 - >Ca_29104.1|sca specific 132997 6 129 2.98774e-28 107.207 cd00761 Glyco_tranf_GTA_type cl11394

Q#3102 - >Ca_29104.1|sca superfamily 275925 6 129 2.98774e-28 107.207 cl11394 Glyco_tranf_GTA_type superfamily  - 

Q#3102 - >Ca_29104.1|sca multi-dom 224137 2 296 1.00115e-14 71.7463 COG1216 COG1216  - 

Q#3103 - >Ca_29105.1|sca specific 270233 17 253 2.93024e-113 328.068 cd01072 PBP2_SMa0082_like cl21456

Q#3103 - >Ca_29105.1|sca superfamily 276300 17 253 2.93024e-113 328.068 cl21456 Periplasmic_Binding_Protein_Type_2 superfamily  - 

Q#3103 - >Ca_29105.1|sca multi-dom 249906 31 247 1.18258e-55 180.164 pfam00497 SBP_bac_3  - 

Q#3104 - >Ca_29134.1|sca specific 173869 40 537 0 603.007 cd08504 PBP2_OppA cl01709

Q#3104 - >Ca_29134.1|sca superfamily 275744 40 537 0 603.007 cl01709 PBP2_NikA_DppA_OppA_like superfamily  - 

Q#3104 - >Ca_29134.1|sca multi-dom 185059 4 532 0 839.051 PRK15104 PRK15104  - 

Q#3105 - >Ca_29138.1|sca specific 143635 222 373 8.12315e-55 179.675 cd01949 GGDEF cl11967

Q#3105 - >Ca_29138.1|sca superfamily 276010 222 373 8.12315e-55 179.675 cl11967 Nucleotidyl_cyc_III superfamily  - 
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Q#3106 - >Ca_29139.1|sca specific 213224 3 236 7.64998e-109 317.14 cd03257 ABC_NikE_OppD_transporters cl21455

Q#3106 - >Ca_29139.1|sca superfamily 276299 3 236 7.64998e-109 317.14 cl21455 ABC_ATPase superfamily  - 

Q#3106 - >Ca_29139.1|sca superfamily 263181 231 275 1.30807e-12 61.6091 cl07097 oligo_HPY superfamily  - 

Q#3106 - >Ca_29139.1|sca multi-dom 224049 1 260 4.00626e-87 262.586 COG1124 DppF  - 

Q#3107 - >Ca_29143.1|sca specific 153118 53 196 1.23552e-55 180.462 cd07909 YciF cl00264

Q#3107 - >Ca_29143.1|sca superfamily 275506 53 196 1.23552e-55 180.462 cl00264 Ferritin_like superfamily  - 

Q#3107 - >Ca_29143.1|sca specific 226210 179 339 3.85838e-40 140.565 COG3685 COG3685 cl00264

Q#3107 - >Ca_29143.1|sca superfamily 275506 179 339 3.85838e-40 140.565 cl00264 Ferritin_like superfamily  - 

Q#3107 - >Ca_29143.1|sca specific 226252 1 47 1.88708e-17 75.5913 COG3729 GsiB cl01514

Q#3107 - >Ca_29143.1|sca superfamily 226252 1 47 1.88708e-17 75.5913 cl01514 GsiB superfamily  - 

Q#3108 - >Ca_29148.1|sca superfamily 151248 50 98 6.64991e-11 53.182 cl12389 YmgB superfamily  - 

Q#3109 - >Ca_29154.1|sca specific 238045 128 181 4.01031e-10 53.3258 cd00093 HTH_XRE cl21459

Q#3109 - >Ca_29154.1|sca superfamily 276302 128 181 4.01031e-10 53.3258 cl21459 HTH_XRE superfamily  - 

Q#3109 - >Ca_29154.1|sca superfamily 276329 7 96 3.76577e-34 119.955 cl21503 Plasmid_stabil superfamily  - 

Q#3110 - >Ca_29157.1|sca specific 187632 265 501 2.19782e-86 269.486 cd05374 17beta-HSD-like_SDR_c cl21454

Q#3110 - >Ca_29157.1|sca superfamily 276298 265 501 2.19782e-86 269.486 cl21454 SDR superfamily  - 

Q#3110 - >Ca_29157.1|sca specific 212491 6 196 4.09647e-42 151.282 cd05233 SDR_c cl21454

Q#3110 - >Ca_29157.1|sca superfamily 276298 6 196 4.09647e-42 151.282 cl21454 SDR superfamily  - 

Q#3110 - >Ca_29157.1|sca multi-dom 235725 261 530 1.95657e-158 455.131 PRK06179 PRK06179  - 

Q#3110 - >Ca_29157.1|sca multi-dom 223377 1 258 1.55172e-82 260.257 COG0300 DltE  - 

Q#3111 - >Ca_29159.1|sca specific 119394 70 197 2.37973e-11 58.444 cd06261 TM_PBP2 cl00427

Q#3111 - >Ca_29159.1|sca superfamily 275575 70 197 2.37973e-11 58.444 cl00427 TM_PBP2 superfamily  - 

Q#3111 - >Ca_29159.1|sca multi-dom 223673 8 197 6.35995e-65 202.838 COG0600 TauC  - 

Q#3112 - >Ca_29160.1|sca specific 153246 379 570 1.12218e-62 206.682 cd07984 LPLAT_LABLAT-like cl17185

Q#3112 - >Ca_29160.1|sca superfamily 276196 379 570 1.12218e-62 206.682 cl17185 LPLAT superfamily  - 

Q#3112 - >Ca_29160.1|sca specific 252148 1 151 1.21689e-59 197.36 pfam03755 YicC_N cl04245

Q#3112 - >Ca_29160.1|sca superfamily 252148 1 151 1.21689e-59 197.36 cl04245 YicC_N superfamily  - 

Q#3112 - >Ca_29160.1|sca specific 254742 198 282 1.01371e-45 156.431 pfam08340 DUF1732 cl07087

Q#3112 - >Ca_29160.1|sca superfamily 254742 198 282 1.01371e-45 156.431 cl07087 DUF1732 superfamily  - 

Q#3112 - >Ca_29160.1|sca multi-dom 236993 1 282 1.83199e-151 439.968 PRK11820 PRK11820  - 

Q#3113 - >Ca_29187.1|sca superfamily 275744 37 156 3.24418e-55 182.369 cl01709 PBP2_NikA_DppA_OppA_like superfamily  - 

Q#3114 - >Ca_29215.1|sca specific 257986 78 144 2.25888e-34 116.872 pfam13683 rve_3 cl21549

Q#3114 - >Ca_29215.1|sca superfamily 276355 78 144 2.25888e-34 116.872 cl21549 rve superfamily  - 

Q#3114 - >Ca_29215.1|sca specific 250040 1 107 2.88942e-19 78.9144 pfam00665 rve cl21549

Q#3114 - >Ca_29215.1|sca superfamily 276355 1 107 2.88942e-19 78.9144 cl21549 rve superfamily  - 

Q#3114 - >Ca_29215.1|sca multi-dom 225361 1 154 7.25516e-19 79.9992 COG2801 Tra5  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3115 - >Ca_29217.1|sca specific 250746 74 182 1.71283e-39 136.644 pfam01614 IclR cl08329

Q#3115 - >Ca_29217.1|sca superfamily 250746 74 182 1.71283e-39 136.644 cl08329 IclR superfamily  - 

Q#3115 - >Ca_29217.1|sca specific 258226 258 314 3.45583e-22 88.1801 pfam13974 YebO cl16513

Q#3115 - >Ca_29217.1|sca superfamily 258226 258 314 3.45583e-22 88.1801 cl16513 YebO superfamily  - 

Q#3115 - >Ca_29217.1|sca superfamily 276302 1 48 2.83764e-11 58.7506 cl21459 HTH_XRE superfamily  - 

Q#3116 - >Ca_29243.1|sca specific 119394 67 157 3.99381e-10 54.2069 cd06261 TM_PBP2 cl00427

Q#3116 - >Ca_29243.1|sca superfamily 275575 67 157 3.99381e-10 54.2069 cl00427 TM_PBP2 superfamily  - 

Q#3119 - >Ca_29266.1|sca specific 258132 191 356 2.98467e-51 171.623 pfam13862 BCIP cl16439

Q#3119 - >Ca_29266.1|sca superfamily 258132 191 356 2.98467e-51 171.623 cl16439 BCIP superfamily  - 

Q#3122 - >Ca_29279.1|sca specific 253250 162 186 3.06839e-09 49.7969 pfam05553 DUF761 cl05229

Q#3122 - >Ca_29279.1|sca superfamily 253250 162 186 3.06839e-09 49.7969 cl05229 DUF761 superfamily  - 

Q#3123 - >Ca_29284.1|sca specific 238926 30 118 1.24442e-36 122.073 cd01960 nsLTP1 cl07890

Q#3123 - >Ca_29284.1|sca superfamily 275845 30 118 1.24442e-36 122.073 cl07890 AAI_LTSS superfamily  - 

Q#3126 - >Ca_29301.1|sca multi-dom 273731 47 161 1.64521e-23 97.0125 TIGR01647 Plasma_membrane_ATPase  - 

Q#3127 - >Ca_29305.1|sca superfamily 276299 43 120 3.38218e-21 84.5249 cl21455 ABC_ATPase superfamily  - 

Q#3128 - >Ca_29306.1|sca superfamily 276299 43 120 3.3713e-21 84.5249 cl21455 ABC_ATPase superfamily  - 

Q#3129 - >Ca_29307.1|sca multi-dom 177805 4 129 7.34861e-12 60.3542 PLN00411 PLN00411  - 

Q#3130 - >Ca_29333.1|sca superfamily 276299 55 107 2.58496e-22 87.1549 cl21455 ABC_ATPase superfamily  - 

Q#3130 - >Ca_29333.1|sca superfamily 271701 1 43 4.80874e-15 66.5944 cl10459 Peptidases_S8_S53 superfamily  - 

Q#3131 - >Ca_29334.1|sca multi-dom 250737 15 134 1.92015e-32 119.25 pfam01602 Adaptin_N  - 

Q#3134 - >Ca_29379.1|sca superfamily 271848 1 270 1.86611e-66 215.713 cl19241 Condensation superfamily  - 

Q#3135 - >Ca_29382.1|sca superfamily 260253 1 94 1.66593e-54 175.928 cl00198 Phosphoglycerate_kinase superfamily  - 

Q#3136 - >Ca_29406.1|sca multi-dom 250737 15 134 1.92015e-32 119.25 pfam01602 Adaptin_N  - 

Q#3141 - >Ca_29470.1|sca superfamily 271411 16 201 6.43146e-50 166.696 cl00042 CASc superfamily  - 

Q#3142 - >Ca_29471.1|sca specific 257949 69 93 1.53011e-05 37.7511 pfam13639 zf-RING_2 cl17238

Q#3142 - >Ca_29471.1|sca superfamily 276201 69 93 1.53011e-05 37.7511 cl17238 RING superfamily  - 

Q#3145 - >Ca_29520.1|sca superfamily 271754 323 396 1.93748e-12 64.4361 cl14782 RNase_H_like superfamily  - 

Q#3146 - >Ca_29525.1|sca specific 257974 12 69 9.39505e-16 69.5451 pfam13668 Ferritin_2 cl00264

Q#3146 - >Ca_29525.1|sca superfamily 275506 12 69 9.39505e-16 69.5451 cl00264 Ferritin_like superfamily  - 

Q#3147 - >Ca_29526.1|sca superfamily 276298 36 109 9.11242e-36 125.409 cl21454 SDR superfamily  - 

Q#3148 - >Ca_29527.1|sca specific 133136 101 154 2.52461e-06 44.2496 cd00303 retropepsin_like cl11403

Q#3148 - >Ca_29527.1|sca superfamily 275927 101 154 2.52461e-06 44.2496 cl11403 pepsin_retropepsin_like superfamily  - 

Q#3151 - >Ca_29539.1|sca superfamily 276656 171 220 4.77877e-12 59.7017 cl22702 CaM_binding superfamily  - 

Q#3153 - >Ca_29545.1|sca superfamily 256046 14 90 1.18483e-11 58.56 cl11168 PMD superfamily  - 

Q#3159 - >Ca_29574.1|sca superfamily 276297 32 139 3.18277e-43 145.831 cl21453 PKc_like superfamily  - 

Q#3159 - >Ca_29574.1|sca superfamily 276299 138 167 7.66819e-07 44.8759 cl21455 ABC_ATPase superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3163 - >Ca_29612.1|sca superfamily 275808 33 78 4.04782e-08 47.4329 cl04375 PMEI_like superfamily  - 

Q#3165 - >Ca_29618.1|sca superfamily 253682 93 205 0.00307402 36.9619 cl09408 Med13_C superfamily  - 

Q#3166 - >Ca_29621.1|sca specific 250040 157 262 3.26493e-11 59.2693 pfam00665 rve cl21549

Q#3166 - >Ca_29621.1|sca superfamily 276355 157 262 3.26493e-11 59.2693 cl21549 rve superfamily  - 

Q#3168 - >Ca_29629.1|sca superfamily 276313 27 161 2.67079e-19 83.1318 cl21472 MFS superfamily  - 

Q#3170 - >Ca_29638.1|sca superfamily 275633 1 87 1.27062e-17 75.8907 cl00600 Ribosomal_L7Ae superfamily  - 

Q#3171 - >Ca_29643.1|sca superfamily 251669 172 257 3.20071e-10 56.2688 cl03830 Transposase_24 superfamily  - 

Q#3171 - >Ca_29643.1|sca superfamily 258207 34 91 2.59274e-09 52.5835 cl16495 DUF4216 superfamily  - 

Q#3172 - >Ca_29653.1|sca superfamily 276299 55 168 7.58795e-43 143.394 cl21455 ABC_ATPase superfamily  - 

Q#3172 - >Ca_29653.1|sca superfamily 271701 1 51 2.41051e-13 63.1276 cl10459 Peptidases_S8_S53 superfamily  - 

Q#3173 - >Ca_29657.1|sca specific 238204 29 230 3.92147e-58 185.92 cd00333 MIP cl00200

Q#3173 - >Ca_29657.1|sca superfamily 275482 29 230 3.92147e-58 185.92 cl00200 MIP superfamily  - 

Q#3174 - >Ca_29662.1|sca superfamily 276263 122 317 9.91522e-17 77.3996 cl19514 FBA_1 superfamily  - 

Q#3174 - >Ca_29662.1|sca specific 250027 18 58 5.84284e-06 43.3474 pfam00646 F-box cl02535

Q#3174 - >Ca_29662.1|sca superfamily 261329 18 58 5.84284e-06 43.3474 cl02535 F-box superfamily  - 

Q#3177 - >Ca_29666.1|sca specific 206754 1 83 5.58723e-07 45.0792 cd06223 PRTases_typeI cl00309

Q#3177 - >Ca_29666.1|sca superfamily 275521 1 83 5.58723e-07 45.0792 cl00309 PRTases_typeI superfamily  - 

Q#3178 - >Ca_29671.1|sca specific 197867 26 106 2.02681e-31 107.726 smart00768 X8 cl06842

Q#3178 - >Ca_29671.1|sca superfamily 263067 26 106 2.02681e-31 107.726 cl06842 X8 superfamily  - 

Q#3179 - >Ca_29672.1|sca specific 190559 6 106 5.45154e-47 155.428 pfam03195 DUF260 cl03929

Q#3179 - >Ca_29672.1|sca superfamily 190559 6 106 5.45154e-47 155.428 cl03929 DUF260 superfamily  - 

Q#3179 - >Ca_29672.1|sca superfamily 190037 84 166 0.00453186 36.5476 cl20137 Zein superfamily  - 

Q#3180 - >Ca_29676.1|sca superfamily 252133 73 142 7.10934e-09 50.4149 cl04237 Retrotrans_gag superfamily  - 

Q#3183 - >Ca_29695.1|sca superfamily 275476 91 116 1.45792e-05 40.1778 cl00155 UBQ superfamily  - 

Q#3187 - >Ca_29706.1|sca superfamily 260792 1 84 9.11066e-35 119.63 cl01109 SYLF superfamily  - 

Q#3190 - >Ca_29718.1|sca multi-dom 223066 212 342 0.00405666 37.7305 PHA03379 PHA03379  - 

Q#3197 - >Ca_29771.1|sca specific 238008 85 147 1.47397e-21 82.9809 cd00051 EFh cl08302

Q#3197 - >Ca_29771.1|sca superfamily 275859 85 147 1.47397e-21 82.9809 cl08302 EFh superfamily  - 

Q#3197 - >Ca_29771.1|sca specific 238008 12 74 7.97083e-20 78.3585 cd00051 EFh cl08302

Q#3197 - >Ca_29771.1|sca superfamily 275859 12 74 7.97083e-20 78.3585 cl08302 EFh superfamily  - 

Q#3197 - >Ca_29771.1|sca multi-dom 185504 1 149 4.28342e-90 261.234 PTZ00184 PTZ00184  - 

Q#3201 - >Ca_29800.1|sca superfamily 253459 43 83 1.33684e-07 46.9961 cl05469 Mitovir_RNA_pol superfamily  - 

Q#3202 - >Ca_29803.1|sca multi-dom 223066 8 158 0.00717586 36.1897 PHA03379 PHA03379  - 

Q#3205 - >Ca_29818.1|sca superfamily 256046 3 58 2.73948e-12 62.0268 cl11168 PMD superfamily  - 

Q#3205 - >Ca_29818.1|sca superfamily 256046 81 145 1.20664e-07 48.1596 cl11168 PMD superfamily  - 

Q#3206 - >Ca_29819.1|sca superfamily 276297 200 369 1.21467e-60 198.266 cl21453 PKc_like superfamily  - 



Query Types PSSM-ID From To E-Value Bitscore Accession Short name Superfamily

Q#3206 - >Ca_29819.1|sca superfamily 201524 44 121 2.67167e-07 48.0453 cl03036 S_locus_glycop superfamily  - 

Q#3210 - >Ca_29829.1|sca multi-dom 215061 7 155 1.45308e-18 82.2032 PLN00113 PLN00113  - 

Q#3211 - >Ca_29830.1|sca multi-dom 236669 18 157 0.00552525 36.2163 PRK10263 PRK10263  - 

Q#3212 - >Ca_29833.1|sca specific 238068 69 192 2.55244e-33 121.717 cd00121 MATH cl02446

Q#3212 - >Ca_29833.1|sca superfamily 261289 69 192 2.55244e-33 121.717 cl02446 MATH superfamily  - 

Q#3216 - >Ca_29854.1|sca specific 189387 174 190 0.000709348 35.8929 pfam00098 zf-CCHC cl22700

Q#3216 - >Ca_29854.1|sca superfamily 276654 174 190 0.000709348 35.8929 cl22700 zf-CCHC superfamily  - 

Q#3219 - >Ca_29866.1|sca multi-dom 173561 150 185 1.06394e-05 42.8717 PTZ00368 PTZ00368  - 

Q#3222 - >Ca_29870.1|sca superfamily 276299 82 170 2.23028e-29 108.341 cl21455 ABC_ATPase superfamily  - 

Q#3222 - >Ca_29870.1|sca superfamily 271701 1 43 1.53744e-09 52.342 cl10459 Peptidases_S8_S53 superfamily  - 

Q#3226 - >Ca_29895.1|sca multi-dom 258434 42 111 5.56821e-13 62.3706 pfam14244 UBN2_3  - 

Q#3228 - >Ca_29903.1|sca superfamily 276297 21 159 7.87969e-38 133.552 cl21453 PKc_like superfamily  - 

Q#3228 - >Ca_29903.1|sca superfamily 271773 160 177 0.00898074 33.6266 cl15354 CBS_pair superfamily  - 

Q#3229 - >Ca_29906.1|sca superfamily 276214 19 138 3.26185e-46 154.657 cl18310 NHL superfamily  - 

Q#3230 - >Ca_29908.1|sca superfamily 260792 1 80 3.86122e-33 114.238 cl01109 SYLF superfamily  - 

Q#3232 - >Ca_29913.1|sca superfamily 271754 96 194 8.02705e-06 43.6353 cl14782 RNase_H_like superfamily  - 

Q#3233 - >Ca_29928.1|sca multi-dom 258434 48 110 6.37335e-17 71.2302 pfam14244 UBN2_3  - 

Q#3234 - >Ca_29929.1|sca specific 189387 31 45 0.000842024 33.5817 pfam00098 zf-CCHC cl22700

Q#3234 - >Ca_29929.1|sca superfamily 276654 31 45 0.000842024 33.5817 cl22700 zf-CCHC superfamily  - 

Q#3235 - >Ca_29930.1|sca superfamily 258215 8 30 0.00012429 36.5364 cl16504 Transpos_assoc superfamily  - 

Q#3236 - >Ca_29933.1|sca specific 252648 113 237 1.96861e-38 132.544 pfam04520 Senescence_reg cl04561

Q#3236 - >Ca_29933.1|sca superfamily 252648 113 237 1.96861e-38 132.544 cl04561 Senescence_reg superfamily  - 

Q#3237 - >Ca_29942.1|sca superfamily 260211 24 293 5.63713e-104 311.28 cl00137 SERPIN superfamily  - 

Q#3239 - >Ca_29970.1|sca superfamily 250754 1 75 5.41821e-11 55.2739 cl03286 MutS_I superfamily  - 

Q#3241 - >Ca_29978.1|sca superfamily 276299 78 152 2.27316e-17 75.2137 cl21455 ABC_ATPase superfamily  - 

Q#3241 - >Ca_29978.1|sca superfamily 271701 4 47 4.90551e-09 50.416 cl10459 Peptidases_S8_S53 superfamily  - 

Q#3243 - >Ca_29986.1|sca specific 211392 20 158 1.40887e-45 149.207 cd11380 Ribosomal_S8e_like cl00880

Q#3243 - >Ca_29986.1|sca superfamily 260676 20 158 1.40887e-45 149.207 cl00880 Ribosomal_S8e_like superfamily  - 

Q#3244 - >Ca_29989.1|sca specific 214842 114 178 1.00212e-15 69.5338 smart00831 Cation_ATPase_N cl02930

Q#3244 - >Ca_29989.1|sca superfamily 261517 114 178 1.00212e-15 69.5338 cl02930 Cation_ATPase_N superfamily  - 

Q#3245 - >Ca_29990.1|sca specific 107229 54 145 1.81297e-56 174.415 cd06472 ACD_ScHsp26_like cl00175

Q#3245 - >Ca_29990.1|sca superfamily 271432 54 145 1.81297e-56 174.415 cl00175 alpha-crystallin-Hsps_p23-like superfamily  - 

Q#3245 - >Ca_29990.1|sca multi-dom 223149 21 159 2.10945e-27 100.914 COG0071 IbpA  - 

Q#3246 - >Ca_29992.1|sca superfamily 275927 86 317 1.58608e-33 125.068 cl11403 pepsin_retropepsin_like superfamily  - 

Q#3247 - >Ca_29993.1|sca specific 224739 137 169 0.00430742 34.668 COG1826 TatA cl00788

Q#3247 - >Ca_29993.1|sca superfamily 275655 137 169 0.00430742 34.668 cl00788 MttA_Hcf106 superfamily  - 
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Q#3249 - >Ca_29996.1|sca superfamily 271773 53 80 2.86883e-08 46.8412 cl15354 CBS_pair superfamily  - 

Q#3251 - >Ca_30010.1|sca specific 238037 19 70 1.23096e-07 44.1468 cd00084 HMG-box cl00082

Q#3251 - >Ca_30010.1|sca superfamily 260179 19 70 1.23096e-07 44.1468 cl00082 HMG-box superfamily  - 

Q#3252 - >Ca_30016.1|sca specific 211392 8 106 8.88222e-37 123.399 cd11380 Ribosomal_S8e_like cl00880

Q#3252 - >Ca_30016.1|sca superfamily 260676 8 106 8.88222e-37 123.399 cl00880 Ribosomal_S8e_like superfamily  - 

Q#3253 - >Ca_30023.1|sca multi-dom 258063 12 65 0.00379391 33.7262 pfam13779 DUF4175  - 

Q#3254 - >Ca_30025.1|sca superfamily 275544 27 132 5.2651e-35 119.744 cl00350 Ribosomal_S19 superfamily  - 

Q#3258 - >Ca_30053.1|sca superfamily 276299 57 93 1.19398e-05 40.5458 cl21455 ABC_ATPase superfamily  - 

Q#3260 - >Ca_30059.1|sca multi-dom 273328 39 134 3.25344e-07 46.9327 TIGR00898 organic_anion_transporter  - 

Q#3262 - >Ca_30063.1|sca superfamily 275586 92 269 3.94189e-37 137.429 cl00456 SLC5-6-like_sbd superfamily  - 

Q#3263 - >Ca_30064.1|sca superfamily 265686 12 57 8.40934e-07 43.8178 cl15397 DUF89 superfamily  - 

Q#3264 - >Ca_30067.1|sca specific 239914 86 156 1.58661e-29 104.542 cd04468 S1_eIF5A cl09927

Q#3264 - >Ca_30067.1|sca superfamily 275904 86 156 1.58661e-29 104.542 cl09927 S1_like superfamily  - 

Q#3264 - >Ca_30067.1|sca multi-dom 215580 1 159 3.83226e-113 320.888 PLN03107 PLN03107  - 

Q#3267 - >Ca_30079.1|sca superfamily 252133 76 125 0.000459528 37.3181 cl04237 Retrotrans_gag superfamily  - 

Q#3268 - >Ca_30080.1|sca superfamily 261267 30 93 9.67022e-15 65.6297 cl02381 Tim17 superfamily  - 

Q#3269 - >Ca_30096.1|sca superfamily 252344 100 149 5.76711e-09 53.0206 cl04384 DUF383 superfamily  - 

Q#3269 - >Ca_30096.1|sca specific 250181 213 249 0.00146491 36.3223 pfam00856 SET cl02566

Q#3269 - >Ca_30096.1|sca superfamily 261347 213 249 0.00146491 36.3223 cl02566 SET superfamily  - 

Q#3271 - >Ca_30103.1|sca superfamily 256046 33 155 9.94991e-36 130.207 cl11168 PMD superfamily  - 

Q#3272 - >Ca_30104.1|sca multi-dom 237862 1 80 0.0020385 38.0201 PRK14948 PRK14948  - 

Q#3279 - >Ca_30162.1|sca multi-dom 139494 3 85 6.20893e-06 44.3466 PRK13335 PRK13335  - 

Q#3280 - >Ca_30173.1|sca superfamily 271838 50 133 9.36145e-38 135.995 cl19114 RNAP_largest_subunit_N superfamily  - 

Q#3282 - >Ca_30194.1|sca multi-dom 215599 45 102 1.02123e-09 54.4669 PLN03140 PLN03140  - 

Q#3286 - >Ca_30206.1|sca superfamily 267728 131 179 0.00058621 38.9238 cl19375 HemX superfamily  - 

Q#3289 - >Ca_30213.1|sca multi-dom 223222 55 100 0.00207827 36.5989 COG0144 Sun  - 

Q#3292 - >Ca_30237.1|sca superfamily 256046 3 106 4.09398e-24 93.6132 cl11168 PMD superfamily  - 

Q#3296 - >Ca_30257.1|sca specific 133136 98 151 1.85738e-08 48.4868 cd00303 retropepsin_like cl11403

Q#3296 - >Ca_30257.1|sca superfamily 275927 98 151 1.85738e-08 48.4868 cl11403 pepsin_retropepsin_like superfamily  - 



Supplementary Table S15. Intra-specific SNPs within 39 desi group and 53 kabuli 

group of chickpea genotypes as derived by mapping GBS sequence data on ICC 4958 

genome assembly.  

 

 

 

 

 

 

 

 

 

 

 

 

 

LGs Kabuli Desi 

Ca_LG1 371 345 

Ca_LG2 214 227 

Ca_LG3 270 233 

Ca_LG4 358 377 

Ca_LG5 306 289 

Ca_LG6 336 319 

Ca_LG7 266 293 

Ca_LG8 78 67 

Total 2199 2150 



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_1:217652 TGCTTGCCGGTCGATATCTTCAATATCTTTAAAAGATAGCTTA

ATGCCTAAGTGCGCTTGTATTGCAGCAACATCCTGAACAACT

GAATTCAGAGATGCT

T/C TGGAGATTCGTCAAGGCAGCTTCCATTCTAGCCAGTGACTCT

TGCATTTTGGCGTTGTGAGCCATCTGAACTTCCATAAATTCC

AGCAGTTTTGCGACGT

Ca_LG_1:799854 CCTAAATTGTGTCTGCAATGCCGTTGTGTAGCCTTCAAAATCC

GCAATATTGCGGCTGCAATTGTGGTTGCAGACCGCAATTTAC

AATTGTGTTGCAGTT

T/C GAGTTCCACTTTGCACTGCGATTCCGCGCTACAGCGGCACG

ATTGACATCGTAGCTTAATTTCATACGTCGTTGCTCGTTTTCT

GTGCTCTAAATTTTGA

Ca_LG_1:799879 GTGTAGCCTTCAAAATCCGCAATATTGCGGCTGCAATTGTGG

TTGCAGACCGCAATTTACAATTGTGTTGCAGTTGAGTTCCACT

TTGCACTGCGATTCC

C/T GCGCTACAGCGGCACGATTGACATCGTAGCTTAATTTCATAC

GTCGTTGCTCGTTTTCTGTGCTCTAAATTTTGATTTCACATCC

TTAGGTATCTATAGT

Ca_LG_1:806676 AAAATAAGTGACAATAACAAAATTATAAGCTGCTATGTCCTATA

TCAACCTTAAAATAATTCATGTTTCATAAGTCATATATCAAACT

GACAGAAAAATC

C/G GTTGCTTATACAAAGTCGACAAAAAAAAGTGTTTGCTGCACT

AAGTTTAGGTGTTGTATTCATTAGAATGAATCAAGATTCAAG

ATGGAAGCCATGTCCA

Ca_LG_1:806694 AAAATTATAAGCTGCTATGTCCTATATCAACCTTAAAATAATTC

ATGTTTCATAAGTCATATATCAAACTGACAGAAAAATCGTTGC

TTATACAAAGTCG

G/A ACAAAAAAAAGTGTTTGCTGCACTAAGTTTAGGTGTTGTATT

CATTAGAATGAATCAAGATTCAAGATGGAAGCCATGTCCAAA

TTGAATCAAGATACAA

Ca_LG_1:1187336 TATATATCACAAATACCACTATTTGTTGCAAGTTTAAGAGAGA

GTTAATACAACTCCCAAGAACACAAAGTAGATGTTGGCTGCTT

CCTAAATAGTAAGG

G/A CATGATGGAGTCTCCTCCATCAGTGGGCAATCAAAGATCCA

CGTAAATGTTGGCAGCTTCCTAAATGGTAAGACATGATGGA

GAGTAATAGCAAGGGACT

Ca_LG_1:1411903 GGAACTTGGTGTATCATCACTTGCAGATGCGATAACTTGCCG

AATAGCTGCTCGGGATGCCTTGTAGAAGAATGATTGTGATAT

GCTTGTATACTGACTT

T/G TTTTATTACCAAATCTAATTTGTCTTGGAATTTAATAAGCCTC

TAGCTGCTAGCCTTGTAGCACAGCCTTATCTTGTAGGAATGA

ATTATTAGTTGATCT

Ca_LG_1:1411919 TCACTTGCAGATGCGATAACTTGCCGAATAGCTGCTCGGGAT

GCCTTGTAGAAGAATGATTGTGATATGCTTGTATACTGACTTT

TTTATTACCAAATCT

T/C AATTTGTCTTGGAATTTAATAAGCCTCTAGCTGCTAGCCTTG

TAGCACAGCCTTATCTTGTAGGAATGAATTATTAGTTGATCTA

GTATTAAACATGATT

Ca_LG_1:1434100 TGCAGCGTCCATTCCATTGGCTTTAGATGAAGCAGTTAGAAGT

GGGAAAGTTAAGGCAGGACAAACTATTGCAGCTGCTGGCTTT

GGTGCCGGTCTTACT

T/A TGGGGTTCGGCAATTGTTCGTTGGGGCTGAGTCGTCTTTCT

CAGCAGCATTGCATTTGCAAATAGCCGGCATTTTCAAGTTCA

AGTGCAACTCTCTAAAG

Ca_LG_1:1434109 CATTCCATTGGCTTTAGATGAAGCAGTTAGAAGTGGGAAAGTT

AAGGCAGGACAAACTATTGCAGCTGCTGGCTTTGGTGCCGGT

CTTACTTGGGGTTCG

G/A GCAATTGTTCGTTGGGGCTGAGTCGTCTTTCTCAGCAGCATT

GCATTTGCAAATAGCCGGCATTTTCAAGTTCAAGTGCAACTC

TCTAAAGAATCCAATT

Ca_LG_1:1436661 CTGCAAGGCATGTAGTTGCAAAAATATTATATTAATTAATATAT

TAAAGTGTCCATTGTAACACCATTTTGTCAGATTATCATCAGG

AATTACAATAATC

C/A CCTCGAGCAGCAACAACTGTTTCTAATGTGGAGGTATTTTAT

TTATTAAATAAATGATTTGCATGTGAATAAAGCATTATATAGT

AATTGAATTTAAATA

Ca_LG_1:1464710 CTAATTTTCTTCTTATTACTAATGCAGCTACTTAGTTTTTCTTAT

GTTGCAATTGGATTTTGTTCATTCATCTTAATCTTAGAAATAGT

ATTTTTTTTTT

T/A ATACGAAATCTAGACCTATATTTCCATTCTCGCTTATTAAAGA

TTTGTTGTTCGTTTTTGCTGCAGAATATGGTTGCCCCAAGTT

CAAGTTCAGGTTCAG
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Ca_LG_1:1464725 TTACTAATGCAGCTACTTAGTTTTTCTTATGTTGCAATTGGATT

TTGTTCATTCATCTTAATCTTAGAAATAGTATTTTTTTTTTATAC

GAAATCTAGAC

C/A CTATATTTCCATTCTCGCTTATTAAAGATTTGTTGTTCGTTTTT

GCTGCAGAATATGGTTGCCCCAAGTTCAAGTTCAGGTTCAG

GTTCAGGTTCAGGTT

Ca_LG_1:1464792 AAATAGTATTTTTTTTTTATACGAAATCTAGACCTATATTTCCAT

TCTCGCTTATTAAAGATTTGTTGTTCGTTTTTGCTGCAGAATAT

GGTTGCCCCAA

A/G GTTCAAGTTCAGGTTCAGGTTCAGGTTCAGGTTCAGGGCAG

CCACAATTCATTTCAAGCACTGGAAACAGAAACCTTTCCAAT

GCGCCACTCATTGAGAC

Ca_LG_1:1555688 ATATTCGTTCCTAGGAAATGGATCACGAAGTCACGGAATGTTT

GAGCCATACCAACACCATCGATGAAGAGTTCTTCAAGATATCA

ATGCAGCAGCAACA

A/C ACAATTGCCCTTAATCTTAACACTGCGACCGTTATTAATTCA

GTATTTGACCTAATGAACTCATCCATCAATGTCTTTCATTCAA

CTCAACATGCTGCAG

Ca_LG_1:1555713 CGAAGTCACGGAATGTTTGAGCCATACCAACACCATCGATGA

AGAGTTCTTCAAGATATCAATGCAGCAGCAACAACAATTGCCC

TTAATCTTAACACTG

G/A CGACCGTTATTAATTCAGTATTTGACCTAATGAACTCATCCAT

CAATGTCTTTCATTCAACTCAACATGCTGCAGAAAAGCCAAT

CTCAGTCACTAACAA

Ca_LG_1:1555715 AAGTCACGGAATGTTTGAGCCATACCAACACCATCGATGAAG

AGTTCTTCAAGATATCAATGCAGCAGCAACAACAATTGCCCTT

AATCTTAACACTGCG

G/C ACCGTTATTAATTCAGTATTTGACCTAATGAACTCATCCATCA

ATGTCTTTCATTCAACTCAACATGCTGCAGAAAAGCCAATCT

CAGTCACTAACAATA

Ca_LG_1:1564405 AACTTTTTGGCCAAATCATAAATTTTTAACACACAATACCATTT

TGTAATAGCAAGATACCTCGTGTGCAGCGTAAATCTCAGTGTT

AAAACCAATCTCG

G/T TCGCCGTGTTCATTAGTACCAAAGCCTCTAGGTTTTCCAAAA

TAGATACCTGAATAACAAACAAAGCAGCAGCAAGACTGAGTT

AGGTGAATTAGCTTCC

Ca_LG_1:1967926 GTGTTTGTTGGCAGCTGGTGTTGGCACAACTGTAACAGAGTT

AAAAAAAAGAACAAAACATTGACAGCTAGTGTAAAGCACAACT

GTGTTTGAAAGAAAA

A/T AAAAAAGTCACTGAAAAACACATAGTGAAGGTTGTGCTTTTG

AGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGAAAGACAGC

CGGAGTTGATGGTGACA

Ca_LG_1:1967934 TGGCAGCTGGTGTTGGCACAACTGTAACAGAGTTAAAAAAAA

GAACAAAACATTGACAGCTAGTGTAAAGCACAACTGTGTTTGA

AAGAAAAAAAAAAGT

T/C CACTGAAAAACACATAGTGAAGGTTGTGCTTTTGAGGCCAG

CTGTAGCGTCGTGGCTGGTTGCTAGAAAGACAGCCGGAGTT

GATGGTGACAGATGACTG

Ca_LG_1:1968008 ACTGTGTTTGAAAGAAAAAAAAAAGTCACTGAAAAACACATAG

TGAAGGTTGTGCTTTTGAGGCCAGCTGTAGCGTCGTGGCTGG

TTGCTAGAAAGACAG

G/A CCGGAGTTGATGGTGACAGATGACTGTATGAAGCCAAAAAA

TTGAAAGACAGAAAAAGGTGGTGCTGTTGGCGGCATTTGCT

GCCGCCGGCAGCGTTAGT

Ca_LG_1:1968018 AAAGAAAAAAAAAAGTCACTGAAAAACACATAGTGAAGGTTGT

GCTTTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGAAA

GACAGCCGGAGTTGA

A/G TGGTGACAGATGACTGTATGAAGCCAAAAAATTGAAAGACA

GAAAAAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGC

AGCGTTAGTGAAGCACAAA

Ca_LG_1:1968021 GAAAAAAAAAAGTCACTGAAAAACACATAGTGAAGGTTGTGCT

TTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGAAAGAC

AGCCGGAGTTGATGG

G/T TGACAGATGACTGTATGAAGCCAAAAAATTGAAAGACAGAAA

AAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGCAGCG

TTAGTGAAGCACAAAGAC

Ca_LG_1:1968036 CTGAAAAACACATAGTGAAGGTTGTGCTTTTGAGGCCAGCTG

TAGCGTCGTGGCTGGTTGCTAGAAAGACAGCCGGAGTTGATG

GTGACAGATGACTGTA

A/G TGAAGCCAAAAAATTGAAAGACAGAAAAAGGTGGTGCTGTT

GGCGGCATTTGCTGCCGCCGGCAGCGTTAGTGAAGCACAA

AGACGGTCACAAAATCAAA
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Ca_LG_1:1968059 GTGCTTTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGA

AAGACAGCCGGAGTTGATGGTGACAGATGACTGTATGAAGCC

AAAAAATTGAAAGACA

A/T GAAAAAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGC

AGCGTTAGTGAAGCACAAAGACGGTCACAAAATCAAAACCT

GCTCTGATACCATGTAGAA

Ca_LG_1:2116008 TCACAAAGTTTAGTAATCTTGATATTAATCTAAACATGTATAGG

AACCAACCATAGGAGCTGCTTTTTTCACACAAATATTATCATTA

TCTGAAGCAACA

A/T GTGAAGTTTGACATATGGGACACAGCAGGACAAGAAAGATA

TCATAGTTTGGCTCCTATGTACTACCGTGGTGCTGCAGCAG

CAATTGTTGTTTATGATA

Ca_LG_1:2116014 AGTTTAGTAATCTTGATATTAATCTAAACATGTATAGGAACCAA

CCATAGGAGCTGCTTTTTTCACACAAATATTATCATTATCTGAA

GCAACAGTGAAG

G/A TTTGACATATGGGACACAGCAGGACAAGAAAGATATCATAGT

TTGGCTCCTATGTACTACCGTGGTGCTGCAGCAGCAATTGTT

GTTTATGATATCTCTA

Ca_LG_1:2116020 GTAATCTTGATATTAATCTAAACATGTATAGGAACCAACCATA

GGAGCTGCTTTTTTCACACAAATATTATCATTATCTGAAGCAA

CAGTGAAGTTTGAC

C/T ATATGGGACACAGCAGGACAAGAAAGATATCATAGTTTGGC

TCCTATGTACTACCGTGGTGCTGCAGCAGCAATTGTTGTTTA

TGATATCTCTAGCATTG

Ca_LG_1:2116041 ACATGTATAGGAACCAACCATAGGAGCTGCTTTTTTCACACAA

ATATTATCATTATCTGAAGCAACAGTGAAGTTTGACATATGGG

ACACAGCAGGACAA

A/G GAAAGATATCATAGTTTGGCTCCTATGTACTACCGTGGTGCT

GCAGCAGCAATTGTTGTTTATGATATCTCTAGCATTGTAAGA

AAATTCATATTGTTAA

Ca_LG_1:2116045 GTATAGGAACCAACCATAGGAGCTGCTTTTTTCACACAAATAT

TATCATTATCTGAAGCAACAGTGAAGTTTGACATATGGGACAC

AGCAGGACAAGAAA

A/C GATATCATAGTTTGGCTCCTATGTACTACCGTGGTGCTGCAG

CAGCAATTGTTGTTTATGATATCTCTAGCATTGTAAGAAAATT

CATATTGTTAATTTT

Ca_LG_1:2116050 GGAACCAACCATAGGAGCTGCTTTTTTCACACAAATATTATCA

TTATCTGAAGCAACAGTGAAGTTTGACATATGGGACACAGCA

GGACAAGAAAGATAT

T/C CATAGTTTGGCTCCTATGTACTACCGTGGTGCTGCAGCAGC

AATTGTTGTTTATGATATCTCTAGCATTGTAAGAAAATTCATA

TTGTTAATTTTGAAAA

Ca_LG_1:2229913 AGTAAAATTCAGCTGAATTCTTACGTGGCAATGGAAGTTTTCT

GTTCTTATAAGCAGCAACAGTTACTTGTGCAAAACCAGTGAAC

AAGCTGGTTCTTTT

T/C TTTAATCTTTACATAAAGAGGAGAAGCAAGAAAGAACAAGAG

AGTAGACAAAAGCATGAGTGCTGCTGGAACTCCAAAACCAA

TTTTCCATCCAAGATGA

Ca_LG_1:3462003 CAAGTAATCATAACATAAAACAAACGGGTGCATGTGATAGAAT

GCATACAGTTCATTTGCAGCATACAGTTGTGCTTCATCTTTAG

GCATGCTGCAATAA

A/C AAGATCAAATTATAATTACTACTATTAGTATTATAAATGCAAG

CATATGTGAAAATGAATATGATTGGTTTTCAAAAAAGCGCAC

CTGTAAAATATGTAA

Ca_LG_1:3462525 CAAGCCAAGCAAACCAAATGGATCAGGAGTAGATTGTGCAGT

TTGCATAGACTTCATGCCATGATCCCTAAAGGACTGATTTGCA

GCTGACATTTGCTGC

C/T AGGCGAAACTGGGACTGGTTCTGGTGTTGTTGATACTGCTG

GATGAGCTGGTCATATGAACCCGTACCAGAAACTGTATTTG

GAGAATTTAGGGGCCTCA

Ca_LG_1:3473169 CCCTTCGGCCGTGAATAAGGACAATCCTAATGCTATTTTGAAT

GGACTAGAGATCATGAAAATGAACAATTCCATAGGTAGTCTTA

GTGCTGCAGCAGCG

G/A TCTGGTACTGGGGGTGATTCCTCTGGTTCGAGTTCTAGTAA

GGTTGGCGTGATAGCAGGTGTGAGTGTAGGGATAGTGAGT

GCATTGGTCTTGGCCGGTG

Ca_LG_1:3473190 CAATCCTAATGCTATTTTGAATGGACTAGAGATCATGAAAATG

AACAATTCCATAGGTAGTCTTAGTGCTGCAGCAGCGTCTGGT

ACTGGGGGTGATTCC

C/T TCTGGTTCGAGTTCTAGTAAGGTTGGCGTGATAGCAGGTGT

GAGTGTAGGGATAGTGAGTGCATTGGTCTTGGCCGGTGTTT

TCTGTGTAATGTGCAGGA



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_1:3923732 TCCTTTGTGAGGGCTTTTCAGCCAAAAAATCAGCCATATATGA

GGGTAAAGGCTGCCACAAAGGCAATCCATTTGTGACCGCCAC

AAAATCAGTATACCG

G/A TTGCACTTTGTGGCTGCAAAGGCCACCACAAATACTCATTGT

ACCGTTGCCCGTTGTGGCTGCTTAGGCCGCTACAAATTCCT

TCATTTCTGACCGTAAA

Ca_LG_1:4210820 GCAGAATCTTGATTGAGCCCGAGGTTCAGCCTTCTGACTTGG

CTACCAGAATCTCAATCGAACCTGAGGATCAGCCTTCTGACT

CGGCTAGCAGCATCTC

C/G GATTGAACTCAAGGATCAGCCTCTTGACTTGGATGGAGATG

ATGCAACTAATAATTTGGCAGCATTTGAATATACTGATGAAC

TATACAATTTCTACAAG

Ca_LG_1:4250517 AAGATGAGGGGCTAGTAGTGCTATCCATATCATAAATGAGATT

GTCTCTCAATTGTGGCAGCTGAGTTGCATTTGGAACACTGGC

AGAGAAAGATGGTCG

G/A GCGAAGCCTTGAAAGCTGCATAACCTGCAGTCAATTTTGAAA

GAAGGCAGTAATATAAGAAGCATTTCAGATTTGTAGATAAGA

AGCAATTCTTGTTTTG

Ca_LG_1:4359791 TTCTTTCCAATTCAATACAAACAAAAACCATAACTGACCTTTAA

TGACCCATCTACCTAATCTTCTCCTTTCCACTGATCCTATTAGC

AGCTTCCCTAAT

T/C TTTTTCAATATAACCCTCAATAGGAGGAGTAAGAGTAGCCAT

AAAACGATTCGCAGGAAAAGGTGAGAAATCAGGCACCGAAG

CAGCTTCTTTCAAACCC

Ca_LG_1:4359834 ATGACCCATCTACCTAATCTTCTCCTTTCCACTGATCCTATTAG

CAGCTTCCCTAATTTTTTCAATATAACCCTCAATAGGAGGAGT

AAGAGTAGCCATA

A/G AAACGATTCGCAGGAAAAGGTGAGAAATCAGGCACCGAAGC

AGCTTCTTTCAAACCCTCAGGCAAAGCTTCAATGGCTTCCTT

TTTCATCCTCAAAAGCG

Ca_LG_1:4359844 TACCTAATCTTCTCCTTTCCACTGATCCTATTAGCAGCTTCCCT

AATTTTTTCAATATAACCCTCAATAGGAGGAGTAAGAGTAGCC

ATAAAACGATTCG

G/A CAGGAAAAGGTGAGAAATCAGGCACCGAAGCAGCTTCTTTC

AAACCCTCAGGCAAAGCTTCAATGGCTTCCTTTTTCATCCTC

AAAAGCGTCGTTTCCGC

Ca_LG_1:4359845 ACCTAATCTTCTCCTTTCCACTGATCCTATTAGCAGCTTCCCTA

ATTTTTTCAATATAACCCTCAATAGGAGGAGTAAGAGTAGCCA

TAAAACGATTCGC

C/T AGGAAAAGGTGAGAAATCAGGCACCGAAGCAGCTTCTTTCA

AACCCTCAGGCAAAGCTTCAATGGCTTCCTTTTTCATCCTCA

AAAGCGTCGTTTCCGCA

Ca_LG_1:4359858 CTTTCCACTGATCCTATTAGCAGCTTCCCTAATTTTTTCAATAT

AACCCTCAATAGGAGGAGTAAGAGTAGCCATAAAACGATTCG

CAGGAAAAGGTGAG

G/C AAATCAGGCACCGAAGCAGCTTCTTTCAAACCCTCAGGCAA

AGCTTCAATGGCTTCCTTTTTCATCCTCAAAAGCGTCGTTTC

CGCAGCTTGTCTCGCTC

Ca_LG_1:4359871 CTATTAGCAGCTTCCCTAATTTTTTCAATATAACCCTCAATAGG

AGGAGTAAGAGTAGCCATAAAACGATTCGCAGGAAAAGGTGA

GAAATCAGGCACCG

G/A AAGCAGCTTCTTTCAAACCCTCAGGCAAAGCTTCAATGGCTT

CCTTTTTCATCCTCAAAAGCGTCGTTTCCGCAGCTTGTCTCG

CTCTATGCTTCCTCAT

Ca_LG_1:4359909 AATAGGAGGAGTAAGAGTAGCCATAAAACGATTCGCAGGAAA

AGGTGAGAAATCAGGCACCGAAGCAGCTTCTTTCAAACCCTC

AGGCAAAGCTTCAATG

G/A GCTTCCTTTTTCATCCTCAAAAGCGTCGTTTCCGCAGCTTGT

CTCGCTCTATGCTTCCTCATCAAAACCCTACTATACTCCTTC

GCCAATCTCCTCCCAT

Ca_LG_1:4950774 TAAAAACAGAAAGCAGAAGCTGCATTGCTTTTTGCTGCCTGAA

AATTGTATTTCAAGTAAATTGTTGATATCTTTGTCCTACGAACA

ATAAAGTTGTAAA

A/T AATACGATTTTCAATCAAACTCAGTTTTGAGCAATCTATTGAC

GGCATATTTCACAAGTTGCTACTTTCCTGCACTTTTTTTCTTC

CACTAACAGAAATT

Ca_LG_1:5103778 CAGTACTAATTGAGAGCAAACTAATTTGTGTTTGTATAGTTCT

CAAGTAACTGTCATAAATCAATGCTTTCGGTGTTGACGGCGC

CGCCGTAACTGGTGG

G/T CATCTCCACCGGAGTTGTCTCATATTCCATTGCCTTGTGGAG

CGGGTTGCTGCCTTTACCATTTGGGACTGGCCATGAGACAT

ACATATATAACACGAAT
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Ca_LG_1:5103786 ATTGAGAGCAAACTAATTTGTGTTTGTATAGTTCTCAAGTAACT

GTCATAAATCAATGCTTTCGGTGTTGACGGCGCCGCCGTAAC

TGGTGGCATCTCCA

A/G CCGGAGTTGTCTCATATTCCATTGCCTTGTGGAGCGGGTTG

CTGCCTTTACCATTTGGGACTGGCCATGAGACATACATATAT

AACACGAATTATGATAT

Ca_LG_1:5212668 TATCTAATCAAGAAGAAGAGTGAAGTGTTGGCTGTGTGTAGA

GGGTTCAAGCTAATGGCAAAAAAACAAAGTGGCTGCAATCTT

AAAGGGATTAGAACAT

T/G ATGGAGGTGGTGAGTATCAATCTTATGAATTTTATGACAAAG

AAAATTATTCATGAAGTAACTGCACCATATATATCAGGACATA

ATAGAACTGCATAAA

Ca_LG_1:5212680 AAGAAGAGTGAAGTGTTGGCTGTGTGTAGAGGGTTCAAGCTA

ATGGCAAAAAAACAAAGTGGCTGCAATCTTAAAGGGATTAGA

ACATATGGAGGTGGTG

G/A AGTATCAATCTTATGAATTTTATGACAAAGAAAATTATTCATG

AAGTAACTGCACCATATATATCAGGACATAATAGAACTGCAT

AAAGGAGAAATAGAA

Ca_LG_1:6247039 TGATAGGATACTCAGACTCAGGAAAAGATGCGGGCCGTCTTT

CAGCAGCTTGGGCACTATACAAGGCTCAAGAGGAACTCATAA

ATGTAGCAAAGGAGTT

T/C TGGTGTTAAGCTAACAATGTTCCACGGCCGAGGAGGGACAG

TTGGAAGAGGAGGAGGTCCTACTCATCTTGCTATATTGTCTC

AGCCACCGGATACTATT

Ca_LG_1:6436331 CGCTATAGCTGAATCTAAGGATCTAGCAAAGATGACGACAGC

AACATTATTTGGAAAATTAAGGGAACATGAAATGGAATTACAA

CGACTGGATGAATCA

A/C GAAATGGAAAGTAGGAAAAAGAAAGGTTTATCTCTGAAGGTT

CAAGCAAAGCAATCTAAACCTGAATCCGATAGCTACTCAAAT

GAATCCAGCAGTGAAA

Ca_LG_1:6822949 CAACAGCTATGCCAAGTTTCTCCCGGATAGAGGACACTCGTT

GTTCTGAATGTTCGAGTTCATTTGCTTTCTCACGCAATTCAGT

ACGTGCAGCAGTAAT

T/G AGCTTCCTCAGCTTGATGTAAGCTTTCCCTTAGAACAAATAT

TTCATTTTCATTCTCAAGACGCAGCATATCTTGACGATGCAT

CTTTTCCTTCAGTTGA

Ca_LG_1:6824151 GCAAGTTCGATGTTGGATGCTTCCAAATCTGAACAATGCTGCT

TCAATCCTTCAAACTGGTCCTTGAGATCACTGTACTTTGCATC

CTCAATTTTCCTAC

C/T CGTCTCGTTCCCCCTTGAACAATACAGCTGCCCTCTGAACAT

CCAGCTTCCAATTTAAAAGCAATTTTCTCAAGTTTCCTACTTG

CTCTTCAGTCAACAT

Ca_LG_1:6824153 AAGTTCGATGTTGGATGCTTCCAAATCTGAACAATGCTGCTTC

AATCCTTCAAACTGGTCCTTGAGATCACTGTACTTTGCATCCT

CAATTTTCCTACCG

G/A TCTCGTTCCCCCTTGAACAATACAGCTGCCCTCTGAACATCC

AGCTTCCAATTTAAAAGCAATTTTCTCAAGTTTCCTACTTGCT

CTTCAGTCAACATAA

Ca_LG_1:6824162 GTTGGATGCTTCCAAATCTGAACAATGCTGCTTCAATCCTTCA

AACTGGTCCTTGAGATCACTGTACTTTGCATCCTCAATTTTCC

TACCGTCTCGTTCC

C/T CCCTTGAACAATACAGCTGCCCTCTGAACATCCAGCTTCCAA

TTTAAAAGCAATTTTCTCAAGTTTCCTACTTGCTCTTCAGTCA

ACATAATCAATGAGT

Ca_LG_1:6826878 CAAATTAGTTTCCTCTCCTGTATCATTTTCCCTGACCGCTGAC

GACGAATCAACAGATGGTTCAACATTATCAGGAGCTGCTGAG

CTTGCCAAAGACTGT

T/C GACTCTAATGATTCGGTGATAACCACATTGGGGTCACTGTTG

GTTTCAAGATTTCCATCAGTAACCTGTGATGATCTTGTTGAA

ATAGAGGTAACACTAG

Ca_LG_1:6826986 TGATTCGGTGATAACCACATTGGGGTCACTGTTGGTTTCAAGA

TTTCCATCAGTAACCTGTGATGATCTTGTTGAAATAGAGGTAA

CACTAGCAGCATCA

A/G GAATCAGCATCGGACTCGGGTATCTGATGCTTGGAAGATTTT

TTTGATGATTTCCCACGGCTACTACCACCTTTATTGTCCTTGT

CCTTCTTTTGACGAT

Ca_LG_1:7051978 AGGAAACATGGGTTCTTCAGGCTGGTGCTGCTGACCATGTTC

ATCATCAAACTGATGTTGCTGCTGGTGATCATGTTCATCATCA

AACACATGATCTTGT

T/C TGGGGCTGGTCATCCTGTTCTTCATCAAACACAGGATTTTGC

TGGGGCTGCTCATCCTGGGGCGCCTGTCTTTCTTCTTCATTT

CTCTTTCTTCTTTTTT
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Ca_LG_1:7226535 CAACCAAACGCGATCACGCAAGCAGCGACGGCTGAGCGGAA

ACCAATAAACAAGCAGCGAAAATGACCCAGAAACGCAGTAAC

GAGCAGCAGCGAGAATA

A/G TAATGAGCAGCAGCGAGAATGTAATGAGCAGCAGCGAGAAT

GTAATGAGCAGCAGCGAGAATGTAATGAGCAGCAGCGAGAA

TGTAATGAGCAACAGCGA

Ca_LG_1:7226629 AGAATATAATGAGCAGCAGCGAGAATGTAATGAGCAGCAGCG

AGAATGTAATGAGCAGCAGCGAGAATGTAATGAGCAGCAGCG

AGAATGTAATGAGCAA

A/G CAGCGAGAATGACCCAGAAACGCAGTAACGATCGGCAGCG

AGAAAGACCCAGAAACGCAGTAACGAGCAGCAGCGAGAAA

CAACCCAAAAGCACAATCGC

Ca_LG_1:8617451 GTTGGAATTGAGGCAGAAGATGAGAAGATTGAGCTTCTCCTA

ACTGAAGTTAAGGGAAAAGATTTTGCCGAGCTTATTGCTAGTG

GAAGAGAAAAGTTGT

T/G CTTCAGTTCCTTCTGGTGGTGGTGCTGTTGCTGTTTCTGCTG

CACCTGCCGGAGGTGCTGCAGCTGCCGCACCTGCTGCTGA

AGCAAAGGAGGAGAAGAA

Ca_LG_1:8617453 TGGAATTGAGGCAGAAGATGAGAAGATTGAGCTTCTCCTAAC

TGAAGTTAAGGGAAAAGATTTTGCCGAGCTTATTGCTAGTGG

AAGAGAAAAGTTGTCT

T/A TCAGTTCCTTCTGGTGGTGGTGCTGTTGCTGTTTCTGCTGCA

CCTGCCGGAGGTGCTGCAGCTGCCGCACCTGCTGCTGAAG

CAAAGGAGGAGAAGAAGG

Ca_LG_1:8617459 TGAGGCAGAAGATGAGAAGATTGAGCTTCTCCTAACTGAAGT

TAAGGGAAAAGATTTTGCCGAGCTTATTGCTAGTGGAAGAGA

AAAGTTGTCTTCAGTT

T/G CCTTCTGGTGGTGGTGCTGTTGCTGTTTCTGCTGCACCTGC

CGGAGGTGCTGCAGCTGCCGCACCTGCTGCTGAAGCAAAG

GAGGAGAAGAAGGTCGAAG

Ca_LG_1:8617462 GGCAGAAGATGAGAAGATTGAGCTTCTCCTAACTGAAGTTAA

GGGAAAAGATTTTGCCGAGCTTATTGCTAGTGGAAGAGAAAA

GTTGTCTTCAGTTCCT

T/C TCTGGTGGTGGTGCTGTTGCTGTTTCTGCTGCACCTGCCGG

AGGTGCTGCAGCTGCCGCACCTGCTGCTGAAGCAAAGGAG

GAGAAGAAGGTCGAAGAAA

Ca_LG_1:8617489 CCTAACTGAAGTTAAGGGAAAAGATTTTGCCGAGCTTATTGCT

AGTGGAAGAGAAAAGTTGTCTTCAGTTCCTTCTGGTGGTGGT

GCTGTTGCTGTTTCT

T/C GCTGCACCTGCCGGAGGTGCTGCAGCTGCCGCACCTGCTG

CTGAAGCAAAGGAGGAGAAGAAGGTCGAAGAAAAGGAAGA

ATCCGATGATGTAAGTTTTG

Ca_LG_1:8847149 GTCTTTACATTGGATGGTTTTGGGTTTTGATGATCCCTACCTT

ATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGCCC

CTCTAGTAGATAG

G/T TGACGGTATTCATGAGCCTATTTTCTGCATCTCTACTTTACAA

AAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGCT

ATTGGTTTTAACTT

Ca_LG_1:8847161 GATGGTTTTGGGTTTTGATGATCCCTACCTTATTGACCGCAAC

TTTTGTATTTATTATCACTTTCATTCTTGCCCCTCTAGTAGATA

GTGACGGTATTCA

A/G TGAGCCTATTTTCTGCATCTCTACTTTACAAAAACAATATTAT

TTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAAC

TTTTACCCAATATG

Ca_LG_1:8847177 GATGATCCCTACCTTATTGACCGCAACTTTTGTATTTATTATCA

CTTTCATTCTTGCCCCTCTAGTAGATAGTGACGGTATTCATGA

GCCTATTTTCTGC

C/G ATCTCTACTTTACAAAAACAATATTATTTTTGGTGCCATTATT

CCTACTTCTGCGGCTATTGGTTTTAACTTTTACCCAATATGG

GAAGTTGTATCAAGT

Ca_LG_1:8847190 TTATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGC

CCCTCTAGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGC

ATCTCTACTTTAC

C/T AAAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGG

CTATTGGTTTTAACTTTTACCCAATATGGGAAGTTGTATCAAG

TTGATGAATGGTTA

Ca_LG_1:8847191 TATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGCC

CCTCTAGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGCA

TCTCTACTTTACA

A/G AAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGC

TATTGGTTTTAACTTTTACCCAATATGGGAAGTTGTATCAAGT

TGATGAATGGTTAT
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Ca_LG_1:8847192 ATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGCCC

CTCTAGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGCAT

CTCTACTTTACAA

A/G AAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGCT

ATTGGTTTTAACTTTTACCCAATATGGGAAGTTGTATCAAGTT

GATGAATGGTTATA

Ca_LG_1:8847207 TGTATTTATTATCACTTTCATTCTTGCCCCTCTAGTAGATAGTG

ACGGTATTCATGAGCCTATTTTCTGCATCTCTACTTTACAAAAA

CAATATTATTTT

T/C TGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAACTTT

TACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTATA

CAATGGCGATCTGTA

Ca_LG_1:8847244 GATAGTGACGGTATTCATGAGCCTATTTTCTGCATCTCTACTT

TACAAAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGC

GGCTATTGGTTTT

T/G AACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATG

GTTATACAATGGCGATCTGTATGAACTAATTGTTCTACACTTC

TTACTTGGTGTAGCT

Ca_LG_1:8847245 ATAGTGACGGTATTCATGAGCCTATTTTCTGCATCTCTACTTTA

CAAAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGG

CTATTGGTTTTA

A/C ACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGG

TTATACAATGGCGATCTGTATGAACTAATTGTTCTACACTTCT

TACTTGGTGTAGCTT

Ca_LG_1:8847253 GGTATTCATGAGCCTATTTTCTGCATCTCTACTTTACAAAAACA

ATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGT

TTTAACTTTTAC

C/T CCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTATACAA

TGGCGATCTGTATGAACTAATTGTTCTACACTTCTTACTTGGT

GTAGCTTGTTACATG

Ca_LG_1:8847301 TATTTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTA

ACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGT

TATACAATGGCGA

A/G TCTGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCT

TGTTACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGT

ATGTGCCCTTGGATT

Ca_LG_1:8847304 TTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAACT

TTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTAT

ACAATGGCGATCT

T/C GTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGT

TACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGTATG

TGCCCTTGGATTGTT

Ca_LG_1:8847305 TTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAACTT

TTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTATA

CAATGGCGATCTG

G/A TATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGTT

ACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGTATGT

GCCCTTGGATTGTTG

Ca_LG_1:8847355 AATATGGGAAGTTGTATCAAGTTGATGAATGGTTATACAATGG

CGATCTGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTA

GCTTGTTACATGGT

T/G TCGTGAATGGGAACTTAGTTTTCGTCTGGGTATGTGCCCTTG

GATTGTTGTTGCATATTCAACTCCTATTGCAATTGCTACTGTT

TTCTTGATCTACCCA

Ca_LG_1:8847362 GAAGTTGTATCAAGTTGATGAATGGTTATACAATGGCGATCTG

TATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGTTA

CATGGTTCGTGAA

A/G TGGGAACTTAGTTTTCGTCTGGGTATGTGCCCTTGGATTGTT

GTTGCATATTCAACTCCTATTGCAATTGCTACTGTTTTCTTGA

TCTACCCAATAGGTC

Ca_LG_1:8847390 TACAATGGCGATCTGTATGAACTAATTGTTCTACACTTCTTACT

TGGTGTAGCTTGTTACATGGTTCGTGAATGGGAACTTAGTTTT

CGTCTGGGTATGT

T/C GCCCTTGGATTGTTGTTGCATATTCAACTCCTATTGCAATTG

CTACTGTTTTCTTGATCTACCCAATAGGTCAAGGAAGCTTTTT

AGATGGTATTCCTCT

Ca_LG_1:8847403 TGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGT

TACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGTATGT

GCCCTTGGATTGT

T/C TGTTGCATATTCAACTCCTATTGCAATTGCTACTGTTTTCTTG

ATCTACCCAATAGGTCAAGGAAGCTTTTTAGATGGTATTCCT

CTAGGAATTTATGGT
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Ca_LG_1:8847417 GTTCTACACTTCTTACTTGGTGTAGCTTGTTACATGGTTCGTG

AATGGGAACTTAGTTTTCGTCTGGGTATGTGCCCTTGGATTGT

TGTTGCATATTCAA

A/G CTCCTATTGCAATTGCTACTGTTTTCTTGATCTACCCAATAGG

TCAAGGAAGCTTTTTAGATGGTATTCCTCTAGGAATTTATGG

TACTTTAAACTTTAT

Ca_LG_1:8847423 CACTTCTTACTTGGTGTAGCTTGTTACATGGTTCGTGAATGGG

AACTTAGTTTTCGTCTGGGTATGTGCCCTTGGATTGTTGTTGC

ATATTCAACTCCTA

A/G TTGCAATTGCTACTGTTTTCTTGATCTACCCAATAGGTCAAG

GAAGCTTTTTAGATGGTATTCCTCTAGGAATTTATGGTACTTT

AAACTTTATGATTGT

Ca_LG_1:8847470 TAGTTTTCGTCTGGGTATGTGCCCTTGGATTGTTGTTGCATAT

TCAACTCCTATTGCAATTGCTACTGTTTTCTTGATCTACCCAAT

AGGTCAAGGAAGC

C/T TTTTTAGATGGTATTCCTCTAGGAATTTATGGTACTTTAAACT

TTATGATTGTATTTCAAGCTAAGCATAATATTCTTATGCACCC

ATTTCACATGTTAG

Ca_LG_1:8847475 TTCGTCTGGGTATGTGCCCTTGGATTGTTGTTGCATATTCAAC

TCCTATTGCAATTGCTACTGTTTTCTTGATCTACCCAATAGGTC

AAGGAAGCTTTTT

T/C AGATGGTATTCCTCTAGGAATTTATGGTACTTTAAACTTTATG

ATTGTATTTCAAGCTAAGCATAATATTCTTATGCACCCATTTC

ACATGTTAGGTGTA

Ca_LG_1:8847485 TATGTGCCCTTGGATTGTTGTTGCATATTCAACTCCTATTGCA

ATTGCTACTGTTTTCTTGATCTACCCAATAGGTCAAGGAAGCT

TTTTAGATGGTATT

T/G CCTCTAGGAATTTATGGTACTTTAAACTTTATGATTGTATTTC

AAGCTAAGCATAATATTCTTATGCACCCATTTCACATGTTAG

GTGTAGTTTGTGTAA

Ca_LG_1:8847499 TTGTTGTTGCATATTCAACTCCTATTGCAATTGCTACTGTTTTC

TTGATCTACCCAATAGGTCAAGGAAGCTTTTTAGATGGTATTC

CTCTAGGAATTTA

A/C TGGTACTTTAAACTTTATGATTGTATTTCAAGCTAAGCATAAT

ATTCTTATGCACCCATTTCACATGTTAGGTGTAGTTTGTGTAA

TCGGCGGCTCTTTA

Ca_LG_1:8847509 ATATTCAACTCCTATTGCAATTGCTACTGTTTTCTTGATCTACC

CAATAGGTCAAGGAAGCTTTTTAGATGGTATTCCTCTAGGAAT

TTATGGTACTTTA

A/C AACTTTATGATTGTATTTCAAGCTAAGCATAATATTCTTATGC

ACCCATTTCACATGTTAGGTGTAGTTTGTGTAATCGGCGGCT

CTTTATTTAGTGTTA

Ca_LG_1:8847530 TGCTACTGTTTTCTTGATCTACCCAATAGGTCAAGGAAGCTTT

TTAGATGGTATTCCTCTAGGAATTTATGGTACTTTAAACTTTAT

GATTGTATTTCAA

A/G GCTAAGCATAATATTCTTATGCACCCATTTCACATGTTAGGT

GTAGTTTGTGTAATCGGCGGCTCTTTATTTAGTGTTATGCAC

AGTTCCTTGGTAACTT

Ca_LG_1:8847534 ACTGTTTTCTTGATCTACCCAATAGGTCAAGGAAGCTTTTTAG

ATGGTATTCCTCTAGGAATTTATGGTACTTTAAACTTTATGATT

GTATTTCAAGCTA

A/G AGCATAATATTCTTATGCACCCATTTCACATGTTAGGTGTAGT

TTGTGTAATCGGCGGCTCTTTATTTAGTGTTATGCACAGTTC

CTTGGTAACTTCTAG

Ca_LG_1:8847682 TAATCGGCGGCTCTTTATTTAGTGTTATGCACAGTTCCTTGGT

AACTTCTAGTTTGATCAGGGAAACAGCAAAAAATGAATCTACT

AATGAAGGTTACAA

A/G ATTTAGTCAAGAGGAAGAAACCTATAATATTGTAGCTGCTCA

TGGTTATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAA

CATTTCTCGTCTTTAC

Ca_LG_1:8847687 GGCGGCTCTTTATTTAGTGTTATGCACAGTTCCTTGGTAACTT

CTAGTTTGATCAGGGAAACAGCAAAAAATGAATCTACTAATGA

AGGTTACAAATTTA

A/G GTCAAGAGGAAGAAACCTATAATATTGTAGCTGCTCATGGTT

ATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAACATTTC

TCGTCTTTACATTTC

Ca_LG_1:8847757 ATGAATCTACTAATGAAGGTTACAAATTTAGTCAAGAGGAAGA

AACCTATAATATTGTAGCTGCTCATGGTTATTTTGGCCGATTG

ATCTTCCAATATGT

T/C GAGCTTCAACATTTCTCGTCTTTACATTTCTTTCTAGCTACTT

GGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGTATCAACG

CTATGAATTTCAATT



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_1:8847761 ATCTACTAATGAAGGTTACAAATTTAGTCAAGAGGAAGAAACC

TATAATATTGTAGCTGCTCATGGTTATTTTGGCCGATTGATCTT

CCAATATGTGAGC

C/T TTCAACATTTCTCGTCTTTACATTTCTTTCTAGCTACTTGGCC

TGTAGTAGGTATTTGGTTTACCGCCTTAGGTATCAACGCTAT

GAATTTCAATTTAAA

Ca_LG_1:8847769 ATGAAGGTTACAAATTTAGTCAAGAGGAAGAAACCTATAATAT

TGTAGCTGCTCATGGTTATTTTGGCCGATTGATCTTCCAATAT

GTGAGCTTCAACAT

T/A TTCTCGTCTTTACATTTCTTTCTAGCTACTTGGCCTGTAGTAG

GTATTTGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCA

ATTTAAATGGTTTCA

Ca_LG_1:8847797 AGAAACCTATAATATTGTAGCTGCTCATGGTTATTTTGGCCGA

TTGATCTTCCAATATGTGAGCTTCAACATTTCTCGTCTTTACAT

TTCTTTCTAGCTA

A/G CTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGTATCA

ACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATC

CATAGTTGACAGTCA

Ca_LG_1:8847817 CTGCTCATGGTTATTTTGGCCGATTGATCTTCCAATATGTGAG

CTTCAACATTTCTCGTCTTTACATTTCTTTCTAGCTACTTGGCC

TGTAGTAGGTATT

T/C TGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAA

ATGGTTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTC

GTGTAATTAATACAT

Ca_LG_1:8847829 ATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAACATTTCT

CGTCTTTACATTTCTTTCTAGCTACTTGGCCTGTAGTAGGTATT

TGGTTTACCGCC

C/G TTAGGTATCAACGCTATGAATTTCAATTTAAATGGTTTCAGTT

TTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATTAATA

CATGGATTGCTATTA

Ca_LG_1:8847840 TTGATCTTCCAATATGTGAGCTTCAACATTTCTCGTCTTTACAT

TTCTTTCTAGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCG

CCTTAGGTATCAA

A/G CGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATCC

ATAGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCT

ATTATTAATCGTGTT

Ca_LG_1:8847842 GATCTTCCAATATGTGAGCTTCAACATTTCTCGTCTTTACATTT

CTTTCTAGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCC

TTAGGTATCAACG

G/A CTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATCCAT

AGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCTAT

TATTAATCGTGTTAA

Ca_LG_1:8847848 CCAATATGTGAGCTTCAACATTTCTCGTCTTTACATTTCTTTCT

AGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGT

ATCAACGCTATGA

A/G ATTTCAATTTAAATGGTTTCAGTTTTAACCAATCCATAGTTGA

CAGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTAAT

CGTGTTAACCTTGG

Ca_LG_1:8847849 CAATATGTGAGCTTCAACATTTCTCGTCTTTACATTTCTTTCTA

GCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGTA

TCAACGCTATGAA

A/C TTTCAATTTAAATGGTTTCAGTTTTAACCAATCCATAGTTGAC

AGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTAATC

GTGTTAACCTTGGT

Ca_LG_1:8847870 TCTCGTCTTTACATTTCTTTCTAGCTACTTGGCCTGTAGTAGG

TATTTGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCAATT

TAAATGGTTTCAG

G/A TTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATTAAT

ACATGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGAA

GTTATGCATGAATGT

Ca_LG_1:8847884 TTCTTTCTAGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCG

CCTTAGGTATCAACGCTATGAATTTCAATTTAAATGGTTTCAGT

TTTAACCAATCCA

A/G TAGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCTA

TTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCATGAAT

GTAATGCTCATAATTT

Ca_LG_1:8847892 AGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGT

ATCAACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCA

ATCCATAGTTGAC

C/T AGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTAATC

GTGTTAACCTTGGTATGGAAGTTATGCATGAATGTAATGCTC

ATAATTTCCCTATAG
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Ca_LG_1:8847916 TTGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAA

ATGGTTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCG

TGTAATTAATACA

A/C TGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGAAGTTA

TGCATGAATGTAATGCTCATAATTTCCCTATAGACCTAACTAC

GGTCGAGGTTCCAT

Ca_LG_1:8847920 TTTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAAATG

GTTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGT

AATTAATACATGGA

A/G TTGCTATTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCA

TGAATGTAATGCTCATAATTTCCCTATAGACCTAACTACGGT

CGAGGTTCCATCTAT

Ca_LG_1:8847921 TTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAAATGG

TTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTA

ATTAATACATGGAT

T/C TGCTATTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCAT

GAATGTAATGCTCATAATTTCCCTATAGACCTAACTACGGTC

GAGGTTCCATCTATA

Ca_LG_1:8847924 CCGCCTTAGGTATCAACGCTATGAATTTCAATTTAAATGGTTT

CAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATT

AATACATGGATTGC

C/A TATTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCATGAA

TGTAATGCTCATAATTTCCCTATAGACCTAACTACGGTCGAG

GTTCCATCTATAAAT

Ca_LG_1:8847934 TATCAACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACC

AATCCATAGTTGACAGTCAAGGTCGTGTAATTAATACATGGAT

TGCTATTATTAAT

T/C CGTGTTAACCTTGGTATGGAAGTTATGCATGAATGTAATGCT

CATAATTTCCCTATAGACCTAACTACGGTCGAGGTTCCATCT

ATAAATGGATAATATT

Ca_LG_1:8847939 ACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATCC

ATAGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCTA

TTATTAATCGTGT

T/C TAACCTTGGTATGGAAGTTATGCATGAATGTAATGCTCATAA

TTTCCCTATAGACCTAACTACGGTCGAGGTTCCATCTATAAA

TGGATAATATTTTAGT

Ca_LG_1:8847968 AGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATTA

ATACATGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGA

AGTTATGCATGAAT

T/C GTAATGCTCATAATTTCCCTATAGACCTAACTACGGTCGAGG

TTCCATCTATAAATGGATAATATTTTAGTTTTTAAGAAGGATA

CAAGTTTTTAAAAGT

Ca_LG_1:8847989 GACAGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTA

ATCGTGTTAACCTTGGTATGGAAGTTATGCATGAATGTAATGC

TCATAATTTCCCTA

A/C TAGACCTAACTACGGTCGAGGTTCCATCTATAAATGGATAAT

ATTTTAGTTTTTAAGAAGGATACAAGTTTTTAAAAGTAAAGGG

CGGGTTGATTTAAAA

Ca_LG_1:8848011 ATACATGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGA

AGTTATGCATGAATGTAATGCTCATAATTTCCCTATAGACCTA

ACTACGGTCGAGGT

T/C TCCATCTATAAATGGATAATATTTTAGTTTTTAAGAAGGATAC

AAGTTTTTAAAAGTAAAGGGCGGGTTGATTTAAAAGTAAAAT

GCTCATAATCTCAAC

Ca_LG_1:8848055 GTTATGCATGAATGTAATGCTCATAATTTCCCTATAGACCTAA

CTACGGTCGAGGTTCCATCTATAAATGGATAATATTTTAGTTTT

TAAGAAGGATACA

A/G AGTTTTTAAAAGTAAAGGGCGGGTTGATTTAAAAGTAAAATG

CTCATAATCTCAACAATGTTGTATATTAGTTCAAATGCCACTA

TCGGGTTGATTTACA

Ca_LG_1:10251478 TTCATCCCATTTTTTTGGGGATAGGCGGCGAATACAAATCTAA

TAAGTGAAGTAGTCGTCGTCTGACCAATTGGCTCGGACACCA

GACCGCTCGTGCCCA

A/G CCCGTTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTAC

GATGCGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGC

GCGCAACCCAAGAAGCT

Ca_LG_1:10251482 TCCCATTTTTTTGGGGATAGGCGGCGAATACAAATCTAATAAG

TGAAGTAGTCGTCGTCTGACCAATTGGCTCGGACACCAGACC

GCTCGTGCCCACCCG

G/A TTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTACGATG

CGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGCGCGC

AACCCAAGAAGCTGGCT
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Ca_LG_1:10251507 GAATACAAATCTAATAAGTGAAGTAGTCGTCGTCTGACCAATT

GGCTCGGACACCAGACCGCTCGTGCCCACCCGTTCTGTCTC

GCCCTAAATGGAATGA

A/G CTCTCTTAGTTACGATGCGCCCCGGTTTGAGTCCCCACTTCC

ACTCTTCTCTGCGCGCAACCCAAGAAGCTGGCTTTGCCAAC

ACAACATTAGGGCCGTC

Ca_LG_1:10251534 CGTCGTCTGACCAATTGGCTCGGACACCAGACCGCTCGTGCC

CACCCGTTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTA

CGATGCGCCCCGGTT

T/C TGAGTCCCCACTTCCACTCTTCTCTGCGCGCAACCCAAGAA

GCTGGCTTTGCCAACACAACATTAGGGCCGTCCCCTTCATT

CTATGCCGACCCCGGCCC

Ca_LG_1:10251546 AATTGGCTCGGACACCAGACCGCTCGTGCCCACCCGTTCTGT

CTCGCCCTAAATGGAATGACTCTCTTAGTTACGATGCGCCCC

GGTTTGAGTCCCCACT

T/G TCCACTCTTCTCTGCGCGCAACCCAAGAAGCTGGCTTTGCC

AACACAACATTAGGGCCGTCCCCTTCATTCTATGCCGACCC

CGGCCCGGGGCTGGCTTT

Ca_LG_1:10251550 GGCTCGGACACCAGACCGCTCGTGCCCACCCGTTCTGTCTC

GCCCTAAATGGAATGACTCTCTTAGTTACGATGCGCCCCGGT

TTGAGTCCCCACTTCCA

A/G CTCTTCTCTGCGCGCAACCCAAGAAGCTGGCTTTGCCAACA

CAACATTAGGGCCGTCCCCTTCATTCTATGCCGACCCCGGC

CCGGGGCTGGCTTTTTGG

Ca_LG_1:10251559 ACCAGACCGCTCGTGCCCACCCGTTCTGTCTCGCCCTAAATG

GAATGACTCTCTTAGTTACGATGCGCCCCGGTTTGAGTCCCC

ACTTCCACTCTTCTCT

T/C GCGCGCAACCCAAGAAGCTGGCTTTGCCAACACAACATTAG

GGCCGTCCCCTTCATTCTATGCCGACCCCGGCCCGGGGCT

GGCTTTTTGGGAAGCCCGT

Ca_LG_1:10251562 AGACCGCTCGTGCCCACCCGTTCTGTCTCGCCCTAAATGGAA

TGACTCTCTTAGTTACGATGCGCCCCGGTTTGAGTCCCCACTT

CCACTCTTCTCTGCG

G/C CGCAACCCAAGAAGCTGGCTTTGCCAACACAACATTAGGGC

CGTCCCCTTCATTCTATGCCGACCCCGGCCCGGGGCTGGCT

TTTTGGGAAGCCCGTTCC

Ca_LG_1:10251577 ACCCGTTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTAC

GATGCGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGCG

CGCAACCCAAGAAGC

C/T TGGCTTTGCCAACACAACATTAGGGCCGTCCCCTTCATTCTA

TGCCGACCCCGGCCCGGGGCTGGCTTTTTGGGAAGCCCGT

TCCCACCGCGCTCACGGC

Ca_LG_1:10761209 TTCACGTGAACCTTCTGATGCAAAGTTGCTGGTGAGTGATGC

TGATGAAGAAAGGAATGCAGCTAAGACAACCCAATCTTCAAT

CCAGAATACTAATAGC

C/A AGTGGTATAGATGTTGAAAAGTCCTGCAATGCTGCTACCACT

GAAGCAGGCTTTAAAAGTTCATCAATAGAGAATAATTCAGGC

AAAGTACATGATGAAT

Ca_LG_1:11501507 TGGATCCTACCAAGAATGGTCTGAAGAGAAAAGACAAGAATG

GCTTTTGTCTGAGTTGAGTGGGAAAAGGCCATTGTTTGGTCC

CGACCTTCCTCAAACC

C/T GAAGAAATTCAAGATGTCTTGGAGACATTTCGTGTCATAGCA

GAATTACCATCAGACAACTTTGGAGCCTATATCATATCTATG

GCAACTGCACCATCTG

Ca_LG_1:11501517 CAAGAATGGTCTGAAGAGAAAAGACAAGAATGGCTTTTGTCT

GAGTTGAGTGGGAAAAGGCCATTGTTTGGTCCCGACCTTCCT

CAAACCGAAGAAATTC

C/A AAGATGTCTTGGAGACATTTCGTGTCATAGCAGAATTACCAT

CAGACAACTTTGGAGCCTATATCATATCTATGGCAACTGCAC

CATCTGATGTGCTTGC

Ca_LG_1:11501518 AAGAATGGTCTGAAGAGAAAAGACAAGAATGGCTTTTGTCTG

AGTTGAGTGGGAAAAGGCCATTGTTTGGTCCCGACCTTCCTC

AAACCGAAGAAATTCA

A/G AGATGTCTTGGAGACATTTCGTGTCATAGCAGAATTACCATC

AGACAACTTTGGAGCCTATATCATATCTATGGCAACTGCACC

ATCTGATGTGCTTGCG

Ca_LG_1:11501525 GTCTGAAGAGAAAAGACAAGAATGGCTTTTGTCTGAGTTGAG

TGGGAAAAGGCCATTGTTTGGTCCCGACCTTCCTCAAACCGA

AGAAATTCAAGATGTC

C/T TTGGAGACATTTCGTGTCATAGCAGAATTACCATCAGACAAC

TTTGGAGCCTATATCATATCTATGGCAACTGCACCATCTGAT

GTGCTTGCGGTCGAAC
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Ca_LG_1:11501531 AGAGAAAAGACAAGAATGGCTTTTGTCTGAGTTGAGTGGGAA

AAGGCCATTGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATT

CAAGATGTCTTGGAG

G/C ACATTTCGTGTCATAGCAGAATTACCATCAGACAACTTTGGA

GCCTATATCATATCTATGGCAACTGCACCATCTGATGTGCTT

GCGGTCGAACTTCTTC

Ca_LG_1:11501534 GAAAAGACAAGAATGGCTTTTGTCTGAGTTGAGTGGGAAAAG

GCCATTGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATTCAA

GATGTCTTGGAGACA

A/G TTTCGTGTCATAGCAGAATTACCATCAGACAACTTTGGAGCC

TATATCATATCTATGGCAACTGCACCATCTGATGTGCTTGCG

GTCGAACTTCTTCAAC

Ca_LG_1:11501539 GACAAGAATGGCTTTTGTCTGAGTTGAGTGGGAAAAGGCCAT

TGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATTCAAGATGT

CTTGGAGACATTTCG

G/A TGTCATAGCAGAATTACCATCAGACAACTTTGGAGCCTATAT

CATATCTATGGCAACTGCACCATCTGATGTGCTTGCGGTCGA

ACTTCTTCAACGCGAA

Ca_LG_1:11501553 TTGTCTGAGTTGAGTGGGAAAAGGCCATTGTTTGGTCCCGAC

CTTCCTCAAACCGAAGAAATTCAAGATGTCTTGGAGACATTTC

GTGTCATAGCAGAAT

T/C TACCATCAGACAACTTTGGAGCCTATATCATATCTATGGCAA

CTGCACCATCTGATGTGCTTGCGGTCGAACTTCTTCAACGC

GAATGCCACATCAAGAA

Ca_LG_1:11501576 GCCATTGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATTCAA

GATGTCTTGGAGACATTTCGTGTCATAGCAGAATTACCATCAG

ACAACTTTGGAGCC

C/A TATATCATATCTATGGCAACTGCACCATCTGATGTGCTTGCG

GTCGAACTTCTTCAACGCGAATGCCACATCAAGAATCCGTTA

AGAGTTGTACCGTTGT

Ca_LG_1:11501750 GAATCCGTTAAGAGTTGTACCGTTGTTTGAGAAGCTTGATGAT

CTTGAGGCTGCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTA

GAATGGTACAGAAAC

C/T CGGATCGATGGTAAGCAAGAAGTCATGATTGGATATTCGGA

TTCAGGAAAAGACGCCGGAAGGTTTTCTGCAGCATGGCAGC

TATATAAGGCTCAAGAGG

Ca_LG_1:11501757 TTAAGAGTTGTACCGTTGTTTGAGAAGCTTGATGATCTTGAGG

CTGCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGT

ACAGAAACCGGATCG

G/A ATGGTAAGCAAGAAGTCATGATTGGATATTCGGATTCAGGAA

AAGACGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAG

GCTCAAGAGGAACTCAG

Ca_LG_1:11501759 AAGAGTTGTACCGTTGTTTGAGAAGCTTGATGATCTTGAGGCT

GCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGTAC

AGAAACCGGATCGAT

T/C GGTAAGCAAGAAGTCATGATTGGATATTCGGATTCAGGAAA

AGACGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAGG

CTCAAGAGGAACTCAGAA

Ca_LG_1:11501762 AGTTGTACCGTTGTTTGAGAAGCTTGATGATCTTGAGGCTGCT

CCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGTACAGA

AACCGGATCGATGGT

T/G AAGCAAGAAGTCATGATTGGATATTCGGATTCAGGAAAAGA

CGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAGGCTC

AAGAGGAACTCAGAAATG

Ca_LG_1:11501783 GCTTGATGATCTTGAGGCTGCTCCTGCTGCGTTGGCTCGGCT

GTTCTCAGTAGAATGGTACAGAAACCGGATCGATGGTAAGCA

AGAAGTCATGATTGGA

A/G TATTCGGATTCAGGAAAAGACGCCGGAAGGTTTTCTGCAGC

ATGGCAGCTATATAAGGCTCAAGAGGAACTCAGAAATGTTG

CTCAGAAATTCGGTATTA

Ca_LG_1:11501789 TGATCTTGAGGCTGCTCCTGCTGCGTTGGCTCGGCTGTTCTC

AGTAGAATGGTACAGAAACCGGATCGATGGTAAGCAAGAAGT

CATGATTGGATATTCG

G/T GATTCAGGAAAAGACGCCGGAAGGTTTTCTGCAGCATGGCA

GCTATATAAGGCTCAAGAGGAACTCAGAAATGTTGCTCAGAA

ATTCGGTATTAAGCTAA

Ca_LG_1:11501798 GGCTGCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATG

GTACAGAAACCGGATCGATGGTAAGCAAGAAGTCATGATTGG

ATATTCGGATTCAGGA

A/T AAAGACGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAA

GGCTCAAGAGGAACTCAGAAATGTTGCTCAGAAATTCGGTA

TTAAGCTAACCATGTTCC
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Ca_LG_1:11501804 TCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGTACAG

AAACCGGATCGATGGTAAGCAAGAAGTCATGATTGGATATTC

GGATTCAGGAAAAGAC

C/T GCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAGGCTCA

AGAGGAACTCAGAAATGTTGCTCAGAAATTCGGTATTAAGCT

AACCATGTTCCACGGTC

Ca_LG_1:11502510 GATCTTTGCATGGACACAAACAAGGTTTCATCTTCCAGTATGG

CTAGGATTTGGAGCAGCATTTAAACAAGTTATTGAGAAGGATG

TTAAGAATCTTCAT

T/A ATGCTGCAAGAGATGTACAATAAATGGCCTTTCTTTAGGGTC

ACAATTGATTTAGTTGAAATGGTGTTTGCCAAAGGAGACCCT

GGAATTGCAGCTTTGA

Ca_LG_1:11502516 TGCATGGACACAAACAAGGTTTCATCTTCCAGTATGGCTAGG

ATTTGGAGCAGCATTTAAACAAGTTATTGAGAAGGATGTTAAG

AATCTTCATATGCTG

G/A CAAGAGATGTACAATAAATGGCCTTTCTTTAGGGTCACAATT

GATTTAGTTGAAATGGTGTTTGCCAAAGGAGACCCTGGAATT

GCAGCTTTGAATGATA

Ca_LG_1:11502532 AGGTTTCATCTTCCAGTATGGCTAGGATTTGGAGCAGCATTTA

AACAAGTTATTGAGAAGGATGTTAAGAATCTTCATATGCTGCA

AGAGATGTACAATA

A/C AATGGCCTTTCTTTAGGGTCACAATTGATTTAGTTGAAATGG

TGTTTGCCAAAGGAGACCCTGGAATTGCAGCTTTGAATGATA

GGCTCCTAGTTTCACA

Ca_LG_1:11502555 AGGATTTGGAGCAGCATTTAAACAAGTTATTGAGAAGGATGTT

AAGAATCTTCATATGCTGCAAGAGATGTACAATAAATGGCCTT

TCTTTAGGGTCACA

A/T ATTGATTTAGTTGAAATGGTGTTTGCCAAAGGAGACCCTGGA

ATTGCAGCTTTGAATGATAGGCTCCTAGTTTCACAGGATCTG

TGGCCATTTGGTGAGC

Ca_LG_1:11502567 AGCATTTAAACAAGTTATTGAGAAGGATGTTAAGAATCTTCAT

ATGCTGCAAGAGATGTACAATAAATGGCCTTTCTTTAGGGTCA

CAATTGATTTAGTT

T/G GAAATGGTGTTTGCCAAAGGAGACCCTGGAATTGCAGCTTT

GAATGATAGGCTCCTAGTTTCACAGGATCTGTGGCCATTTG

GTGAGCAGTTGAGGAACA

Ca_LG_1:11502585 TGAGAAGGATGTTAAGAATCTTCATATGCTGCAAGAGATGTAC

AATAAATGGCCTTTCTTTAGGGTCACAATTGATTTAGTTGAAAT

GGTGTTTGCCAAA

A/G GGAGACCCTGGAATTGCAGCTTTGAATGATAGGCTCCTAGT

TTCACAGGATCTGTGGCCATTTGGTGAGCAGTTGAGGAACA

AATATGAAGAAACTAAGA

Ca_LG_1:11503094 AAGGATCCGCGATCCAAACTACAGCGTGACGGTGCGCCCTCA

CATTTCAAGAGAGTCCGTGGAAACAAGTAAACCAGCCGATGA

ACTTGTAACACTGAAT

T/C CCAACAAGTGAATTTGGTCCTGGATTGGAAGACACACTCATT

CTTACCATGAAGGGTATTGCTGCTGGAATGCAGAACACTGG

TTAAATTTTTGGTTACT

Ca_LG_1:11503106 TCCAAACTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGA

GTCCGTGGAAACAAGTAAACCAGCCGATGAACTTGTAACACT

GAATCCAACAAGTGAA

A/G TTTGGTCCTGGATTGGAAGACACACTCATTCTTACCATGAAG

GGTATTGCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGT

TACTTTGTATTTGTTT

Ca_LG_1:11503108 CAAACTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGAGT

CCGTGGAAACAAGTAAACCAGCCGATGAACTTGTAACACTGA

ATCCAACAAGTGAATT

T/A TGGTCCTGGATTGGAAGACACACTCATTCTTACCATGAAGG

GTATTGCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGTT

ACTTTGTATTTGTTTCT

Ca_LG_1:11503111 ACTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGAGTCCG

TGGAAACAAGTAAACCAGCCGATGAACTTGTAACACTGAATC

CAACAAGTGAATTTGG

G/C TCCTGGATTGGAAGACACACTCATTCTTACCATGAAGGGTAT

TGCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGTTACTT

TGTATTTGTTTCTTAA

Ca_LG_1:11503112 CTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGAGTCCGT

GGAAACAAGTAAACCAGCCGATGAACTTGTAACACTGAATCC

AACAAGTGAATTTGGT

T/A CCTGGATTGGAAGACACACTCATTCTTACCATGAAGGGTATT

GCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGTTACTTT

GTATTTGTTTCTTAAT
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Ca_LG_1:11503118 CGTGACGGTGCGCCCTCACATTTCAAGAGAGTCCGTGGAAAC

AAGTAAACCAGCCGATGAACTTGTAACACTGAATCCAACAAGT

GAATTTGGTCCTGGA

A/T TTGGAAGACACACTCATTCTTACCATGAAGGGTATTGCTGCT

GGAATGCAGAACACTGGTTAAATTTTTGGTTACTTTGTATTTG

TTTCTTAATGTAAGT

Ca_LG_1:11503127 GCGCCCTCACATTTCAAGAGAGTCCGTGGAAACAAGTAAACC

AGCCGATGAACTTGTAACACTGAATCCAACAAGTGAATTTGGT

CCTGGATTGGAAGAC

C/T ACACTCATTCTTACCATGAAGGGTATTGCTGCTGGAATGCAG

AACACTGGTTAAATTTTTGGTTACTTTGTATTTGTTTCTTAAT

GTAAGTGTGCTAAGA

Ca_LG_1:11503130 CCCTCACATTTCAAGAGAGTCCGTGGAAACAAGTAAACCAGC

CGATGAACTTGTAACACTGAATCCAACAAGTGAATTTGGTCCT

GGATTGGAAGACACA

A/T CTCATTCTTACCATGAAGGGTATTGCTGCTGGAATGCAGAAC

ACTGGTTAAATTTTTGGTTACTTTGTATTTGTTTCTTAATGTAA

GTGTGCTAAGATAT

Ca_LG_1:11503139 TTCAAGAGAGTCCGTGGAAACAAGTAAACCAGCCGATGAACT

TGTAACACTGAATCCAACAAGTGAATTTGGTCCTGGATTGGAA

GACACACTCATTCTT

T/C ACCATGAAGGGTATTGCTGCTGGAATGCAGAACACTGGTTA

AATTTTTGGTTACTTTGTATTTGTTTCTTAATGTAAGTGTGCT

AAGATATCATAAATAC

Ca_LG_1:11989386 GATTGCTGTTAAACAGCTCTCTTCGAAATCAAAGCAAGGGAAC

CGCGAATTCGTTAACGAAATAGGCATGATATCTGCTTTGCAAC

ATCCAAATCTTGTC

C/T AAGCTTTATGGCTGTTGCATTGAAGGAAACCAATTGCTGCTT

GTATATGAATACATGGAGAACAATAGTCTTGCTCGCGCTCTT

TTCGGTAAATGCTTCA

Ca_LG_1:12494130 GAGTATGGACAAGAGCTCCATCTACTGCTGATCATGCACAAT

CCAGTGCTGATCAAGCCCAAGCGAGTGCCCAACCACCTGCAT

CAGCTGAAGCATCTTT

T/C TGACATTATGACGAAGCTGCTGGAGTTCATGAAGATTCAAGC

TGCCCACAACGAAAGAGTGGAAGCCTCTCTTCGAAAGCTCC

AATCAACTTTGAACTCT

Ca_LG_1:12557788 ATTCCTTTAGTTTCTGGCAGTATGAAGTATACAAAGATTGTCA

TAGTCACAAGCGGCAAAGAATATGAACAATCCAAACTTCATAT

GGCAGAGCATGGTT

T/C AAGAAACATTGTGCCACAAGAAACTTGTGCTCTATGCTTCCT

TTCCCGCAATTTTCTCAAAGGCTGTTCAACTCTCGTTGAAGC

TATACTCGCTGCCACA

Ca_LG_1:13171929 TGGGAATGAGTATCTCATTAATCTCATTGATTCACCTGGACAC

GTTGACTTCTCATCTGAGGTTACTGCTGCACTCCGTATTACTG

ATGGAGCACTAGTG

G/T GTGGTGGATTGTGTTGAGGGTGTTTGTGTCCAAACTGAAAC

TGTTCTGCGACAGGCTCTTGGTGAAAGGATCAGGCCTGTTC

TGACTGTTAACAAGATGG

Ca_LG_1:14432014 ATAGTATCAACTGACATACCTAAAATATGTATGTGTGCAGTGC

TGCTATGATAAACCAAATAACGAAGGTTGCTGCTAGCTACAAC

AGTGAAGTCAAGAC

C/A AGTCTATCAACAAAGGAAACAAAAAAAAAACTTCATCAATAA

ATAATAAATGATTTAATTAGCAACAAAGTAGTAGAAAAAAATA

GAGAAAGAGTTGAAA

Ca_LG_1:14432018 TATCAACTGACATACCTAAAATATGTATGTGTGCAGTGCTGCT

ATGATAAACCAAATAACGAAGGTTGCTGCTAGCTACAACAGT

GAAGTCAAGACAGTC

C/A TATCAACAAAGGAAACAAAAAAAAAACTTCATCAATAAATAAT

AAATGATTTAATTAGCAACAAAGTAGTAGAAAAAAATAGAGA

AAGAGTTGAAATTGA

Ca_LG_1:14432023 ACTGACATACCTAAAATATGTATGTGTGCAGTGCTGCTATGAT

AAACCAAATAACGAAGGTTGCTGCTAGCTACAACAGTGAAGT

CAAGACAGTCTATCA

A/T ACAAAGGAAACAAAAAAAAAACTTCATCAATAAATAATAAATG

ATTTAATTAGCAACAAAGTAGTAGAAAAAAATAGAGAAAGAG

TTGAAATTGAATAAC

Ca_LG_1:14432048 GTGCAGTGCTGCTATGATAAACCAAATAACGAAGGTTGCTGC

TAGCTACAACAGTGAAGTCAAGACAGTCTATCAACAAAGGAA

ACAAAAAAAAAACTTC

C/A ATCAATAAATAATAAATGATTTAATTAGCAACAAAGTAGTAGA

AAAAAATAGAGAAAGAGTTGAAATTGAATAACAAAAAAAATT

ACCGTTTCCAACACC
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Ca_LG_1:14432057 TGCTATGATAAACCAAATAACGAAGGTTGCTGCTAGCTACAAC

AGTGAAGTCAAGACAGTCTATCAACAAAGGAAACAAAAAAAAA

ACTTCATCAATAAA

A/G TAATAAATGATTTAATTAGCAACAAAGTAGTAGAAAAAAATAG

AGAAAGAGTTGAAATTGAATAACAAAAAAAATTACCGTTTCC

AACACCAAAAATGGA

Ca_LG_1:14432122 AACAAAGGAAACAAAAAAAAAACTTCATCAATAAATAATAAAT

GATTTAATTAGCAACAAAGTAGTAGAAAAAAATAGAGAAAGAG

TTGAAATTGAATAA

A/C CAAAAAAAATTACCGTTTCCAACACCAAAAATGGAAAAATGC

AGTACATTGGTCAACACAGTAGTACAACAATGCAACAAAAAT

GCAGAAAATGCACCAA

Ca_LG_1:14432126 AAGGAAACAAAAAAAAAACTTCATCAATAAATAATAAATGATTT

AATTAGCAACAAAGTAGTAGAAAAAAATAGAGAAAGAGTTGAA

ATTGAATAACAAA

A/G AAAAATTACCGTTTCCAACACCAAAAATGGAAAAATGCAGTA

CATTGGTCAACACAGTAGTACAACAATGCAACAAAAATGCAG

AAAATGCACCAAAAAT

Ca_LG_1:14648077 GGAATGAAGAAACCAGACTCAATGGCAACTCAATTCTTGGCC

CAAAAATCATTTGCGCAAACGCAATTAGCAGCAACAAAATTCG

AAGAGGAATACTTTG

G/A ACATCTTGGCCCAACTTCTCAAAAGCAAGGTCCAATCCTCAA

AACCTTTCAAAGGGCAGCGCTTCGGAAGACACCATTAATTTG

GAAAATGACAACGAAG

Ca_LG_1:14648083 AAGAAACCAGACTCAATGGCAACTCAATTCTTGGCCCAAAAAT

CATTTGCGCAAACGCAATTAGCAGCAACAAAATTCGAAGAGG

AATACTTTGACATCT

T/A TGGCCCAACTTCTCAAAAGCAAGGTCCAATCCTCAAAACCTT

TCAAAGGGCAGCGCTTCGGAAGACACCATTAATTTGGAAAA

TGACAACGAAGACGATT

Ca_LG_1:15325954 TTTGTATCTTTCAGCAACCATACCAAATATAATGTTTATTGCTA

GCTTACCTTCCAGGTTAATGCATTCTCCAAGCCAAGTCCACCT

TGGTGCAGCAAAA

A/G GGAGTTTAAAGGTACTTAAAAGGTACAATTCATTTTGACTTG

TGTGTTTTTGAAAAATAGAAGTGGAGACCTCCAAGGTTATGC

AGATAGTGATTGAGCA

Ca_LG_1:15325955 TTGTATCTTTCAGCAACCATACCAAATATAATGTTTATTGCTAG

CTTACCTTCCAGGTTAATGCATTCTCCAAGCCAAGTCCACCTT

GGTGCAGCAAAAG

G/A GAGTTTAAAGGTACTTAAAAGGTACAATTCATTTTGACTTGT

GTGTTTTTGAAAAATAGAAGTGGAGACCTCCAAGGTTATGCA

GATAGTGATTGAGCAG

Ca_LG_1:15325962 TTTCAGCAACCATACCAAATATAATGTTTATTGCTAGCTTACCT

TCCAGGTTAATGCATTCTCCAAGCCAAGTCCACCTTGGTGCA

GCAAAAGGAGTTTA

A/T AAGGTACTTAAAAGGTACAATTCATTTTGACTTGTGTGTTTTT

GAAAAATAGAAGTGGAGACCTCCAAGGTTATGCAGATAGTG

ATTGAGCAGGAAGTGT

Ca_LG_1:15365785 GGTTTAGAGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTG

GAGTAATATATATAGAATTTGGTTGATCCTTTGTGGCGGCTAA

AGCAGCCACAATGAG

G/A CAATGGATATATGGCGTTTGTGGCGGCCAAAACGGTCAGAA

ATGCAGGGATTTGTGGCGGCCTGGGCGGCCACAACTGACA

ACAGTCATTTGGGTGTTTG

Ca_LG_1:15365787 TTTAGAGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTGGA

GTAATATATATAGAATTTGGTTGATCCTTTGTGGCGGCTAAAG

CAGCCACAATGAGCA

A/G ATGGATATATGGCGTTTGTGGCGGCCAAAACGGTCAGAAAT

GCAGGGATTTGTGGCGGCCTGGGCGGCCACAACTGACAAC

AGTCATTTGGGTGTTTGTG

Ca_LG_1:15365789 TAGAGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGT

AATATATATAGAATTTGGTTGATCCTTTGTGGCGGCTAAAGCA

GCCACAATGAGCAAT

T/C GGATATATGGCGTTTGTGGCGGCCAAAACGGTCAGAAATGC

AGGGATTTGTGGCGGCCTGGGCGGCCACAACTGACAACAG

TCATTTGGGTGTTTGTGGC

Ca_LG_1:15365791 GAGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGTAA

TATATATAGAATTTGGTTGATCCTTTGTGGCGGCTAAAGCAGC

CACAATGAGCAATGG

G/A ATATATGGCGTTTGTGGCGGCCAAAACGGTCAGAAATGCAG

GGATTTGTGGCGGCCTGGGCGGCCACAACTGACAACAGTC

ATTTGGGTGTTTGTGGCGG
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Ca_LG_1:15582244 CCTCACAAATTTTTAAATATTTAACTGGATTTTGTGAGGGCTTT

TACAGCCACAAAAAATCAATTTTGTGAGGGCCAAATCCGTCAC

AAAGGCAAACGGG

G/A ACAAGTGGCATTTGTGGCTGCAAAGGCCGCCACAAAGGAG

GCCCAATACAGCTGGTGTTTGTGGCCGCTTAGGCCGTCACA

ACTGATTGTACCGTTGGAT

Ca_LG_1:15582253 TTTTTAAATATTTAACTGGATTTTGTGAGGGCTTTTACAGCCAC

AAAAAATCAATTTTGTGAGGGCCAAATCCGTCACAAAGGCAAA

CGGGACAAGTGGC

C/A ATTTGTGGCTGCAAAGGCCGCCACAAAGGAGGCCCAATACA

GCTGGTGTTTGTGGCCGCTTAGGCCGTCACAACTGATTGTA

CCGTTGGATTTTCTGGCG

Ca_LG_1:16125628 GACTAGAGCTCATCCGTCTACTGAACAAGTGCAGCCAACTGC

AGAGCAAGCTGAGTCAGTCGAAGCACATTATGTGGTCTTAAT

GAAGCTGCTGGAATTC

C/T ATGGAGATTCAAGTTGCTCATAATGCAAGAGTATAAGCATCT

CTCAAGACTCTCCAGGCATCGCTTGATTCCGTCGTTCAGGAT

GTGGCTGCAATACAAG

Ca_LG_1:16125652 ACAAGTGCAGCCAACTGCAGAGCAAGCTGAGTCAGTCGAAG

CACATTATGTGGTCTTAATGAAGCTGCTGGAATTCATGGAGAT

TCAAGTTGCTCATAAT

T/C GCAAGAGTATAAGCATCTCTCAAGACTCTCCAGGCATCGCTT

GATTCCGTCGTTCAGGATGTGGCTGCAATACAAGAACATCTA

GGCCTTAAGATGTCAT

Ca_LG_1:16153461 AAATATAAGAAAAAATATAAAATCAAATCAACTTTTAATTCTAG

AGTGGAAAAAAAATAGAGAGAGAGGTGGGGGCGGCTGTATA

GAAACAGAGTTGCTG

G/C GAAAAAGAAAGAAAAGAGAGGAAGAAGAAAAAAGAAAGGAA

AGGAAAAGCATAGAAAAGAAATAGAGGACTTGCAGTGCGGA

TGTTGATCGCGCAATGGC

Ca_LG_1:16153474 AATATAAAATCAAATCAACTTTTAATTCTAGAGTGGAAAAAAAA

TAGAGAGAGAGGTGGGGGCGGCTGTATAGAAACAGAGTTGC

TGGAAAAAGAAAGAA

A/G AAGAGAGGAAGAAGAAAAAAGAAAGGAAAGGAAAAGCATAG

AAAAGAAATAGAGGACTTGCAGTGCGGATGTTGATCGCGCA

ATGGCGGCAGGAGGGATG

Ca_LG_1:16153477 ATAAAATCAAATCAACTTTTAATTCTAGAGTGGAAAAAAAATAG

AGAGAGAGGTGGGGGCGGCTGTATAGAAACAGAGTTGCTGG

AAAAAGAAAGAAAAG

G/T AGAGGAAGAAGAAAAAAGAAAGGAAAGGAAAAGCATAGAAA

AGAAATAGAGGACTTGCAGTGCGGATGTTGATCGCGCAATG

GCGGCAGGAGGGATGCTC

Ca_LG_1:16153479 AAAATCAAATCAACTTTTAATTCTAGAGTGGAAAAAAAATAGA

GAGAGAGGTGGGGGCGGCTGTATAGAAACAGAGTTGCTGGA

AAAAGAAAGAAAAGAG

G/A AGGAAGAAGAAAAAAGAAAGGAAAGGAAAAGCATAGAAAAG

AAATAGAGGACTTGCAGTGCGGATGTTGATCGCGCAATGGC

GGCAGGAGGGATGCTCTT

Ca_LG_1:16265728 NNNNNNNNNNNNNNNNNNNNNNNNNNNNAGCCACAATGAGC

AACGGATATATGGCTTTTGTGGCGGCCAAAACGGTCAGAAAG

GCATGCGTTTGTGGCGG

G/A CTTAGGCGGCCACAAATGGCAGCGGTCCTTTTGGAGTTTGG

GGCGCCCTTTGCAGACACAAAAGGTAACGACTATAAGCGTT

TGTGGCGGCCTGGGCGGC

Ca_LG_1:16265888 AAAGGTAACGACTATAAGCGTTTGTGGCGGCCTGGGCGGCC

ACAAATGGCAACGTCACTTTGGGATTTTGTGGCGGCTTTTCCA

GCCACAAAAGGTAACG

G/A ACTCAGGCTTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAA

CGTCACTTTTGGATTTTGTGGCGGCCTTTACCCTCACAAAGG

GTTGATTTTGTGGCTGA

Ca_LG_1:16759724 ATTCTCGTCCATCTAGATGTTGCGCCAATTTCTTGTCTCAACC

ATCTAACGAGATAGCTGCACAGATAGTAGCATTTGAGGAGCG

AGCAAAAGTGGCAGA

A/C AAACGAGGCACGAGAGGCACAAGAGGAGCTAAGGAAAGTA

GAGCAACGTCGACAAGAGGAAGTTCAACAAACAGAGCAACA

CACTACAGAGCTATAGATG

Ca_LG_1:16759726 TCTCGTCCATCTAGATGTTGCGCCAATTTCTTGTCTCAACCAT

CTAACGAGATAGCTGCACAGATAGTAGCATTTGAGGAGCGAG

CAAAAGTGGCAGAAA

A/C ACGAGGCACGAGAGGCACAAGAGGAGCTAAGGAAAGTAGA

GCAACGTCGACAAGAGGAAGTTCAACAAACAGAGCAACACA

CTACAGAGCTATAGATGCA
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Ca_LG_1:16759735 TCTAGATGTTGCGCCAATTTCTTGTCTCAACCATCTAACGAGA

TAGCTGCACAGATAGTAGCATTTGAGGAGCGAGCAAAAGTGG

CAGAAAACGAGGCAC

C/T GAGAGGCACAAGAGGAGCTAAGGAAAGTAGAGCAACGTCG

ACAAGAGGAAGTTCAACAAACAGAGCAACACACTACAGAGC

TATAGATGCAGCTAGCAAC

Ca_LG_1:16759738 AGATGTTGCGCCAATTTCTTGTCTCAACCATCTAACGAGATAG

CTGCACAGATAGTAGCATTTGAGGAGCGAGCAAAAGTGGCAG

AAAACGAGGCACGAG

G/A AGGCACAAGAGGAGCTAAGGAAAGTAGAGCAACGTCGACAA

GAGGAAGTTCAACAAACAGAGCAACACACTACAGAGCTATA

GATGCAGCTAGCAACATT

Ca_LG_1:16759763 AACCATCTAACGAGATAGCTGCACAGATAGTAGCATTTGAGG

AGCGAGCAAAAGTGGCAGAAAACGAGGCACGAGAGGCACAA

GAGGAGCTAAGGAAAGT

T/A AGAGCAACGTCGACAAGAGGAAGTTCAACAAACAGAGCAAC

ACACTACAGAGCTATAGATGCAGCTAGCAACATTGGCAAAA

CGTGTTGCTTCCATACAG

Ca_LG_1:16759803 GGAGCGAGCAAAAGTGGCAGAAAACGAGGCACGAGAGGCAC

AAGAGGAGCTAAGGAAAGTAGAGCAACGTCGACAAGAGGAA

GTTCAACAAACAGAGCAA

A/G CACACTACAGAGCTATAGATGCAGCTAGCAACATTGGCAAA

ACGTGTTGCTTCCATACAGGCCGAGTCATCTCGTCGTCGTC

GTCATCCAGATTATGACG

Ca_LG_1:16759805 AGCGAGCAAAAGTGGCAGAAAACGAGGCACGAGAGGCACAA

GAGGAGCTAAGGAAAGTAGAGCAACGTCGACAAGAGGAAGT

TCAACAAACAGAGCAACA

A/G CACTACAGAGCTATAGATGCAGCTAGCAACATTGGCAAAAC

GTGTTGCTTCCATACAGGCCGAGTCATCTCGTCGTCGTCGT

CATCCAGATTATGACGAG

Ca_LG_1:17238435 CCAGGTGAAATACCAGCAGCATTACGCTCTTTCTCAGCCCATT

GAATATGCAATGCCTCAAGTTGGCTATGTAAGATTTTATTCTG

AAAATATGATGTGG

G/T AGTTGATTGTGTTAATGAAACTAGCAGCCAACATGGTATAAT

ATAAGACATACACATAAGTAAAAGCATGCAACTATGATGACT

ATGGATTTCTGACTTC

Ca_LG_1:17567993 AAACATGGGTTCATCAGGCTGGTGCTGCTGACCATGTTCATC

ATCAAAATGTTGCTGCTGCTGGTCATATTCATCATAAAACACA

TGATCGTGCTGGGGT

T/C TGCTCATCCTGGGGCTGCTCATCCTGTTCTGCATCAAACATA

AGATTTTGCTGTGGCTGCTCATCCTGGGGCTGCTCGTCCTG

AGGCGCCTGCCTTTCCT

Ca_LG_1:18689505 GATATAACCACCATTGACTAAATTGCTACTGTGGGATTCTTAA

AGTATGATTCCTCGTTCTCATGTCATTCCTCCTGTAGCCTGTA

TTATCACTCCATCG

G/A TTTACAAAGTAAAAACCTTAAAACACATAAACTGTTCAAATAT

AGACCACAAGGACTGCCCTAAAAATCAACTAATTTAATATTA

ATCAAATAAATATAT

Ca_LG_1:18689527 TTGCTACTGTGGGATTCTTAAAGTATGATTCCTCGTTCTCATG

TCATTCCTCCTGTAGCCTGTATTATCACTCCATCGTTTACAAA

GTAAAAACCTTAAA

A/C ACACATAAACTGTTCAAATATAGACCACAAGGACTGCCCTAA

AAATCAACTAATTTAATATTAATCAAATAAATATATATAATTAT

ATGTTACAAATTTT

Ca_LG_1:18691570 ATGCGACCACATTAAGGGAGGCGGCCAGGCAGTTCAGAACA

AACTCAATGGCTAGGCAACGAACAAAAAGAAGCGAAAACGAA

GAAGGACGAAGAAACGA

A/G CGAGCAGTGACAACGGCGCGCAGTGACGACGGCGAGCAGT

GGCGACGGCGAGCAGCGACCACGACGAGCAGCGACCACG

GAGAGCAAGTGACCAGGACGA

Ca_LG_1:18898195 TCGATCACATTTTGTTGCTTCTCTTGAGTCGGGTAGTGAGAAG

AATACGCCATTTGGCTAACACCTGGTGCAAATTTCATCACATT

ATGTTGCTGCAGTT

T/G GCTGCTCTTGAGTCTGGTAGTGAGAAGAATTTGCCATTTGG

CTAGCACTTGGTACAGATTCCATCAAATGTTGTCGCTCCTGT

AGCTGCTCTGGAGTCTG

Ca_LG_1:18898227 GTAGTGAGAAGAATACGCCATTTGGCTAACACCTGGTGCAAA

TTTCATCACATTATGTTGCTGCAGTTGCTGCTCTTGAGTCTGG

TAGTGAGAAGAATTT

T/C GCCATTTGGCTAGCACTTGGTACAGATTCCATCAAATGTTGT

CGCTCCTGTAGCTGCTCTGGAGTCTGGTTTTGAGAAAATACA

CCATTTGGCTAGCCAC
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Ca_LG_1:18898367 GTCGCTCCTGTAGCTGCTCTGGAGTCTGGTTTTGAGAAAATA

CACCATTTGGCTAGCCACTGGTGCAGACTTCATCCCATTTTGT

TGCTGCTCTTGAGTG

G/C TGGTAGTGAGAAGAATTCGCCATTTCGCTAGCACCTGGTAG

AGATTCCATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGT

TGGGTTTTGAGAAGAAT

Ca_LG_1:18898372 TCCTGTAGCTGCTCTGGAGTCTGGTTTTGAGAAAATACACCAT

TTGGCTAGCCACTGGTGCAGACTTCATCCCATTTTGTTGCTGC

TCTTGAGTGTGGTA

A/G GTGAGAAGAATTCGCCATTTCGCTAGCACCTGGTAGAGATT

CCATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGTTGGGT

TTTGAGAAGAATACACC

Ca_LG_1:18898393 TGGTTTTGAGAAAATACACCATTTGGCTAGCCACTGGTGCAG

ACTTCATCCCATTTTGTTGCTGCTCTTGAGTGTGGTAGTGAGA

AGAATTCGCCATTTC

C/G GCTAGCACCTGGTAGAGATTCCATCACATGTTGTTGCTGCTG

TTGAGGCTCTTGAGTTGGGTTTTGAGAAGAATACACCATTTG

GCTAACACCTGGTGCA

Ca_LG_1:18898399 TGAGAAAATACACCATTTGGCTAGCCACTGGTGCAGACTTCAT

CCCATTTTGTTGCTGCTCTTGAGTGTGGTAGTGAGAAGAATTC

GCCATTTCGCTAGC

C/T ACCTGGTAGAGATTCCATCACATGTTGTTGCTGCTGTTGAGG

CTCTTGAGTTGGGTTTTGAGAAGAATACACCATTTGGCTAAC

ACCTGGTGCAAATTTC

Ca_LG_1:18898414 TTTGGCTAGCCACTGGTGCAGACTTCATCCCATTTTGTTGCTG

CTCTTGAGTGTGGTAGTGAGAAGAATTCGCCATTTCGCTAGC

ACCTGGTAGAGATTC

C/T CATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGTTGGGTT

TTGAGAAGAATACACCATTTGGCTAACACCTGGTGCAAATTT

CATCCCATTTTGTTGC

Ca_LG_1:18898554 TTTTGAGAAGAATACACCATTTGGCTAACACCTGGTGCAAATT

TCATCCCATTTTGTTGCTGCAGTGGCTGCTCTTGAGTCTGGTA

GTGAGAAGAATTCA

A/G CCATTTGGCTAGCACTTGGTACAGATTCCATCACATGTTGCT

GCTCTTGAGTTGGGTGGTGAGAAGAATACGCCATTTGGCTA

ACACCTGGTGCAAATTT

Ca_LG_1:18996048 GGCAGGCAAGAGACAACCTGGCGAACTGAAACATCTTAGTAG

CCAGAGGAAAAGAAAGCAAAAGCGATTCCCGTAGTAGCGGC

GAGCGAAATGGGAACAA

A/G CCTAAACCGTGAAAACGGGAATGTGGGAGAGCAATACAAGC

GTCGTGCTGCTAGGCGAAGCAATCGAATGTTGCACCCTAGA

TGGTGAAAGTCCAGTAGC

Ca_LG_1:18996068 GCGAACTGAAACATCTTAGTAGCCAGAGGAAAAGAAAGCAAA

AGCGATTCCCGTAGTAGCGGCGAGCGAAATGGGAACAACCT

AAACCGTGAAAACGGGA

A/G ATGTGGGAGAGCAATACAAGCGTCGTGCTGCTAGGCGAAG

CAATCGAATGTTGCACCCTAGATGGTGAAAGTCCAGTAGCC

GAAAGCATCACTAGCTTAT

Ca_LG_1:18996069 CGAACTGAAACATCTTAGTAGCCAGAGGAAAAGAAAGCAAAA

GCGATTCCCGTAGTAGCGGCGAGCGAAATGGGAACAACCTA

AACCGTGAAAACGGGAA

A/T TGTGGGAGAGCAATACAAGCGTCGTGCTGCTAGGCGAAGC

AATCGAATGTTGCACCCTAGATGGTGAAAGTCCAGTAGCCG

AAAGCATCACTAGCTTATG

Ca_LG_1:18996157 TGAAAACGGGAATGTGGGAGAGCAATACAAGCGTCGTGCTG

CTAGGCGAAGCAATCGAATGTTGCACCCTAGATGGTGAAAGT

CCAGTAGCCGAAAGCAT

T/G CACTAGCTTATGCTCTAACCCGAGTAGCAAGGACCACCTTG

CAAGGCTAAATACTCCTGGGTGACCGATAGTGAAGTAGTAC

TGTTAGGGAAAGGTGAAA

Ca_LG_1:18996779 GAGGCAAACTCTGAATACTAGATATGACCCCAAAATAAGAAG

GGTCAAGGTCGGCCAGTGAGACGATGGGGGATAAGCTTCAT

CGTCGAGAGGGAAACAA

A/G CCCAGATATCCAGCTAAGGCCCATAAATGATCGCTAAGTGAT

AAAGGAGGTAGGAGTGCAGAGACAACCAGGAGGTTTGCCTA

GAAGCAGCCACCCTTCA

Ca_LG_1:18996787 CTCTGAATACTAGATATGACCCCAAAATAAGAAGGGTCAAGG

TCGGCCAGTGAGACGATGGGGGATAAGCTTCATCGTCGAGA

GGGAAACAACCCAGATA

A/C TCCAGCTAAGGCCCATAAATGATCGCTAAGTGATAAAGGAG

GTAGGAGTGCAGAGACAACCAGGAGGTTTGCCTAGAAGCA

GCCACCCTTCAAAGAGTGC
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Ca_LG_1:18996788 TCTGAATACTAGATATGACCCCAAAATAAGAAGGGTCAAGGT

CGGCCAGTGAGACGATGGGGGATAAGCTTCATCGTCGAGAG

GGAAACAACCCAGATAT

T/A CCAGCTAAGGCCCATAAATGATCGCTAAGTGATAAAGGAGG

TAGGAGTGCAGAGACAACCAGGAGGTTTGCCTAGAAGCAGC

CACCCTTCAAAGAGTGCG

Ca_LG_1:18996802 ATGACCCCAAAATAAGAAGGGTCAAGGTCGGCCAGTGAGAC

GATGGGGGATAAGCTTCATCGTCGAGAGGGAAACAACCCAG

ATATCCAGCTAAGGCCCA

A/C TAAATGATCGCTAAGTGATAAAGGAGGTAGGAGTGCAGAGA

CAACCAGGAGGTTTGCCTAGAAGCAGCCACCCTTCAAAGAG

TGCGTAATAGCTCACTGA

Ca_LG_1:18996846 GGGGGATAAGCTTCATCGTCGAGAGGGAAACAACCCAGATAT

CCAGCTAAGGCCCATAAATGATCGCTAAGTGATAAAGGAGGT

AGGAGTGCAGAGACAA

A/G CCAGGAGGTTTGCCTAGAAGCAGCCACCCTTCAAAGAGTGC

GTAATAGCTCACTGATCGAGCGCTCTTGCGCCGAAGATGAA

CGGGGCTAAGCGATCTGC

Ca_LG_1:19240783 GCCGTAAGAAGGCAGCAGACTTAAGCACCAGAAATAAGAAGG

CAGCAGACTAGAAGCCCTAAGAACGCAGCAGACGAAAGTACC

AGAAATAAGAAGGCAG

G/A CAGACTAGAAGCCATAAGAAGGAAGCTGTACAGGCAGCAAG

AAACAGTAGAGAAAGCACCAGAAATAGTGGGACCCACTGAC

CAAACTTGGCCAAAACAG

Ca_LG_1:19712226 TAACCGATTTAAATGAAATTTTTATGTGGTTAAAACTTCAATGC

TGCTCATAGAGCCTCTGTCAAATATCAATAGAGTCCTATCTTT

AGTTCTCCAAAAC

C/T GAAAGACTGAATGGAGGGTCTAATGATAATACAGAATCTCA

GACTTTTGTAATTGCTGCTAAAACAAAGAAAGGTTCTTGGAA

AGGAAAGGAAAATTCCA

Ca_LG_1:19744738 CTGCAACAAGTCCTCTGCATCACTTTTTGGGTCATGTGCAGCC

TCCACATCATTAAATTTATCTTAACCATCATGTTCTGGTTTAAC

CAGCAGCACATCC

C/T TCTCCCTCACTTTCTGTTGTTTTTCCATTTCTTCTTTTGATCAC

TATGGTGCAAGCTCCCTCAGCTTCCAAAGTTCTATCATCAGC

AAGCCTGGTCTTGC

Ca_LG_1:20380005 CTTTCCTTGTGTGTTTTTTTCAATGACTTTTCTTTTGTTCTTGAT

ATGTCCATTCATCAATCACCTGTTTGAAGTTAGTGAATGCAGC

GTCATCTTCAGC

C/T GGTAAACGGGATGCCAACAGATGATTTCATATGCTCCAACAA

ATCCTGCTTGGCAGCAAGAAGCTCATGGCACTGCTCTTTCAA

GGTTTAGGTCACACCA

Ca_LG_1:20380006 TTTCCTTGTGTGTTTTTTTCAATGACTTTTCTTTTGTTCTTGATA

TGTCCATTCATCAATCACCTGTTTGAAGTTAGTGAATGCAGCG

TCATCTTCAGCG

G/A GTAAACGGGATGCCAACAGATGATTTCATATGCTCCAACAAA

TCCTGCTTGGCAGCAAGAAGCTCATGGCACTGCTCTTTCAA

GGTTTAGGTCACACCAA

Ca_LG_1:20666328 CAAAGGGGCTATTTGTGGCGGCCTAAGGCAGCCACAAATAAG

CTGGTCACAAACTTTTGTGAGGGCTTTTGCAGCCACAAAATGT

GGAAAACACGTTGGC

C/T ATTTGTGAGGGTTTTTGCAGCCACAAAGTGTGGAAAACACGT

TGGCATTTGTGAGGGCTTTTGTAGCCACAAAAGGTTGCCTTT

GTGAGGGCATAGGCCG

Ca_LG_1:20666340 TTGTGGCGGCCTAAGGCAGCCACAAATAAGCTGGTCACAAAC

TTTTGTGAGGGCTTTTGCAGCCACAAAATGTGGAAAACACGTT

GGCATTTGTGAGGGT

T/C TTTTGCAGCCACAAAGTGTGGAAAACACGTTGGCATTTGTGA

GGGCTTTTGTAGCCACAAAAGGTTGCCTTTGTGAGGGCATA

GGCCGCCACAAATGACA

Ca_LG_1:21469407 TTTTTCTTCGTGGTAATTTGTTATGGTGATTTTCCTTTGTGTAC

CAAAATCGGCCATCTAAAATTGCAGCGAATCAAGCAACGAAA

TCACGCACCATCTC

C/T CACTCAACTGAGAATTTTCGATTGAAATAATTGCGGTTTGCG

AGAACAGAGATTTAGGCTGCATACCCTTACGTTGATCCAAAA

AAACAAATACAGAATC

Ca_LG_1:21705993 CACAAACTGATTATTTTATGTCATGTCATCCTTTGTGGTGGCC

TAAACCCTCACAAAAGACAACTTTTGTGGCGGCTTTGGCCCT

CACAAACGCTAACTG

G/A TTTTAAACTTCTTAGTCTTTTGTGGCGGACTTTTCTGTCACAG

TTTTGTGAAGGCTTAAGACGTCACAAATGGTAACAAAAAAAA

ACTGAATTTTGTGGT
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Ca_LG_1:21706004 TATTTTATGTCATGTCATCCTTTGTGGTGGCCTAAACCCTCAC

AAAAGACAACTTTTGTGGCGGCTTTGGCCCTCACAAACGCTA

ACTGTTTTAAACTTC

C/T TTAGTCTTTTGTGGCGGACTTTTCTGTCACAGTTTTGTGAAG

GCTTAAGACGTCACAAATGGTAACAAAAAAAAACTGAATTTT

GTGGTTGTTTTGGCCG

Ca_LG_1:24118226 CCATCACAAATACAAAAATTGAAATTGGTCTTTATTTGTAGCTG

AAAAAGCTCTCACAAATTATTAAAAATTTAGGTGGAATTTATGG

CTGGCTAAGCCT

T/C TCACAAAATCACAACGTTGTGATTTTGTAAGGGCTTAAGCAG

CCACAAATTCCGCCTAATTTTTTAAGATTTTTGTGAGGGTTTT

TGCAGCTACAAAGTC

Ca_LG_1:24118255 CTTTATTTGTAGCTGAAAAAGCTCTCACAAATTATTAAAAATTT

AGGTGGAATTTATGGCTGGCTAAGCCTTCACAAAATCACAAC

GTTGTGATTTTGTA

A/G AGGGCTTAAGCAGCCACAAATTCCGCCTAATTTTTTAAGATT

TTTGTGAGGGTTTTTGCAGCTACAAAGTCTAAAATTTGTGAG

GGTCAAGTCCGTCACA

Ca_LG_1:24118280 CACAAATTATTAAAAATTTAGGTGGAATTTATGGCTGGCTAAG

CCTTCACAAAATCACAACGTTGTGATTTTGTAAGGGCTTAAGC

AGCCACAAATTCCG

G/A CCTAATTTTTTAAGATTTTTGTGAGGGTTTTTGCAGCTACAAA

GTCTAAAATTTGTGAGGGTCAAGTCCGTCACAAAAGCCTGAA

ATGACATGTCAATTT

Ca_LG_1:24188231 TTTGTTTATGCCACAAGTTCTAATACAAGAAAGCTGCAGGCTG

CATATTTTTAGCATCAAATAGAAAGCTGCAGGCTGCATATTTT

TTAGCATCAAATAG

G/T AAAGCTGCAGGCTGCATATTTTTAGCATCAAATATAGGATGA

GGGTGACTTGTGTGCAGGCTTAGGAGTTTGGTAATTCCGTT

TTGCAGTCTTCTTCATC

Ca_LG_1:24188236 TTATGCCACAAGTTCTAATACAAGAAAGCTGCAGGCTGCATAT

TTTTAGCATCAAATAGAAAGCTGCAGGCTGCATATTTTTTAGC

ATCAAATAGAAAGC

C/T TGCAGGCTGCATATTTTTAGCATCAAATATAGGATGAGGGTG

ACTTGTGTGCAGGCTTAGGAGTTTGGTAATTCCGTTTTGCAG

TCTTCTTCATCAAATA

Ca_LG_1:24464785 CATATATTTGGTCAATATGGGATTTTAACACATCCCTTCAAGTC

CAGCACAATGAAGGTGCCGAGGCCAAAACGAAGGCAGCTGC

AATGCAGGACGATAC

C/G GGTTTCCAACAACAGTTTTAAAAAGAAAAAAGTAAACATAGG

AAAAATCTCACCGTCAAATTTTCGAAAGCACTTTTGAAGCGC

TGCAGAAGAAGTTGCA

Ca_LG_1:24728837 ATTTCCCTCTATAGACTTGGTTAGAACAAATAGAGTTTTACAA

CTAGTTCACATGGACCTTTTTGGACCTGCCCAAGTTAAGAGTT

TAGGTGGAAACCTG

G/T TATGGATATGTGCTGGTTGATGATTACTCAAGGTTCACATGG

ACTTATTTTCTGGCTCATAAGAGTGATACATTCTCAATTTTTA

AAAAATTTGCTGCTT

Ca_LG_1:24728861 AACAAATAGAGTTTTACAACTAGTTCACATGGACCTTTTTGGA

CCTGCCCAAGTTAAGAGTTTAGGTGGAAACCTGTATGGATAT

GTGCTGGTTGATGAT

T/C TACTCAAGGTTCACATGGACTTATTTTCTGGCTCATAAGAGT

GATACATTCTCAATTTTTAAAAAATTTGCTGCTTTAGTTCAAA

ATGAGAATGATCAGA

Ca_LG_1:24838360 ATTGATCACTTCTGCCATGCTCGTTGGCCTTCGGTTTACATAC

ACGGTAAAACCGGGCGTTTCTTCCTTAGCTTCTTGTTTACCAA

TTGCCATTTCTCTG

G/A TGGCTTGATTCAATATGACCTGCAGCTTGAGATTTTGATACT

TCAAAACTAGCACTGCCATGCACTTGCTGTGAATCTTTGGCA

TCGTGCTCGACTTCGG

Ca_LG_1:25536421 AAAAAGATGTTAGTTTCACCTTCGATGACAAATGCAAGAAGGC

GTTTGATTTCTTAAAGGCAACACTAACCTCTACTCCCATAATTC

AGCCACCCAATTG

G/A GACCCTCCCTTTTGAAATTATGTGTGATGTATCTAACTATATC

GTGGGAGCAGTCCTTGCACATAGGGTTGGTAAGGTCGCCCT

AGATTCTGCACATGCT

Ca_LG_1:25536465 TTTGATTTCTTAAAGGCAACACTAACCTCTACTCCCATAATTCA

GCCACCCAATTGGACCCTCCCTTTTGAAATTATGTGTGATGTA

TCTAACTATATCG

G/A TGGGAGCAGTCCTTGCACATAGGGTTGGTAAGGTCGCCCTA

GATTCTGCACATGCTAATTATACTACCACAAAAAAAGGATCT

TTTAGCTATTGTTTTTG
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Ca_LG_1:26421258 GTGATTTTGTGAGGGCTTAGGCAACCACGAAATCCAGTTAAAT

TTTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAA

TTTTGTGAGGGGCA

A/T GATCCGTCACAAATGACTGAAATGACATGGCAATTTGTGGCT

ACATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTG

GCTGCAAAAGCCGCCAC

Ca_LG_1:26421301 TTTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAA

TTTTGTGAGGGGCAGATCCGTCACAAATGACTGAAATGACAT

GGCAATTTGTGGCTA

A/G CATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTGG

CTGCAAAAGCCGCCACAAAGGATTAAATATGTAACTGATTTT

CTGGCCGCCCAGGCCGT

Ca_LG_1:26421302 TTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAAT

TTTGTGAGGGGCAGATCCGTCACAAATGACTGAAATGACATG

GCAATTTGTGGCTAC

C/T ATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTGGCT

GCAAAAGCCGCCACAAAGGATTAAATATGTAACTGATTTTCT

GGCCGCCCAGGCCGTC

Ca_LG_1:28120207 AGTCAACAATTTCTTAAAAAAAAAAAACAAGAGCAGCAAAAAA

AGTCTACCGAAAAAAGTCTTATTATTATTTTTTTAAGATTAAAC

AAAAGGATTGGCT

T/A AATTAAAGTGCTAATGCTACAACCAGCCCATAAATAGTTAAA

GCTTCCATAAAAGCCAGACTAAGTAATAAAGTACCCTTTATTT

TGTCCTCTGCTTCCG

Ca_LG_1:28120211 AACAATTTCTTAAAAAAAAAAAACAAGAGCAGCAAAAAAAGTC

TACCGAAAAAAGTCTTATTATTATTTTTTTAAGATTAAACAAAA

GGATTGGCTAATT

T/A AAAGTGCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTT

CCATAAAAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTC

CTCTGCTTCCGGTTT

Ca_LG_1:28120216 TTTCTTAAAAAAAAAAAACAAGAGCAGCAAAAAAAGTCTACCG

AAAAAAGTCTTATTATTATTTTTTTAAGATTAAACAAAAGGATT

GGCTAATTAAAGT

T/C GCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTCCATA

AAAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCCTCT

GCTTCCGGTTTTCGCA

Ca_LG_1:28120286 GATTAAACAAAAGGATTGGCTAATTAAAGTGCTAATGCTACAA

CCAGCCCATAAATAGTTAAAGCTTCCATAAAAGCCAGACTAAG

TAATAAAGTACCCT

T/C TTATTTTGTCCTCTGCTTCCGGTTTTCGCACAATCCCTTCCAT

ATTCGGTAGCCATTTCATATTTAGTAGTCGTTCCATATTCGGT

AGCCATGCAATTAG

Ca_LG_1:28120311 AAAGTGCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTC

CATAAAAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCC

TCTGCTTCCGGTTT

T/G TCGCACAATCCCTTCCATATTCGGTAGCCATTTCATATTTAGT

AGTCGTTCCATATTCGGTAGCCATGCAATTAGTCAATAACTG

AGTAGTCCTTCCATA

Ca_LG_1:28120315 TGCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTCCATA

AAAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCCTCTG

CTTCCGGTTTTCGC

C/T ACAATCCCTTCCATATTCGGTAGCCATTTCATATTTAGTAGTC

GTTCCATATTCGGTAGCCATGCAATTAGTCAATAACTGAGTA

GTCCTTCCATATTTG

Ca_LG_1:28120316 GCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTCCATAA

AAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCCTCTGC

TTCCGGTTTTCGCA

A/G CAATCCCTTCCATATTCGGTAGCCATTTCATATTTAGTAGTC

GTTCCATATTCGGTAGCCATGCAATTAGTCAATAACTGAGTA

GTCCTTCCATATTTGT

Ca_LG_1:29061769 GACAGAGTACATAAAAAAAATGCATTAATACTTGACAGAATCA

AAATTTGAATCACCCTTTTCATCTATGCTAATTTTCTAATGGTC

TAGACAATCAAAA

A/T TTTAATTTTTGTATAGAGTATTCTTTGAAAAGATATCGATGAT

CCATATGCGGTTGAAAATAATGTAATATAAACCTGAAACGCG

ATAGAACAAGTTGAA

Ca_LG_1:29061783 AAAAAATGCATTAATACTTGACAGAATCAAAATTTGAATCACC

CTTTTCATCTATGCTAATTTTCTAATGGTCTAGACAATCAAAAT

TTAATTTTTGTAT

T/A AGAGTATTCTTTGAAAAGATATCGATGATCCATATGCGGTTG

AAAATAATGTAATATAAACCTGAAACGCGATAGAACAAGTTG

AAAGATTCCATGGTTC
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Ca_LG_1:29442116 CGTCAAAGATAGAATTGATGGTTGCACTTTTTCCAACTCCTGT

CTTTCCAAGAACCATTATTGTACAAGAGAAATCAAGTGGTTCT

TGACCCACTGATTC

C/G AAGTTGCTCGGCCATTGCACTAGCACGATCAAAGCTAAAAG

CGCCAACACGGCTGCCATTCCTCCCTCTGAGTTGTTCAGCC

AGTCCTAATCTATACAGA

Ca_LG_1:29442138 TGCACTTTTTCCAACTCCTGTCTTTCCAAGAACCATTATTGTAC

AAGAGAAATCAAGTGGTTCTTGACCCACTGATTCAAGTTGCTC

GGCCATTGCACTA

A/T GCACGATCAAAGCTAAAAGCGCCAACACGGCTGCCATTCCT

CCCTCTGAGTTGTTCAGCCAGTCCTAATCTATACAGAACTTG

TGCTACAACAACATTGT

Ca_LG_1:29442164 CAAGAACCATTATTGTACAAGAGAAATCAAGTGGTTCTTGACC

CACTGATTCAAGTTGCTCGGCCATTGCACTAGCACGATCAAA

GCTAAAAGCGCCAAC

C/A ACGGCTGCCATTCCTCCCTCTGAGTTGTTCAGCCAGTCCTAA

TCTATACAGAACTTGTGCTACAACAACATTGTGGGGTGTCTG

CCCAAGCCTATTAGCT

Ca_LG_1:29442376 TTCACCCTAATCATTTGAAGTTTCTCACGAGTCTCGTCATACT

CCTCAGCCTCCCCAGATGAGGACTCGTCCAATTTTTGGGACT

GCAAATTAGATACAG

G/C TATTATTGACCCGCGGCTGCTGCACTACCCGTGGAGCAGGT

TTCAATAATGGAGCTGCAGGTCCAAGGCCAGCAGGAGGAAC

AAGAGTGGTGGTAGTGGC

Ca_LG_1:30253632 GTGTAGATGATGTTGTCCTTGTTGGTGGCTCTTCTAGGATTCC

CAAAGTGAAGGAGTTGTGCGAGAGCATTAATCCTGATGAGGC

TGTGGCTTATGGGGG

G/C AGCTGTTCAGGCTGCATTGTTGAGTGAAGGCTTTAACAATAT

TCCAAAGCTGGTGTTGCAGGATGTCACACCTTTGTCTCTTGG

TAGGTCAGTATTAGGA

Ca_LG_1:30280699 CCTGATACCAATGTTACTCAATATGATAAGCCGCCTCCCTTGG

CACCACCTGAGCCTGCTGCTTCTGCGCCGAGTTTAGCGCCTA

TACCGGTTGCTCATT

T/C CGATGACACCTGCTGGAGTGGTGCAACAGCATGGGCAACA

GATGATGCAAGTGCATTCCTCACAACAACAGCAGGGGAGTC

ACTTTGCTCAACAGCATGG

Ca_LG_1:30284273 GGCGATCTTCTTGTTAATCCTGTTCAGGTTAACATTGGAAATG

TAGACGAGCTTGCTGCAAATAAATCCATCACACAGGTATTCAA

TTAATGCCCACTTA

A/G TTTAAAATCTCAAAGTTGCTGCTAAATGGACAGTTCTTTTTTT

TATCTTGCTTCGTCAATGTTTTTGAAATCTCAAAGTTGTCATT

GTGGTCAACTTGTA

Ca_LG_1:30310231 ATGTCAGATTTCCTAAACTAAACGTCGTTACTTTCAATAAAGAA

GGTCTACAACACATGTTCTTCCAAAGGAAGGCTTTGCTGCAG

CACCTACAAGGGTC

C/T CATATTCCACTCTTGTAAGTCACAGGGATATTTTGAAGGCTG

CTATTGATAGTCTGCTCAGAAAAACACATTAAAATCCTTGTG

AACAAACTGAGAAGAG

Ca_LG_1:31415384 TGACAGATGTTGCTATGACAAATACAATAGCAGCCTTTGAATG

ATGTGAATAACTTGCTTATTAGAACTACCTCTTGCTGCTGCAG

CATTTCGAGATTCC

C/A TTGGGATACAATTCATCATAGCGTTTACCAGACTTCTCAGGA

GCAATTATATCTGACCATAGTGAAGCACAGACAATTGTTCCA

ACAGAGACCAACCACA

Ca_LG_1:31415401 ACAAATACAATAGCAGCCTTTGAATGATGTGAATAACTTGCTT

ATTAGAACTACCTCTTGCTGCTGCAGCATTTCGAGATTCCTTG

GGATACAATTCATC

C/T ATAGCGTTTACCAGACTTCTCAGGAGCAATTATATCTGACCA

TAGTGAAGCACAGACAATTGTTCCAACAGAGACCAACCACA

GCAATGTAACTGGGAAG

Ca_LG_1:31415407 ACAATAGCAGCCTTTGAATGATGTGAATAACTTGCTTATTAGA

ACTACCTCTTGCTGCTGCAGCATTTCGAGATTCCTTGGGATAC

AATTCATCATAGCG

G/A TTTACCAGACTTCTCAGGAGCAATTATATCTGACCATAGTGA

AGCACAGACAATTGTTCCAACAGAGACCAACCACAGCAATG

TAACTGGGAAGTCTAAA

Ca_LG_1:31415427 ATGTGAATAACTTGCTTATTAGAACTACCTCTTGCTGCTGCAG

CATTTCGAGATTCCTTGGGATACAATTCATCATAGCGTTTACC

AGACTTCTCAGGAG

G/A CAATTATATCTGACCATAGTGAAGCACAGACAATTGTTCCAA

CAGAGACCAACCACAGCAATGTAACTGGGAAGTCTAAAAGT

GGTTGAGGTGGTGCATA
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Ca_LG_1:31415430 TGAATAACTTGCTTATTAGAACTACCTCTTGCTGCTGCAGCAT

TTCGAGATTCCTTGGGATACAATTCATCATAGCGTTTACCAGA

CTTCTCAGGAGCAA

A/G TTATATCTGACCATAGTGAAGCACAGACAATTGTTCCAACAG

AGACCAACCACAGCAATGTAACTGGGAAGTCTAAAAGTGGT

TGAGGTGGTGCATATAA

Ca_LG_1:31415439 TGCTTATTAGAACTACCTCTTGCTGCTGCAGCATTTCGAGATT

CCTTGGGATACAATTCATCATAGCGTTTACCAGACTTCTCAGG

AGCAATTATATCTG

G/T ACCATAGTGAAGCACAGACAATTGTTCCAACAGAGACCAAC

CACAGCAATGTAACTGGGAAGTCTAAAAGTGGTTGAGGTGG

TGCATATAACTAAACTTC

Ca_LG_1:31926195 ACGCATGGCAGCAACGTGAAGCACTGTGTACCCTCGAGAATT

CCGAAGATTGACATTAGCCATACCCAACCCAAGTACTTCGGA

AACGACCTTGGGGTCG

G/A CAGTAGGCTGCTGCGTAATGGAGAGCACCGGCTTCGTCTAA

AGTAATGTCCGACTCATTTAAAAGAAGTTTAACAAGCTCGAC

ATCATCCGAGTCCAATG

Ca_LG_1:32434343 TGAATTTCATTCGGTTGGCAATCAAGACCAACAGCTGCACCT

GCAGGCTGCAGCTATTATATGATTCTGAATCATTTGCCTGCTC

ATGAAATGAACTTAC

C/T TGGTTCCTGAATTGTGACAATACTGCGATATAAACTTTGTTTA

TAGGGACATGCTTGGATTAGTAGAGCATCAAGAAGTCGAAA

TTTAGTCTGGAAAGTA

Ca_LG_1:32434370 CCAACAGCTGCACCTGCAGGCTGCAGCTATTATATGATTCTG

AATCATTTGCCTGCTCATGAAATGAACTTACTGGTTCCTGAAT

TGTGACAATACTGCG

G/C ATATAAACTTTGTTTATAGGGACATGCTTGGATTAGTAGAGC

ATCAAGAAGTCGAAATTTAGTCTGGAAAGTAAGCGAAAAACA

ACCAGGTAAGCTGCTT

Ca_LG_1:32452598 CAATACTGGCTTCTTCTGTTTCGTTGCATAAGATGGCAGCATG

ATCAGGAGAATCTAATGTAGGCAACTCAGGTGTCTCTGTCTTT

CTAACTTGCAGTCC

C/T GGTAGAGCGTGCAAGGTCAATCCATTGCTGCAGCAATTTAC

AGAAAAACCAAATTTGAAAAATCCTAGTCAAATTTAGAAACTA

TATGTAGATGAATGAG

Ca_LG_1:32886545 CCACTTTGTTGGTCTCTAGTAAGTAGTAACAAAGAGAGGCAG

CAAATTTCAAAACGACAAGTCAGAAATCGCTATCTCAAACCAA

ACTGCGATTGACCAC

C/T AGCAGCAATTTCTAGTTTTAGTGACACGATGGAGATGTGACT

CGGCGTGCCCGATTTTCATCCCAAAACTACGTGTTTACACGC

TGGAACCATTATTATA

Ca_LG_1:33038368 AAGTTTTGGTTGAGACAATTTGCGATGTTCTTGATGAGTTATA

CACAATTTCTTTAGGGATTCAAACATGTTCCCGTTTGCAAGGA

AAGCTGCTGAGTTG

G/C TTTGCAACAGGACACTGAAGCACATGGAACAAGACGTTGTG

CTGTCCTAGTATGTACATTATTCAGCTCCTTGGGAATAATGT

TCCTTCTATGCTGCACA

Ca_LG_1:33038427 ATTCAAACATGTTCCCGTTTGCAAGGAAAGCTGCTGAGTTGTT

TGCAACAGGACACTGAAGCACATGGAACAAGACGTTGTGCTG

TCCTAGTATGTACAT

T/A TATTCAGCTCCTTGGGAATAATGTTCCTTCTATGCTGCACAA

TTTTCATTATTAGGTTAGCCATACACTTCCAAGTTTCTGCATT

TGGCAAGCTATTGGG

Ca_LG_1:33043165 TCACAGAATTCAAACGCAACGATTTTGCTGCACTACCTGAAAT

TTTTCAAGAACATATTCAAACTAATAATAATCTAGATGTCAAAT

ATTGCAAAATAAG

G/A CATTTCTCTTTACCCAAATAACTACTCACCAAAATCACCAACT

GATGCATCTTCCTTTGTTTTCAACGCAGCTGCAATCTGATGA

TGATTACTAGCAGTA

Ca_LG_1:33043281 AATAACTACTCACCAAAATCACCAACTGATGCATCTTCCTTTG

TTTTCAACGCAGCTGCAATCTGATGATGATTACTAGCAGTATC

AACCACTGAACCAG

G/A TAAGGTTTCTTGCAAGATGTCTAATTTGATTTAGACGCAGCC

TTGGTAAATTATTTAGCTTACAAGCTAGAGTTTCCATGTTAAT

TGATGATCCTATTGT

Ca_LG_1:33049332 AATCGTCTGTTCTTGATCGAACAATCGACACAATATGACTGCG

TGCTGAGTTGATACATAAAATAGTATGCAATTCACTTTGCAGC

AGCTATTACATCAA

A/G AAAATAATCTCAAACTATATACAGTGGAAGCACTCTACAAAA

AAAGCTTATTAAGAAAAAATAAAATAATTAGCAGTTAAAGAAA

AATATAAAACGCGTG
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Ca_LG_1:33106822 TTGCTCCTGCTGCATCAAGTTTTGGTTCAGAACAACCAAAATT

TTCCTCCATCGCCAACTTTTCCTCGCTGCCATCTCCTCCAGTG

TTGTCCACATCATT

T/C GCCATTGTTCTCAGTTCCCTCATCACTGCTACTACCAGAGTT

ACGATCCCTGTCTTTATCAATGGCATGGAGTGGTTTGATTTC

ATCGTCTACATTGTCA

Ca_LG_1:33240913 CAAAAAAAATGAAGATTCTCTTGATAACAAAGAATCAAATGAG

AGTTATTGTCAAGACATAGACTTGAAAATCAAGCAGCTATCGT

TCGAGAAAGAAAAC

C/T GCGAAAAAAGAAGAAGAAGAGATGAGAATAAAAGCTCAGGA

ACTGAAACAAGAAGCTGACAAATCAAGAGTTTTGTCTGAAGA

AATAGAAGGGAAACTAG

Ca_LG_1:33240916 AAAAAATGAAGATTCTCTTGATAACAAAGAATCAAATGAGAGT

TATTGTCAAGACATAGACTTGAAAATCAAGCAGCTATCGTTCG

AGAAAGAAAACGCG

G/A AAAAAAGAAGAAGAAGAGATGAGAATAAAAGCTCAGGAACT

GAAACAAGAAGCTGACAAATCAAGAGTTTTGTCTGAAGAAAT

AGAAGGGAAACTAGAGC

Ca_LG_1:33256282 GTGGGTAAGAAAATTAACAGTGGTGTAACTTGTATACATTCTT

TCAGGATATGATTATGGGGAGAAAAAGCGAATTCCTGACTGG

TGTGATAGAATAATG

G/A TATCGTGATACTCGGGCAGCTGCCGTGTCTGACTGCAATTTA

GACTGTCCTGCTGTGTCTTCAATTTTACAGTATGTTTCATGG

TCAAAATTGTTTTCTA

Ca_LG_1:33289544 GGCGGTGTTTGTTGATTTTGGAGCGCACTAGAAAAGAGGCAG

CACAGCTGTAACAGAGTAAAAAAAAAACAAAACAGTGACAGC

TGGTGTAAAGCACAGC

C/T TGTGTTTGAAAGAAAAAAAAATCACTGGAAAAACACACAGTG

AAGGCGGTGCTTTTGAGGCTAGCTGTAGTGTCGTGGCTGAT

TGCTAGAAAGGCAGCCG

Ca_LG_1:33289576 AAAGAGGCAGCACAGCTGTAACAGAGTAAAAAAAAAACAAAA

CAGTGACAGCTGGTGTAAAGCACAGCTGTGTTTGAAAGAAAA

AAAAATCACTGGAAAA

A/C ACACACAGTGAAGGCGGTGCTTTTGAGGCTAGCTGTAGTGT

CGTGGCTGATTGCTAGAAAGGCAGCCGGAGTTGTTGGTGAC

AGATGGCTGTATGAAGCC

Ca_LG_1:33417688 GGACTTGTCCCGCGAACACACGAACAATCTTGCTTGTAGAAT

TCCCTTTTCCTCTTCAAATTCTTACTTATGTAGGTTTCCCGGTA

ATAGGAATATCTGT

T/C GAAAACTCTTACCCATATCTTACCATTTTTTTGGAATTGTTCG

CTCATAGAACGATGGAAGTGTCCAATTATAGCCCAACATGTT

GCTTCAATGGCTCGA

Ca_LG_1:33417720 CTTGTAGAATTCCCTTTTCCTCTTCAAATTCTTACTTATGTAGG

TTTCCCGGTAATAGGAATATCTGTGAAAACTCTTACCCATATC

TTACCATTTTTTT

T/C GGAATTGTTCGCTCATAGAACGATGGAAGTGTCCAATTATAG

CCCAACATGTTGCTTCAATGGCTCGATATGAAAGCGATCAG

CTCTACAACTTTTAGTT

Ca_LG_1:33417729 TTCCCTTTTCCTCTTCAAATTCTTACTTATGTAGGTTTCCCGGT

AATAGGAATATCTGTGAAAACTCTTACCCATATCTTACCATTTT

TTTGGAATTGTT

T/C CGCTCATAGAACGATGGAAGTGTCCAATTATAGCCCAACAT

GTTGCTTCAATGGCTCGATATGAAAGCGATCAGCTCTACAAC

TTTTAGTTTCATATCTT

Ca_LG_1:33417739 CTCTTCAAATTCTTACTTATGTAGGTTTCCCGGTAATAGGAATA

TCTGTGAAAACTCTTACCCATATCTTACCATTTTTTTGGAATTG

TTCGCTCATAGA

A/C ACGATGGAAGTGTCCAATTATAGCCCAACATGTTGCTTCAAT

GGCTCGATATGAAAGCGATCAGCTCTACAACTTTTAGTTTCA

TATCTTCCAAAACCTA

Ca_LG_1:33417755 TTATGTAGGTTTCCCGGTAATAGGAATATCTGTGAAAACTCTT

ACCCATATCTTACCATTTTTTTGGAATTGTTCGCTCATAGAACG

ATGGAAGTGTCCA

A/G ATTATAGCCCAACATGTTGCTTCAATGGCTCGATATGAAAGC

GATCAGCTCTACAACTTTTAGTTTCATATCTTCCAAAACCTAG

TTTTGTTATGTCTAG

Ca_LG_1:33545581 CGCTATTGTGTAGCGGAATTCGAACAAATTACTATTGTTCTGC

TGCACGTATTTAGTAGTAAGTGTTATCAAATTGCGGCGCGGTA

GCACTGTAGCATAT

T/G CAGAATTTGAACAATCCACTATTTTCCATGATTTGCGATTTGC

AGCACTGTTGTCTGCCTTAACGTTTCCATCCCTGTAAATAAG

TTGCTGGATTGATTG
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Ca_LG_1:33749072 ATTTGGTAAGTATGTGTAATGTAATATATATTTAGCAGCAGCA

AGGAAGAATAATATGGCACTATTAGGTTCCACAGAATCCTCCT

CAGCTGTTGTTCCG

G/A AGCTGCGGTACGGAAGATCTTGCTCGAACCCAAACTCAACG

GTACATTTATTTTCTTTTTTTTATTTTTTATTTTTACCTCTCTCT

TTTATGGTGCTTAT

Ca_LG_1:33805261 GGAACCCCAACCTTGTGATTCTGAATCCGAACTTTCTTCCCTA

CCATTTTTACCATTGTTATTTCTAACTATGTGATCTCTTGTTGT

TCCAGCTGCTTCG

G/A ATCTGAGGTGTGTTTGATCTAGTTCTTTCATCAGATGAAGAA

TTCGATACTTGATCATCTACTTCTGCTGCTGTACCACTTGGA

CCTATCTCAAGAAATT

Ca_LG_1:33948838 ACCTACGGCCCCATTCTCGTCACTTCTGCAGCTCAAATGATGT

CTATAACCAATACACATGGGAACATTCAGATTCAAAACCCTAG

CTTTCGCTCCGCCG

G/T CCGGGAACCACCTTGCTCCGGCGACTCGCGGCGGTTTCTCT

CTTTAACGCTTTCTCGATGTTTGTCGTTTGATGCTGCTCAGA

GTTTTTGGAACCGCCGC

Ca_LG_1:34019029 ATATTTATTTAAGATAAACAAATGTGTAACACATTATCAATTAC

TTATTCCACGGCCACGAATAGGCATCCCTATTTGTTACCCTAA

TTGGTCCTTTTTC

C/G GCTGATAACCCAATTACATTCAGAACATGGATCTCTAAGACC

TACATATATGTCAAACCAGTGAAATTCTCCTTCCCACTTAAAG

GAACAATAGAATAGT

Ca_LG_1:34019037 TTAAGATAAACAAATGTGTAACACATTATCAATTACTTATTCCA

CGGCCACGAATAGGCATCCCTATTTGTTACCCTAATTGGTCCT

TTTTCGCTGATAA

A/T CCCAATTACATTCAGAACATGGATCTCTAAGACCTACATATA

TGTCAAACCAGTGAAATTCTCCTTCCCACTTAAAGGAACAAT

AGAATAGTGTTGTGCC

Ca_LG_1:34464880 GCGATTTCTTCATTTGGCTGGCCAAACATTGGAGGGCCTGGC

TGCAGGTTGTCCATGGCCTTGCATGCCAATTGTAGCTTCCTTG

TGGACCCAAAAGGCG

G/A AAACGTTGGAGTGATTTCCTTATTTTCTCAGCATCTAGAACT

GTCTTCCTTCACAACAGCGATGCAGTAGTTCAACTTGTTAAA

AGCTGCTTCACAGCTA

Ca_LG_1:34634667 GTCCTTTGATGGAGATTCAAGTGGAGTGCTATCCTTAGAGTC

CGCATTTTGGGTGGATATATAAAATAGCAACTCACCCAAAGCA

GCCATAGAAAACCTC

C/T CTCACTTTTTCATGTCTGTCTCTAAGGCCATCAGTCAGTGAA

CCTAGAATTCCAGAGTTAGCCAAACTGTCGTCAACAAAAGTA

GAGTGTCTAATCAACA

Ca_LG_1:34939157 TCTGAAGTGAATCTCCAGATACCAAAACCGGTTGCTCTATGTT

GGTTTTGGCTCCTCTTGTGTTCATCTGATGTCCAGGGTCATTT

TGATTTGTTCTACC

C/A ATCTGCTGCCTGAAGTATACGTGGGAAGGTAGTGGAAAAAT

GCTATTATGATTTATTCAGCAGTAAATAAAGCGGTTTAAATAG

AGAGATTACAATAAAG

Ca_LG_1:35091220 TAACATCTTATTCAATGTTTAATTAGTAATTTGAAGAAACACCT

GTTTAATTTAAATTATTCATGAGTGTAGATTGAGAGCAGCTGG

TAGATCAAATGCC

C/T GACGGTGTCAAGAAATCTCGTCCGCGTGAGCGAGTAGGGC

GTGGAATTCCAGTTCCAGATGCCAATGCTGAACTTCAAGCAA

ATATTGATGTATGTCTGA

Ca_LG_1:35156572 AAATCCTCCTATTGATCCTTCTTCCACAGTGATTAAAACCTCAT

GTGATTTGGCTAGGCTGCGGATGAGGGAACGATCCAATGGCT

TGCAGAAACGTGCG

G/A TCGGCCACTGTTACATGTAAGCCGTGATGCTCCAACAAGGA

AGCTGCAGCTAGACAGTTCTGAACAGCTGATCCATAGCCCA

AAAGGGCCACTCTTTCCC

Ca_LG_1:35157909 AGCCAGACCTGCAGCAAATGTAACAGCATGCTGTTCTGCTAT

CCCCACGTCAAAGCATCTTGCAGGGAAACGGCGGAGGAAGA

GATTCATGCCAGTTCCG

G/A CCTCCCATTGCAGCATGGATTCCAACAATGTTTTTGTCAGCT

TCTGCTTCTGCAATCAAAGCCTCAGCAAAGTATGTTGTGTAT

GACTGGGTGGGAGCCT

Ca_LG_1:35310394 GTCCATGGCAGCGATGGCTAAAATCCGCTATTTTTTTGTCTAC

ATGTCCGCCATAGCCAACATCATGTGTGAAATGGCCATTGAT

GAAATCCCGCCACCA

A/G ATATCCGCCGTGGCTTCCATTTGATAACACTGGCTGCAATTG

TGTGTAGGGATGAGAATAGGGTGCACCGAGCTAGACTATTG

CATAAATTGGTCTATTA
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Ca_LG_1:35325367 CTCTAAGTTTGCGTTGCTGCCTCCCTCCCTTACCTCTCTATCG

CTAACCTATATGTCAAGTTTGCACACGTTGGACTGCACGGAG

CTTCTCCACCTCACG

G/T TCCCTCCAACACTTAGCAATTTTTACTTGTTACAAGCTGGAG

AATATGGCAGGTGAAAGGCTGCCTGCTACTCTAACACAACTT

CAAATCATTGAGTGTC

Ca_LG_1:35327575 TTAGCTCTATCTTTCTGTAACATCGCTTTAATCTCATGTAAATC

TATATAATAATGTAGCAATTATTATGGTTCAGGCAAATTGCTAT

GGTTATGCTGCT

T/A TCACCTTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTCATC

CCACAATGCCCACAACATCACTTCACCTTCAAAAAACCTTGT

CCAAAACATGTCGTCT

Ca_LG_1:35327606 TCTCATGTAAATCTATATAATAATGTAGCAATTATTATGGTTCA

GGCAAATTGCTATGGTTATGCTGCTTCACCTTAGAAGTCCCAA

GTGCTGTGCTTTC

C/G AAAGATTCATCCCACAATGCCCACAACATCACTTCACCTTCA

AAAAACCTTGTCCAAAACATGTCGTCTGGAAGCATTGCAGTG

TCAAAATGATGTGCAG

Ca_LG_1:35327638 TATTATGGTTCAGGCAAATTGCTATGGTTATGCTGCTTCACCT

TAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTCATCCCACAAT

GCCCACAACATCAC

C/T TTCACCTTCAAAAAACCTTGTCCAAAACATGTCGTCTGGAAG

CATTGCAGTGTCAAAATGATGTGCAGTATTTCTACATTAGTT

GTTTGCTGCCTATGTT

Ca_LG_1:35327670 CTGCTTCACCTTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATT

CATCCCACAATGCCCACAACATCACTTCACCTTCAAAAAACCT

TGTCCAAAACATGT

T/A CGTCTGGAAGCATTGCAGTGTCAAAATGATGTGCAGTATTTC

TACATTAGTTGTTTGCTGCCTATGTTATGAATTCTGTTTTGGG

GTGATAGGCTCTTAT

Ca_LG_1:35327671 TGCTTCACCTTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTC

ATCCCACAATGCCCACAACATCACTTCACCTTCAAAAAACCTT

GTCCAAAACATGTC

C/G GTCTGGAAGCATTGCAGTGTCAAAATGATGTGCAGTATTTCT

ACATTAGTTGTTTGCTGCCTATGTTATGAATTCTGTTTTGGG

GTGATAGGCTCTTATG

Ca_LG_1:35327680 TTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTCATCCCACAA

TGCCCACAACATCACTTCACCTTCAAAAAACCTTGTCCAAAAC

ATGTCGTCTGGAAG

G/A CATTGCAGTGTCAAAATGATGTGCAGTATTTCTACATTAGTT

GTTTGCTGCCTATGTTATGAATTCTGTTTTGGGGTGATAGGC

TCTTATGCATGAGAAT

Ca_LG_1:35327688 CCCAAGTGCTGTGCTTTCAAAGATTCATCCCACAATGCCCACA

ACATCACTTCACCTTCAAAAAACCTTGTCCAAAACATGTCGTC

TGGAAGCATTGCAG

G/A TGTCAAAATGATGTGCAGTATTTCTACATTAGTTGTTTGCTGC

CTATGTTATGAATTCTGTTTTGGGGTGATAGGCTCTTATGCA

TGAGAATACTGAAGT

Ca_LG_1:35389631 ACAAGCTTTGAATGGCTTAGAGCCAACAAGGACTATTGCCAA

GAAGCACTACAGAGGTGTGAGGCGCCGTCCTTGGGGGAAAT

ACGCAGCCGAGATTCGT

T/C GACTCGGCTCGACATGGAACAAGAATATGGCTTGGAACATT

CCAAACAGCTGAAGAAGCTGCTTTGGCTTATGATAGAGCTG

CTTTTAAAATGAGAGGTT

Ca_LG_1:35590217 ATACCAAATGTTCTAAGGTTTTAGATTATATGTGAATCAAAATT

TCTTAGTGATCTTGAAGCATTTTGATAATTGCTGCTAACGCTG

TCCAAATTCTCCC

C/T GACAAATTTTAATTCCGAGGATACAAGTAAAAAATTGCTTATA

CAAAATTCACCAACATAGCAGCATAATTGACTTATATTTATCA

AAACAAACAGGTTA

Ca_LG_1:35590238 TAGATTATATGTGAATCAAAATTTCTTAGTGATCTTGAAGCATT

TTGATAATTGCTGCTAACGCTGTCCAAATTCTCCCGACAAATT

TTAATTCCGAGGA

A/G TACAAGTAAAAAATTGCTTATACAAAATTCACCAACATAGCA

GCATAATTGACTTATATTTATCAAAACAAACAGGTTATCCCAT

ATTTTTTTATTGGTA

Ca_LG_1:35855878 ATCTGTATGGTCCAAGCTTCGATTTCGAGATTGGAACAATCAT

TGAAAGTGGCTCAGCAGCAGCAGCCTCTGAAGAAGGCCTGC

AAAACATAGCATGCAG

G/A CAATGTACATCAGAATACATATGTGAATATGTGATACATTTTA

AACCAATGGAGCAAGGCCAACAAAAATAATAAACACATGAAA

AATATTCATTATCAA
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Ca_LG_1:36808803 ATTGGTTTTTGCAGCCTTAATGCTTTTTGCTGGTTGGTTTCATT

ATCCCAAAGCTGCTCCAAAATTGGCTTCGTTCCAAGATGTAGA

ATCCATGTTGAAC

C/T CACCATTTGGCAGGGCTACTAGGACTTGGGTCTCTTTCTTG

GGCGGGGAATCAAGTACATGTATCTTTACCAATTAACCAATT

TCTAAATGTTGGAGTAG

Ca_LG_1:36917177 ATCTCCAACAAGGCAATTTCCTTCAATCGTTCATTAGAGACAG

ATAAACCAGACACATCCGAGTTAGTGGCAACAATCTGTCGTT

GATCCTGCTCCTCGC

C/T GGATAACACCTGCAGACTGCAACATAACCAGTTAACCTCCA

GATTAAAATCATAACAGATCAGCAGCAGCAGCAGGGTTACTT

ACATTTTCAGCAGTCAC

Ca_LG_1:36917207 TCATTAGAGACAGATAAACCAGACACATCCGAGTTAGTGGCA

ACAATCTGTCGTTGATCCTGCTCCTCGCGGATAACACCTGCA

GACTGCAACATAACCA

A/C GTTAACCTCCAGATTAAAATCATAACAGATCAGCAGCAGCAG

CAGGGTTACTTACATTTTCAGCAGTCACTCTCTGTTCCTGCA

GTACATTTTCACTCCG

Ca_LG_1:36917221 TAAACCAGACACATCCGAGTTAGTGGCAACAATCTGTCGTTG

ATCCTGCTCCTCGCGGATAACACCTGCAGACTGCAACATAAC

CAGTTAACCTCCAGAT

T/A TAAAATCATAACAGATCAGCAGCAGCAGCAGGGTTACTTACA

TTTTCAGCAGTCACTCTCTGTTCCTGCAGTACATTTTCACTCC

GATGACTGATTTGTA

Ca_LG_1:37591211 AATCACAGGGGTTGTGCCTCAAAAAAGAATTGGTCTTTCCCTT

TAAGGATGTAGCTGCTATGTATTCCCGCTGCACTCCCATGAC

AACATTGCTGGTAAG

G/A GGTCTGCAAATTGTGACATGATGGTTAGTGTGGGCTGTGCG

GTGGTTGTGTGGGTGTTGGTGGATCAATAATTGATCGAGCC

CAGTTACTCATGTGAGAC

Ca_LG_1:37591244 TCTTTCCCTTTAAGGATGTAGCTGCTATGTATTCCCGCTGCAC

TCCCATGACAACATTGCTGGTAAGGGTCTGCAAATTGTGACAT

GATGGTTAGTGTGG

G/T GCTGTGCGGTGGTTGTGTGGGTGTTGGTGGATCAATAATTG

ATCGAGCCCAGTTACTCATGTGAGACATACTCATTGTTGTGC

TGAACCTTTTTGCTCTG

Ca_LG_1:37591259 ATGTAGCTGCTATGTATTCCCGCTGCACTCCCATGACAACATT

GCTGGTAAGGGTCTGCAAATTGTGACATGATGGTTAGTGTGG

GCTGTGCGGTGGTTG

G/C TGTGGGTGTTGGTGGATCAATAATTGATCGAGCCCAGTTACT

CATGTGAGACATACTCATTGTTGTGCTGAACCTTTTTGCTCT

GCCAGTAACGTCACAC

Ca_LG_1:37735245 TGATGGACATGCTCACCGATCTTAGAATTGGAAAAGTATGTGA

TGGTGTGGAGTCTTTCCCCAATAAGGATTTTGCGTTGCTGCCT

CCCTCCCTTACCTC

C/A TCTATCGCTAAGCAATATGCCAAGTTTGCACACGTTGGACTG

CACGGAGCTTCTCCACCTCACGTCCCTCCAACAATTAGAAAT

TGACAGTTGTTCAAAT

Ca_LG_1:38253475 GTGAGGGCTTTTGCAGCCACAAAAGACAGCAGTTTGTGAGGG

CTTTTGCAGCCACAAACGTCTGCCTTTGTGAGGGCTTAGGCC

GCCACAAAGGAGAGAC

C/G TGATTCTGAAATCAACGTTTGTGAGGGCCCAGGCCGCCACA

AACTCTCTCCTTTGTGACGGCTTAGGCCGCCACAAATGACAT

CCCGTTTAAAGTATTTT

Ca_LG_1:38256174 CGTGCGCGTTCCTTTGTGGCGGCCTTTGCAGCCACAAATGCC

ACGTGCGCGTTCCTTTGTGGCGGCCTTTGCAGCCACAAATGT

CCACTTGTCCCGTCCG

G/T CCTTTGTGACGGATTTGGCCCTCACAAAATTGATTATTTGTG

GCTGTAAAAGCCCTCACAAAATCCTTAAATATTTAACTGGATT

TTGTGGCTGCCCAAG

Ca_LG_1:38409310 CGTTGATAGCGGGGGATAAGTTAAGGTCAAGCGGATAAGATT

CATCGGCGGCGGCGTCACGGTCGCGGCTGGAGGATTCAACG

GTGCTGCTTTGGCTAGT

T/G ACTTTGGATCTTTATATTTTCGGAAGGGTAAGGGAAGTTAGT

TTTAGCCTTAGAACCACGGAAATCACGTGCGGCGGTGTCGT

AGGCTCGTGCAGCCTCT

Ca_LG_1:38494973 TTCGGGAGAAGAGTATTTGCGTGACAAGGCAATGACTTTATAT

TAACACATTTGTAGATATCCATTGATCTCAAGTTGGGCGCAGA

CAATCCATCTCTTC

C/G CAAATGAAACAAATTTGGGGCAGTCGTAAATGTCAAAACTGT

TGAGATTTTGAAGAATCTTCGAAGCGGATATACATTCTAGAT

TTTCACAGTGCCAGAT
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Ca_LG_1:38525016 GCACAAGAACATTGTGAAACTATGGTGTTGTTGTACCACTAGG

GATTGCAAGCTATTGGTTTATGAGTATATGCCAAATGGTAGTC

TTGGTGATTTGCTG

G/T CATAGCAATAAAGGAGGGTTGTTGGATTGGCCAACAAGGTA

TAAGATAGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCA

TCATGACTGTGTCCCTC

Ca_LG_1:38525022 GAACATTGTGAAACTATGGTGTTGTTGTACCACTAGGGATTGC

AAGCTATTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTG

ATTTGCTGCATAGC

C/T AATAAAGGAGGGTTGTTGGATTGGCCAACAAGGTATAAGAT

AGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCATCATGA

CTGTGTCCCTCCTATTG

Ca_LG_1:38525024 ACATTGTGAAACTATGGTGTTGTTGTACCACTAGGGATTGCAA

GCTATTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTGAT

TTGCTGCATAGCAA

A/C TAAAGGAGGGTTGTTGGATTGGCCAACAAGGTATAAGATAG

CTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCATCATGACT

GTGTCCCTCCTATTGTT

Ca_LG_1:38525055 TAGGGATTGCAAGCTATTGGTTTATGAGTATATGCCAAATGGT

AGTCTTGGTGATTTGCTGCATAGCAATAAAGGAGGGTTGTTG

GATTGGCCAACAAGG

G/A TATAAGATAGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTG

CATCATGACTGTGTCCCTCCTATTGTTCATAGAGATGTGAAA

TCTAATAACATCTTGT

Ca_LG_1:38525058 GGATTGCAAGCTATTGGTTTATGAGTATATGCCAAATGGTAGT

CTTGGTGATTTGCTGCATAGCAATAAAGGAGGGTTGTTGGATT

GGCCAACAAGGTAT

T/C AAGATAGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCAT

CATGACTGTGTCCCTCCTATTGTTCATAGAGATGTGAAATCT

AATAACATCTTGTTGG

Ca_LG_1:38525068 CTATTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTGATT

TGCTGCATAGCAATAAAGGAGGGTTGTTGGATTGGCCAACAA

GGTATAAGATAGCTC

C/G TTGATGCTGCAGAAGGGCTCTCTTATCTGCATCATGACTGTG

TCCCTCCTATTGTTCATAGAGATGTGAAATCTAATAACATCTT

GTTGGACGAGGACTT

Ca_LG_1:38564469 TCTCTCCTTCAACCACAAGAGCCAAACCCACCTGTATTATTCG

GAAATCTCTTGGAGAATATTAGTGTGTAGTGTCAGAATTCAAT

CTAATATAATTGTA

A/T ATGTCACACAAGTTAGCTCAGCTGGCAGCTGCTAATACAGTT

GCAATGGACAATGATAGTTAGTATCTAAAAGCTTCTAATAAC

AGCTGCGTCAGTAGTA

Ca_LG_1:38564525 GAATATTAGTGTGTAGTGTCAGAATTCAATCTAATATAATTGTA

ATGTCACACAAGTTAGCTCAGCTGGCAGCTGCTAATACAGTT

GCAATGGACAATGA

A/G TAGTTAGTATCTAAAAGCTTCTAATAACAGCTGCGTCAGTAG

TAGGAGAGTTGGTTAGAATAACAGTTGTAGAATGTTTAGCAT

GTGTTTGTATAAAAAA

Ca_LG_1:38879515 GGTGCAGAAATTGCTGGCCTGGGTGTAGAGTTTGCTAGCCTA

GGTGCAACAGTTGTTGGACTAGGTGCAGAAGTTGCTGGATTG

GGTGCAGTGGTTGCTA

A/G GACTGGGTTCTGCACCTGGGGCAGGAAAAAACATGACAGAG

CTGGACTCTAAATTAGGAGTGGAAGATGTTGGAATTGTTGAA

TTAAAAATGTAGCATGT

Ca_LG_1:38879532 CCTGGGTGTAGAGTTTGCTAGCCTAGGTGCAACAGTTGTTGG

ACTAGGTGCAGAAGTTGCTGGATTGGGTGCAGTGGTTGCTAG

ACTGGGTTCTGCACCT

T/A GGGGCAGGAAAAAACATGACAGAGCTGGACTCTAAATTAGG

AGTGGAAGATGTTGGAATTGTTGAATTAAAAATGTAGCATGT

GCCAGCAGTGTGATGAG

Ca_LG_1:38879544 GTTTGCTAGCCTAGGTGCAACAGTTGTTGGACTAGGTGCAGA

AGTTGCTGGATTGGGTGCAGTGGTTGCTAGACTGGGTTCTGC

ACCTGGGGCAGGAAAA

A/T AACATGACAGAGCTGGACTCTAAATTAGGAGTGGAAGATGT

TGGAATTGTTGAATTAAAAATGTAGCATGTGCCAGCAGTGTG

ATGAGGAATAATGCTAA

Ca_LG_1:38879546 TTGCTAGCCTAGGTGCAACAGTTGTTGGACTAGGTGCAGAAG

TTGCTGGATTGGGTGCAGTGGTTGCTAGACTGGGTTCTGCAC

CTGGGGCAGGAAAAAA

A/G CATGACAGAGCTGGACTCTAAATTAGGAGTGGAAGATGTTG

GAATTGTTGAATTAAAAATGTAGCATGTGCCAGCAGTGTGAT

GAGGAATAATGCTAATG
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Ca_LG_1:38925020 ATATTCTCCAGCTTGTAACAATTAAAAATTTCTAATTTTTGGAG

GGACGTGAGGTGGAAAAGCTCCGTGCAGTCCAACGTGTGCA

AGCTTGACATATTGC

C/T GTAGCGTTAGAGAGGTAAGGGAGGGAGGCAGCAACGCAAA

ACCCTTATTGGGGAAGGACTCCACACCATCACAACTACCAAT

TGTAAGATGGGTGAGCAT

Ca_LG_1:39657941 TGTCTCAGTAGTCTTTCATTCTTAAACTCTAAGTTCACAACACT

ACATTGATCATCATCAACTCCAAACACTACACTGATGCGTCTA

CTGCATCTTGATT

T/G CTCCACAATGACGGAATCACAATCACCGTTAGTTTATTATCT

TCCATTTAATCATCTTTCTAATTTACCAAATTCATTTTCGGATC

TCTAATTTCTTTGC

Ca_LG_1:39657948 GTAGTCTTTCATTCTTAAACTCTAAGTTCACAACACTACATTGA

TCATCATCAACTCCAAACACTACACTGATGCGTCTACTGCATC

TTGATTCTCCACA

A/G ATGACGGAATCACAATCACCGTTAGTTTATTATCTTCCATTTA

ATCATCTTTCTAATTTACCAAATTCATTTTCGGATCTCTAATTT

CTTTGCTTTTTTT

Ca_LG_1:39657960 TCTTAAACTCTAAGTTCACAACACTACATTGATCATCATCAACT

CCAAACACTACACTGATGCGTCTACTGCATCTTGATTCTCCAC

AATGACGGAATCA

A/G CAATCACCGTTAGTTTATTATCTTCCATTTAATCATCTTTCTAA

TTTACCAAATTCATTTTCGGATCTCTAATTTCTTTGCTTTTTTT

TTTGTAGGCGGA

Ca_LG_1:39658091 ATCATCTTTCTAATTTACCAAATTCATTTTCGGATCTCTAATTTC

TTTGCTTTTTTTTTTGTAGGCGGAGAAGATTAACACTATCTTGA

AGGCTGCTGGG

G/C GTCACTGTCGAATCATACTGGCCAAGCTTATTCGCCAAACTT

GCTCAGAATAAGAGCATTGACGATCTCGTTTTGAACGATGG

CGCTGCCGGTGGTGCCG

Ca_LG_1:39658193 CACTGTCGAATCATACTGGCCAAGCTTATTCGCCAAACTTGCT

CAGAATAAGAGCATTGACGATCTCGTTTTGAACGATGGCGCT

GCCGGTGGTGCCGCT

T/C GTTGCCGTATCTGCTCCTGCCGCTGCTGCTGGTGGTGGAGC

CGCTGCAGCTGCCGCACCTGCTGTCGAGGCCAAGAAGGTA

CTGTTAGTAGGACCATTTA

Ca_LG_1:39658203 TCATACTGGCCAAGCTTATTCGCCAAACTTGCTCAGAATAAGA

GCATTGACGATCTCGTTTTGAACGATGGCGCTGCCGGTGGTG

CCGCTGTTGCCGTAT

T/G CTGCTCCTGCCGCTGCTGCTGGTGGTGGAGCCGCTGCAGC

TGCCGCACCTGCTGTCGAGGCCAAGAAGGTACTGTTAGTAG

GACCATTTAGACTTAAATA

Ca_LG_1:39658218 TTATTCGCCAAACTTGCTCAGAATAAGAGCATTGACGATCTCG

TTTTGAACGATGGCGCTGCCGGTGGTGCCGCTGTTGCCGTAT

CTGCTCCTGCCGCTG

G/T CTGCTGGTGGTGGAGCCGCTGCAGCTGCCGCACCTGCTGT

CGAGGCCAAGAAGGTACTGTTAGTAGGACCATTTAGACTTA

AATATCATATCTTGCATCA

Ca_LG_1:39690391 TACTACGCAACAGAATAATATTTATAAGCTACATACATGCTTTA

TTATATCTTCATGCAGAGTTTTGGCTTTCTGCTCAAGCTCCAG

CTGCGAAACCCAG

G/A GTGGTTATCATTTGGTCACATTTTTCTACAAATCCAATCAAAT

ATTGTTTAACAAATAAAATTCTTACTCATAAGGAACACCCATA

AAATCAGCGTCGTC

Ca_LG_2:541984 GGAATATTCTTGCTGCTATTTTACTATTAATATTTTCATAATCA

GTTTCGTTTTTATTTCCCATATACTTGCTCTGGAAACCATGGAA

AGAAAGTCATTA

A/T AAGTTAATATATGTAGAGCTGCCGAATTAGAATGCACAAAAG

AGACAAAGAAATGAAAAAAATTGATGGAAAAATCGAACAAGT

TGTGTAAAAACAACCA

Ca_LG_2:541995 GCTGCTATTTTACTATTAATATTTTCATAATCAGTTTCGTTTTTA

TTTCCCATATACTTGCTCTGGAAACCATGGAAAGAAAGTCATT

AAAGTTAATATA

A/G TGTAGAGCTGCCGAATTAGAATGCACAAAAGAGACAAAGAA

ATGAAAAAAATTGATGGAAAAATCGAACAAGTTGTGTAAAAA

CAACCAATTTAGCAAAA

Ca_LG_2:547943 TGGCTATTTTGATGAGGTGTAATTTCAGTAATAGTCAAAGCTC

AATTAAATCAGTGGAGGTGAATCATGTTGCTTCCTTTCACCTC

AATTTGAAAGTTAG

G/C AATAAATATTAGGCAGCAATTTTACTGCTAAAAAAATTTACCT

TAACTCCGCAATTATACCTTTACCTCACGGAACTTTCAATTTT

GTCATTCCTAGTAA
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Ca_LG_2:674698 AGATTGAACTAGCTGAAGACTTTAACACATTACATTCATATCTT

GAACTTTCCTTTGATAATCTCTTACTGCATTAGCAGCAGCACC

ACCTGCAAGGACG

G/T GCCTCTTCTAGCTCCCTTACAGTTTGGGTGAGCTTTTCAACC

TCTGCCACCTTTTGTCTATGCATTTTGTCCAAAATTTTATTTT

CCTCCTGAGAGAAAT

Ca_LG_2:674700 ATTGAACTAGCTGAAGACTTTAACACATTACATTCATATCTTGA

ACTTTCCTTTGATAATCTCTTACTGCATTAGCAGCAGCACCAC

CTGCAAGGACGGC

C/T CTCTTCTAGCTCCCTTACAGTTTGGGTGAGCTTTTCAACCTC

TGCCACCTTTTGTCTATGCATTTTGTCCAAAATTTTATTTTCC

TCCTGAGAGAAATGG

Ca_LG_2:674716 ACTTTAACACATTACATTCATATCTTGAACTTTCCTTTGATAAT

CTCTTACTGCATTAGCAGCAGCACCACCTGCAAGGACGGCCT

CTTCTAGCTCCCTT

T/C ACAGTTTGGGTGAGCTTTTCAACCTCTGCCACCTTTTGTCTA

TGCATTTTGTCCAAAATTTTATTTTCCTCCTGAGAGAAATGGT

GATGAAACAAGAAGT

Ca_LG_2:733624 TGGCCCATGAGTTGTTGGAAGAAGGGATTTAATCCCTAAATCT

CTATATATAAACAGATACTGCTGCAGCAGCAACATAAGCAGA

GAGATCATTGCAACA

A/C TAGAAGAAGAAAATTGGGTTCCGGCGGTGGATGATTGGTCA

GTAATCTTGTTAATTTTCATATGCTGTTCTTATCGCGACTTTG

ATTATTGATATATTTT

Ca_LG_2:733683 ACTGCTGCAGCAGCAACATAAGCAGAGAGATCATTGCAACAT

AGAAGAAGAAAATTGGGTTCCGGCGGTGGATGATTGGTCAGT

AATCTTGTTAATTTTC

C/A ATATGCTGTTCTTATCGCGACTTTGATTATTGATATATTTTATT

AGTAATTTTGTATTCTCTTTTGAATCGTGATTCAAAGAGAATA

CAAAACTACGATA

Ca_LG_2:765882 AACCAAAATCTGAAAGCTTAGCATTGTAATCCTGAAAAAAATA

AAATGAGTGTGTTCATGTCACTTTATGCTGCCTCTATTTGATC

AACATATATTAATT

T/C GAGTGCATAATGAATGTGTACTTACAGCATCTAATAGAATGT

TTGAGGCTTTAATATCTCTATAGATAACTGGTTTCTCTTCTTC

ATGAAGAAAAGCTAG

Ca_LG_2:765883 ACCAAAATCTGAAAGCTTAGCATTGTAATCCTGAAAAAAATAA

AATGAGTGTGTTCATGTCACTTTATGCTGCCTCTATTTGATCA

ACATATATTAATTG

G/T AGTGCATAATGAATGTGTACTTACAGCATCTAATAGAATGTT

TGAGGCTTTAATATCTCTATAGATAACTGGTTTCTCTTCTTCA

TGAAGAAAAGCTAGT

Ca_LG_2:765989 TAATGAATGTGTACTTACAGCATCTAATAGAATGTTTGAGGCT

TTAATATCTCTATAGATAACTGGTTTCTCTTCTTCATGAAGAAA

AGCTAGTCCTTTA

A/T GCAGCTCCAATTGCAATTTTGATTCTTGTTAACCAAGGCAAG

GTTGCTAAATAAGCTGCATTTTCACAACCATTTTGTAAGAAAA

TATTGAAACAACATT

Ca_LG_2:813151 CGGCTATGGCTGCAGCACAAGGATTGAGCAACTGCTCAGCCC

ACCTACCATCCTTGTTATTTCCACTGTTACAGTTACTTCCATTG

GCCTTAGCTGCACC

C/T CTTCTTGTTTCCACCTGGTTTTCTAACCACTGTCCCTTCAAGA

GCTGCATCTCCATTATCAGCTTCATTCATCGAACGACTCTTG

ATTCTCTTGTTCTTT

Ca_LG_2:874868 AGACCAAGACCATTGAGAGCTGGAAATTGTGCAACAAATGCT

GGTGTCACTGCTGCATTTATGATGTTTGTTGTGTTTCCTGCTT

CAATTAGGCCTGAGA

A/T ATGCAAAGTCATCTGATGTTACTGTTGTTGCTGCTTTGCAAG

GGTATCCTGCTGGTGTGTCTGAGGCTTTTATGTCTGCTACAC

AGAAATCTTGGACTGA

Ca_LG_2:875871 GATTTTAAATTAAAGTCATAATCGCATTATAATTATAATTCTTG

ATAGGTCAATGCAGCTGCAAGACACAAAAATACCGGGATTAA

GATTTTAAATTGCG

G/A GTCACAGTCAAATTCTAATTCTTGATAGGGGGTGCAGCTGCA

AGACATAAAAACTATTGATAACACAATCCAACGGATGAGGAC

CTGTTCTCAATATCCT

Ca_LG_2:875878 AATTAAAGTCATAATCGCATTATAATTATAATTCTTGATAGGTC

AATGCAGCTGCAAGACACAAAAATACCGGGATTAAGATTTTAA

ATTGCGGTCACAG

G/A TCAAATTCTAATTCTTGATAGGGGGTGCAGCTGCAAGACATA

AAAACTATTGATAACACAATCCAACGGATGAGGACCTGTTCT

CAATATCCTGACCAAA
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Ca_LG_2:1099766 CTCATCCCCCTTAAACTTGGGAGGATTGTAACGACGGAAGTC

TTCTAATCCTCTTGACTCTGCAGCACGGATCTCTCTTCCCCTC

TTTTCAAGATCGCGT

T/C TGAGTCTTGGCAGCAGTCTGTGCAGCAACAAAAGCAGCCAT

GTTATTCATAGCCTCCGCCATTTGATCATCCCTATTAGCATT

GGCTCTCGGAGCGTCAT

Ca_LG_2:1476711 CGAAGGAGTTCAGCTACTGATATCTCTTCTCGGTCTTTCGTCA

GAACAGCAGCAAGAATGTGCAGTTGCCTTGCTTTGCCTTTTAT

CTAATGAAAATGAC

C/T GAAAGTAAATGGGCAATTACTGCTGCTGGTGGTATACCTCC

ACTTGTTCAAATTTTGGAGACAGGATCTGCAAAAGCAAAGGA

AGATTCTGCAAGAATCC

Ca_LG_2:1480091 TCTTACGAAGTATCTTTCCCTCGGTCCACAAGATGCAACCGAA

GAAGCTGCTACAGATCTGCTAGGAATTCTGTTTAGTAGTGCTG

ATATACGAAAACAC

C/T GACTCTGCATTTGGTGCTGTTACTCAGCTTGTAGCTGTCCTA

CGTTTAGGAGGAAGAGGGGCAAGATATAGTGCTGCAAAAGC

ATTGGAAAGTTTATTTT

Ca_LG_2:1480391 TGCTGCATTGGTTGGTTTACTGAGTGAAAATCCGTCAAGAGC

ACTTGCTGTTGCAGATGTTGAGATGAATGCAGTGGATGTTCTT

TGTAGGATCCTTTCG

G/T TCGAATTGTTCAATGGACCTCAAAGCGGATGCTGCTGAATTA

TGCTGTGCTCTTTTTGGAAATACAAGGATTCGGTCCACGATG

GCTGCTGAACGATGTG

Ca_LG_2:1480418 AAATCCGTCAAGAGCACTTGCTGTTGCAGATGTTGAGATGAAT

GCAGTGGATGTTCTTTGTAGGATCCTTTCGTCGAATTGTTCAA

TGGACCTCAAAGCG

G/A GATGCTGCTGAATTATGCTGTGCTCTTTTTGGAAATACAAGG

ATTCGGTCCACGATGGCTGCTGAACGATGTGTTGAACCATT

AGTCTCTCTCCTTGCAA

Ca_LG_2:1480472 TCTTTGTAGGATCCTTTCGTCGAATTGTTCAATGGACCTCAAA

GCGGATGCTGCTGAATTATGCTGTGCTCTTTTTGGAAATACAA

GGATTCGGTCCACG

G/A ATGGCTGCTGAACGATGTGTTGAACCATTAGTCTCTCTCCTT

GCAACTGAGTTTAGTTCCGCTCATCATTCGGTTGTCCGGGC

ATTGGATAGGCTTGTTG

Ca_LG_2:1577314 CTATCCTCTATTGCTCTGTTATTTGCTAAACGTTCACTAATGAT

TTGTTCATTATTCTCCACAGTCTACACTGAGGTATAAATAGTA

GAACAATGCAAAA

A/C ATATAGTTGTTTGATTAGTACGGAAAGCAGCATCAAGCAAAG

TCATAAATTAATAGCTGAATTCTGATGATAATCACCATCAGAT

TGTAGCATATCAACA

Ca_LG_2:1577335 TTTGCTAAACGTTCACTAATGATTTGTTCATTATTCTCCACAGT

CTACACTGAGGTATAAATAGTAGAACAATGCAAAAATATAGTT

GTTTGATTAGTAC

C/T GGAAAGCAGCATCAAGCAAAGTCATAAATTAATAGCTGAATT

CTGATGATAATCACCATCAGATTGTAGCATATCAACAGTTTG

GTTATAAAAGTCTCTA

Ca_LG_2:2090337 TTAGTGCTGTCAAACACAGATCACGGGAAATGACATTTGTTCA

AATTCTGCTACACTACAATGCTATAGCTGCTATTTGACTACAC

TTTGTACTAAATCG

G/A GGCATCGTGCAACAATAGTGGTTTGTCAATATTCCACTTCGC

AGCAAAAATTAATCAAACCCCCTGCTTAACGAAAGATATATG

AGCATGTTCTGAAGCA

Ca_LG_2:2148375 AGATGAGGTGGTGTCGAGCAACCCATGGCCTTGCAAAGTTTG

TTGGGGAAGTGTAAACAATTAGTGGATGGGTTACTACTATCCA

CAAAGATGTTTTTGT

T/C TGGCTGATGATAATGATAAAGAGTTAGGACAACAGCTAAAAG

ATGAATTGAATAGGGAATTGCAAGAGCATTTGGAATGCTACA

CTGCAAGGGCTACCTC

Ca_LG_2:2285962 TTATAACATACTGAAGAATATTTAGATGATACTTAAAGATAGAA

TGCCCAACCTCCGTATCTAGCATTAAGAACAAAGGGCTGTAAT

GTTCTGGCAGCTA

A/G CAACGGTAAAATTCCTAGAATTTGTCATCTGGCACAAATCCC

CTTTGCAGCATTTCATCATGGACACGGAATGCCTCTTTTAGG

TTGTCGTTCGAGACAT

Ca_LG_2:2285980 TATTTAGATGATACTTAAAGATAGAATGCCCAACCTCCGTATC

TAGCATTAAGAACAAAGGGCTGTAATGTTCTGGCAGCTACAA

CGGTAAAATTCCTAG

G/A AATTTGTCATCTGGCACAAATCCCCTTTGCAGCATTTCATCA

TGGACACGGAATGCCTCTTTTAGGTTGTCGTTCGAGACATAC

CCATTTATTAGTAATG
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Ca_LG_2:2727162 GGTAATCCACCGTTGGTCATAGCACATGGTGGTTTTTCGGGG

ATATTTCCCGATTCAAGTGGTGCTGCTTATAGTTTGGCCTTAC

AAACGAGCTTACCGG

G/A ATGTTGCTCTATGGTGTGATGTGCAATTGACAAAAGATGCAG

CTGGGATTTGCCTTCCAAATGTCAACCTTTTAAATTCTACTTA

CGTTTCAATTGCTAT

Ca_LG_2:2727167 TCCACCGTTGGTCATAGCACATGGTGGTTTTTCGGGGATATTT

CCCGATTCAAGTGGTGCTGCTTATAGTTTGGCCTTACAAACGA

GCTTACCGGATGTT

T/C GCTCTATGGTGTGATGTGCAATTGACAAAAGATGCAGCTGG

GATTTGCCTTCCAAATGTCAACCTTTTAAATTCTACTTACGTT

TCAATTGCTATCCCAA

Ca_LG_2:2730020 GACCTATAAATGCTCTGTTTCAAATTTAATTTTCTCTTATTTTCC

ATTTAATAATATTATGTTGTGTTCTTCTCTTATCAGAATGCAGC

CTATCTTGCAG

G/A AAAACCAAGGATTTAGTGTGACCGATAAGGTCATTGATGCTT

TGCGCAAAGCAGGTTATGATAAACCAGGGAGCCAAAAGGTT

TATATTCAATCCACTAA

Ca_LG_2:2730134 AGTGTGACCGATAAGGTCATTGATGCTTTGCGCAAAGCAGGT

TATGATAAACCAGGGAGCCAAAAGGTTTATATTCAATCCACTA

ATAGCTCTGTACTTC

C/T TGAAATTCAAGGAGAAAACCAATTACGAGCTTGTCTACAAGA

TTGACGAGACTGTCAGTGATGCTGCCAACGCAGCTGTTGAG

GATATAAAAACGTTTGC

Ca_LG_2:2730179 GATAAACCAGGGAGCCAAAAGGTTTATATTCAATCCACTAATA

GCTCTGTACTTCTGAAATTCAAGGAGAAAACCAATTACGAGCT

TGTCTACAAGATTG

G/T ACGAGACTGTCAGTGATGCTGCCAACGCAGCTGTTGAGGAT

ATAAAAACGTTTGCGGGTTCTGTGGTTATCAACAAGGACTCG

GTATTTCCTCAGAATAG

Ca_LG_2:2730193 CCAAAAGGTTTATATTCAATCCACTAATAGCTCTGTACTTCTGA

AATTCAAGGAGAAAACCAATTACGAGCTTGTCTACAAGATTGA

CGAGACTGTCAGT

T/C GATGCTGCCAACGCAGCTGTTGAGGATATAAAAACGTTTGC

GGGTTCTGTGGTTATCAACAAGGACTCGGTATTTCCTCAGAA

TAGTGGCTTCATAACGG

Ca_LG_2:2830949 ATCATGGTTGGTTAAGAACCAAACGAATCGCTCTTCCTCTGTC

AGACAAACGAAACGCTTCCGACAAACGAATCACGAATCACTC

CTGTGCTCGCTGCGG

G/A GCCCGCGGCCGCCTCTGCCTCCGTGGCCGTTCGTCGCTCT

CGCCTCTCTGTTCGCCGCAACTCTCCAGATCGCGTTGCTGC

TTTGTTCAAAAGGTTCGAA

Ca_LG_2:2989538 GCAATGATCGGTCCTATGTATATGGTTGAATGGAAGTCGAGT

CATGTGTAACTAGCTCCTAATGTTTTCTCAAGTATATGAGCTG

TTAAGCATAATTAAC

C/T TCTTCTTGGATTCAGCTTTTGTTATGTAAAAGTGAGCAGCAG

TGGGGGAGAGTAAAATAACAGACTATTTTTTGTATGTATTTAT

ATATGAATGTCGTGG

Ca_LG_2:3001274 AGCAGCAGAGGCTAGTATACTTCATCAGATTAGAGTCTTATCC

GAAAGTACTAGTGCTGCTCGCACCTCAACATCTGAATCTGGT

GCTAGAATTACAATA

A/C TCGAAGGAGGAATTTGATTCCTTAAGCCGCAAGGTTGAGGA

ATCCGATAAACTAGCAAGCATCAAAGTAGCTGCTTCCACAGC

ACAGGTTGAAGCTGTGA

Ca_LG_2:3001822 GTATTAGTGCCATCTTTCATAAGAAAAAGAGGCTGCATGTTGA

GAAAGGATATCCTTCTTACCTTCCAGGTGAAAATCCTTTGTGA

AATTTTGTTTTAGC

C/T TTTTGTGCAGCTCTTGCATGTGAGAGATTAAACATATTGGTT

TATGTGAAAGTTGAGGCCTATGTGATCAGATTTTTGTCATAA

TCATAGCTTGAGAGAA

Ca_LG_2:3081515 TGGATGAATCTTTTAGGTGTTTACCCTCTTGATAAAAGTCAGT

GTTGTTAAATGGTGGTCATGGCGGTTCTATAGGCTGCAATGG

CATGTTTATACGGCG

G/A GATTTTTGTCCTTCCGCCACCGGCAACACTGATCAAAGATTA

CTTATTTTGTTCATTATTGTAATCTGTTGTGTAACCCGCTTGA

GCTGCCACTGTGTCA

Ca_LG_2:3134304 GGCCTCCTACACAATCAAGTAGGAGAGCTGCTGTTGAAAAAA

GGAGAAAGAGAAATGAGGAAAAGCAGGCGCCCCAAGATGAG

TAGCCTCAGCAAAATCC

C/T TATGTTTGATGCAGAACATGATGAGCAGCCCCATGATGAGC

AGCCCCAGCAAGATCATGTGTTTGATGATGAACATGATCAG

CAGCAGCAACAGTTTGAT
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Ca_LG_2:3153069 ATAACAATAAAATAAAAACCCTAATCAATCAATGGTTTGCATGA

TATCTTCAGGAGCAAACTTAGTACCCTTTTCCTTATCAGCAGC

AGCACGACCCTTC

C/T GCCTTGCGGTCAAGCAACGACTTACGATCCTTATCCAAACG

GAGTTTAGTGATAACAACTTTGGAAGGGTTGACTCCAACGTT

GACTGTTGAACCGTTAA

Ca_LG_2:3153078 AAATAAAAACCCTAATCAATCAATGGTTTGCATGATATCTTCA

GGAGCAAACTTAGTACCCTTTTCCTTATCAGCAGCAGCACGA

CCCTTCGCCTTGCGG

G/A TCAAGCAACGACTTACGATCCTTATCCAAACGGAGTTTAGTG

ATAACAACTTTGGAAGGGTTGACTCCAACGTTGACTGTTGAA

CCGTTAACTTTTTCTC

Ca_LG_2:3158445 CCATTTTCCCCCTAATAATTATCAAATTTTTGTAAGCAGCTTAT

ATTTATTCAATTTACCAATAACTATGACCATCAATTATAATGAA

GCTTCTAAAGCA

A/G CGGACAATCTCTCTTATTGCTTAATGGCTAGCTGCATTCAAT

TTGAAAGACCACGTCCACCTAAAGCATGCTGGTACTTTCGTA

CAATATATGAATATCA

Ca_LG_2:3158619 TACTTTCGTACAATATATGAATATCATGTCACCACACACTACTG

ATCCCGTGCCAAGTGTCAAATTCATTGTAATGCAGCTTAAACT

CAAATTTTTCTCA

A/G TGTCTAGCTACCCCGTGAATCAGTAGTAGTGATGTAGTTCCG

CTGCATAGTGAAGCACAACTTACCCCAAAATGATAAAATAGA

ATGACATAGGCCAAGT

Ca_LG_2:3158634 TATGAATATCATGTCACCACACACTACTGATCCCGTGCCAAGT

GTCAAATTCATTGTAATGCAGCTTAAACTCAAATTTTTCTCATG

TCTAGCTACCCCG

G/A TGAATCAGTAGTAGTGATGTAGTTCCGCTGCATAGTGAAGCA

CAACTTACCCCAAAATGATAAAATAGAATGACATAGGCCAAG

TTTTGGTTAACTTTTG

Ca_LG_2:4140265 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNATACAACCTAATCATCACCGCAATATATTTCACAACAAT

AACAACAACAACAAAA

A/G TTACAAGTACTATTCATTGAATTTCATATTGAAGAATGAAATC

CATTAACATATAAACATTATTTGAAACCAGAATAAATGGCGA

CATCAAAAACCATCT

Ca_LG_2:4658907 AGAGGTTGCATATTTTTATTAGTGGAGTCTGAAGATACTCCAT

TTGTAATTGCTGCTTTTGTATAGTTAAAATCTTTTTCATCAGTT

TTGGGTTGGTTTG

G/A GAGAAGGAACAGGTTTTGTTTGTGGCCTTGGATTCTGACTAA

CAACTCCTGACTGCTGCTTACCATTGTTGGTGATAGGAGGAT

CACCAGTTTCCTCTGG

Ca_LG_2:4705113 TGATAAAATTTTAGTATGAACTTATAAATTGTTTAGAAAGACAT

ACATTACAGTCAAATGCAAATCTCCTTGCAAGCATGATGGCTG

CATTCCTTTCTCG

G/T CTCTGATTCAAAAGCTAATACAAAAGAATGTCCTTGTTTCGG

CTGCCAAAATAGTGCCTGCGCCGCAGCATTTCCACCGCCTC

GAACTCCACAAAGCTAA

Ca_LG_2:4705138 AAATTGTTTAGAAAGACATACATTACAGTCAAATGCAAATCTC

CTTGCAAGCATGATGGCTGCATTCCTTTCTCGCTCTGATTCAA

AAGCTAATACAAAA

A/T GAATGTCCTTGTTTCGGCTGCCAAAATAGTGCCTGCGCCGC

AGCATTTCCACCGCCTCGAACTCCACAAAGCTAAAGAACAC

ATTACCAAAGCACATTGG

Ca_LG_2:4705141 TTGTTTAGAAAGACATACATTACAGTCAAATGCAAATCTCCTT

GCAAGCATGATGGCTGCATTCCTTTCTCGCTCTGATTCAAAAG

CTAATACAAAAGAA

A/G TGTCCTTGTTTCGGCTGCCAAAATAGTGCCTGCGCCGCAGC

ATTTCCACCGCCTCGAACTCCACAAAGCTAAAGAACACATTA

CCAAAGCACATTGGTTT

Ca_LG_2:4705142 TGTTTAGAAAGACATACATTACAGTCAAATGCAAATCTCCTTG

CAAGCATGATGGCTGCATTCCTTTCTCGCTCTGATTCAAAAGC

TAATACAAAAGAAT

T/A GTCCTTGTTTCGGCTGCCAAAATAGTGCCTGCGCCGCAGCA

TTTCCACCGCCTCGAACTCCACAAAGCTAAAGAACACATTAC

CAAAGCACATTGGTTTC

Ca_LG_2:4705153 ACATACATTACAGTCAAATGCAAATCTCCTTGCAAGCATGATG

GCTGCATTCCTTTCTCGCTCTGATTCAAAAGCTAATACAAAAG

AATGTCCTTGTTTC

C/T GGCTGCCAAAATAGTGCCTGCGCCGCAGCATTTCCACCGCC

TCGAACTCCACAAAGCTAAAGAACACATTACCAAAGCACATT

GGTTTCCCAAATTCAAG



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_2:4705156 TACATTACAGTCAAATGCAAATCTCCTTGCAAGCATGATGGCT

GCATTCCTTTCTCGCTCTGATTCAAAAGCTAATACAAAAGAAT

GTCCTTGTTTCGGC

C/T TGCCAAAATAGTGCCTGCGCCGCAGCATTTCCACCGCCTCG

AACTCCACAAAGCTAAAGAACACATTACCAAAGCACATTGGT

TTCCCAAATTCAAGTAG

Ca_LG_2:4765841 AAAAAATAAGGAAAAGACAGAAAAAGAACATTGCAGTAATCTG

CATAGTAAAAGAGAACATAAATTGAATCCTAATTTCGGTTAGA

GAAATAAAAATACA

A/G TTAGACATAAAACACAGGATCTGAAAAAGGGATGAAATAGCA

TGCGGAAAAAGATAACCTTGTAATCATAAAGATCGCTACCAG

CATAACCACTACTTTC

Ca_LG_2:4765859 AGAAAAAGAACATTGCAGTAATCTGCATAGTAAAAGAGAACAT

AAATTGAATCCTAATTTCGGTTAGAGAAATAAAAATACATTAGA

CATAAAACACAGG

G/A ATCTGAAAAAGGGATGAAATAGCATGCGGAAAAAGATAACC

TTGTAATCATAAAGATCGCTACCAGCATAACCACTACTTTCA

CTTAATTTTCCGCTGTG

Ca_LG_2:4765863 AAAGAACATTGCAGTAATCTGCATAGTAAAAGAGAACATAAAT

TGAATCCTAATTTCGGTTAGAGAAATAAAAATACATTAGACATA

AAACACAGGATCT

T/C GAAAAAGGGATGAAATAGCATGCGGAAAAAGATAACCTTGT

AATCATAAAGATCGCTACCAGCATAACCACTACTTTCACTTA

ATTTTCCGCTGTGAACA

Ca_LG_2:4765864 AAGAACATTGCAGTAATCTGCATAGTAAAAGAGAACATAAATT

GAATCCTAATTTCGGTTAGAGAAATAAAAATACATTAGACATA

AAACACAGGATCTG

G/A AAAAAGGGATGAAATAGCATGCGGAAAAAGATAACCTTGTAA

TCATAAAGATCGCTACCAGCATAACCACTACTTTCACTTAATT

TTCCGCTGTGAACAC

Ca_LG_2:4765873 GCAGTAATCTGCATAGTAAAAGAGAACATAAATTGAATCCTAA

TTTCGGTTAGAGAAATAAAAATACATTAGACATAAAACACAGG

ATCTGAAAAAGGGA

A/T TGAAATAGCATGCGGAAAAAGATAACCTTGTAATCATAAAGA

TCGCTACCAGCATAACCACTACTTTCACTTAATTTTCCGCTGT

GAACACGTTCAACAT

Ca_LG_2:4765970 GGATGAAATAGCATGCGGAAAAAGATAACCTTGTAATCATAAA

GATCGCTACCAGCATAACCACTACTTTCACTTAATTTTCCGCT

GTGAACACGTTCAA

A/G CATCTTCATCTGTCTCTTGATCAACTTCATTCTCTGCATCATG

GTAACCATTTCCTTTCACATCTATATTGTCGTCATCGGTCGA

ATCTTCGGTCCCGCT

Ca_LG_2:5178762 TGTTTTCTTATATTGATTCAGCATAATCCTTTGAAATGAATGAT

TTGGGCACAATGTTGTCAAATAGCAGCTATATAGCATAGCGG

ATTTTGATGAATTT

T/C GCTATGAAAGCCTTGATGCTATCCTAGTTTCGCTACTAGGAC

AAAAGTGGCCGCTATTCTAGTTTCTTGTAGCAGCAATAGCGG

GAATTAAAAATCAAAT

Ca_LG_2:5178815 ATGTTGTCAAATAGCAGCTATATAGCATAGCGGATTTTGATGA

ATTTGCTATGAAAGCCTTGATGCTATCCTAGTTTCGCTACTAG

GACAAAAGTGGCCG

G/A CTATTCTAGTTTCTTGTAGCAGCAATAGCGGGAATTAAAAAT

CAAATTTTAGGTATTTTAAAATAATAAAACTGAAAATTTTGCA

CCGAGTGCCAGACGT

Ca_LG_2:5831254 TTCTTCCCTTGAATTAGATTGTGTTGAACCTGTTGCTAGCCCT

CTTCCTAAAATGATCATTGTAGCGTCCGTCGCTGCTGGTGTTC

AGTTTGGATGGGCG

G/A CTACAGCTCTCATTGTTGACCCCTTACGTGCAGACTCTTGGC

GTTCCGCACATATGGGCATCTTTTATTTGGCTCTGTGGTCCA

ATGTCGGGTCTTCTTG

Ca_LG_2:5831260 CCTTGAATTAGATTGTGTTGAACCTGTTGCTAGCCCTCTTCCT

AAAATGATCATTGTAGCGTCCGTCGCTGCTGGTGTTCAGTTTG

GATGGGCGCTACAG

G/A CTCTCATTGTTGACCCCTTACGTGCAGACTCTTGGCGTTCCG

CACATATGGGCATCTTTTATTTGGCTCTGTGGTCCAATGTCG

GGTCTTCTTGTTCAAC

Ca_LG_2:5831649 GATTCTGGATCCTTGACGTAGCAAACAACATGCTCCAGGGAC

CATGCCGTGCTTTCCTCGCCGACTTAGCAGCCAGCGATGAAA

AAATGACAAGAACAGG

G/C TAACGCGTTCTTCTCGTTCTTCATGGCTGTCGGAAACATTTT

GGGATACGCAGCTGGTTCATACAGCAGCCTATACAAAATCTT

CCCATTCACCGAAACC
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Ca_LG_2:5831656 GATCCTTGACGTAGCAAACAACATGCTCCAGGGACCATGCCG

TGCTTTCCTCGCCGACTTAGCAGCCAGCGATGAAAAAATGAC

AAGAACAGGTAACGCG

G/A TTCTTCTCGTTCTTCATGGCTGTCGGAAACATTTTGGGATAC

GCAGCTGGTTCATACAGCAGCCTATACAAAATCTTCCCATTC

ACCGAAACCGCGGCAT

Ca_LG_2:5831662 TGACGTAGCAAACAACATGCTCCAGGGACCATGCCGTGCTTT

CCTCGCCGACTTAGCAGCCAGCGATGAAAAAATGACAAGAAC

AGGTAACGCGTTCTTC

C/T TCGTTCTTCATGGCTGTCGGAAACATTTTGGGATACGCAGCT

GGTTCATACAGCAGCCTATACAAAATCTTCCCATTCACCGAA

ACCGCGGCATGCAACA

Ca_LG_2:5831665 CGTAGCAAACAACATGCTCCAGGGACCATGCCGTGCTTTCCT

CGCCGACTTAGCAGCCAGCGATGAAAAAATGACAAGAACAGG

TAACGCGTTCTTCTCG

G/A TTCTTCATGGCTGTCGGAAACATTTTGGGATACGCAGCTGGT

TCATACAGCAGCCTATACAAAATCTTCCCATTCACCGAAACC

GCGGCATGCAACATTT

Ca_LG_2:5831668 AGCAAACAACATGCTCCAGGGACCATGCCGTGCTTTCCTCGC

CGACTTAGCAGCCAGCGATGAAAAAATGACAAGAACAGGTAA

CGCGTTCTTCTCGTTC

C/T TTCATGGCTGTCGGAAACATTTTGGGATACGCAGCTGGTTC

ATACAGCAGCCTATACAAAATCTTCCCATTCACCGAAACCGC

GGCATGCAACATTTTCT

Ca_LG_2:5831677 CATGCTCCAGGGACCATGCCGTGCTTTCCTCGCCGACTTAGC

AGCCAGCGATGAAAAAATGACAAGAACAGGTAACGCGTTCTT

CTCGTTCTTCATGGCT

T/C GTCGGAAACATTTTGGGATACGCAGCTGGTTCATACAGCAG

CCTATACAAAATCTTCCCATTCACCGAAACCGCGGCATGCAA

CATTTTCTGCGCCAATC

Ca_LG_2:5873513 TCATTTTCATTCATATTGTATGGCAGCCTAGAAATTTTTATGCA

GCCAGAAATATTAAGCTTTTTAAGAGATTTCATGTTGCAGACA

AAAGTTGGTATGT

T/C AAAGAAGATTTTTGCAATCCTCCAAACTAAGACTTGATAAGT

ATTTCATATTCTTTCCAAACTTTGGAAGCTTTTTTACTTTTTTG

CAGCCTGAAAAAAT

Ca_LG_2:5873610 TGTAAAGAAGATTTTTGCAATCCTCCAAACTAAGACTTGATAA

GTATTTCATATTCTTTCCAAACTTTGGAAGCTTTTTTACTTTTTT

GCAGCCTGAAAA

A/G AATCAATTCCTCTAGAGAATCCATTTCCAATTTTGTTGGAAG

GGTTTGAAGATTTATGCAATCTTTCAAGTTCAGTTTGACAAG

CTTCTTGTGTTTTCCA

Ca_LG_2:5873617 AAGATTTTTGCAATCCTCCAAACTAAGACTTGATAAGTATTTCA

TATTCTTTCCAAACTTTGGAAGCTTTTTTACTTTTTTGCAGCCT

GAAAAAATCAAT

T/C TCCTCTAGAGAATCCATTTCCAATTTTGTTGGAAGGGTTTGA

AGATTTATGCAATCTTTCAAGTTCAGTTTGACAAGCTTCTTGT

GTTTTCCAACAGATT

Ca_LG_2:5873622 TTTTGCAATCCTCCAAACTAAGACTTGATAAGTATTTCATATTC

TTTCCAAACTTTGGAAGCTTTTTTACTTTTTTGCAGCCTGAAAA

AATCAATTCCTC

C/T TAGAGAATCCATTTCCAATTTTGTTGGAAGGGTTTGAAGATT

TATGCAATCTTTCAAGTTCAGTTTGACAAGCTTCTTGTGTTTT

CCAACAGATTTGTGA

Ca_LG_2:5873638 ACTAAGACTTGATAAGTATTTCATATTCTTTCCAAACTTTGGAA

GCTTTTTTACTTTTTTGCAGCCTGAAAAAATCAATTCCTCTAGA

GAATCCATTTCC

C/A AATTTTGTTGGAAGGGTTTGAAGATTTATGCAATCTTTCAAGT

TCAGTTTGACAAGCTTCTTGTGTTTTCCAACAGATTTGTGAA

CCTTAACAAGGCTTG

Ca_LG_2:5892888 TGCGTGAGACCGCGAGTTCGTGTTCGTCTCCCCCGTGCGCC

GTGCTGCTGCTGCGTCCGCCGTCCAGCAGTCTCTGTTCTGCG

TGAGTATTCTTCACTGC

C/T CATTTTGCACTTGATTTGTTGTTGAATTTTCTGTTATCATTATT

CATTGCTGCACTTGATTTTCTGTTGGGAGTTGAATTGTTATAT

CATTGAATTGAAT

Ca_LG_2:5893006 TTGTTGAATTTTCTGTTATCATTATTCATTGCTGCACTTGATTTT

CTGTTGGGAGTTGAATTGTTATATCATTGAATTGAATTGAATT

GTTTTGAACATG

G/C TTATCATTATTCATTGCTGCTCTTGATTTTCTGTTGTTGCGCT

AAACTTGTTCTCTTATCATTGATGCAAATGAATTGTTGCGAG

CTGAACTGAGTTTTG
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Ca_LG_2:6112086 TTGCGCATTTCTATGGATGATGACTCAGTAGCCTCTGATCAAG

ACAACTTAGAGAAAGGAAAATATAATGAACAGAACCCTCAAAT

TCGACTTGCTTATG

G/A ACATTGCTGCTTCAGCTGCCTCCTATGTTCAATTGCAAACAA

AGAACCTCTTATCCCTTGCTGCCAAGTCACAACAAAGTGATA

ATGAAGATTCCAATGA

Ca_LG_2:6263590 GGTTGCGGCGGCGGTGCATTTAGGTTGCTCGTTGAAGGTTG

GGGCGGCAGCGGCGGCGGTGAGGTTGCGGCGGTGAGGTTG

CTCGTTGAAGGTTGCAGCG

G/A GCGGCGGCGGTGAGGTTGCGGCGGTGCGTTTAGGGATTTT

GCAGGAGAGAAGGGTAAGTTGAAGCAGCGCAGCTTGTAAAA

GAGGATTTAGGTATTTGGC

Ca_LG_2:6263626 GGTTGGGGCGGCAGCGGCGGCGGTGAGGTTGCGGCGGTGA

GGTTGCTCGTTGAAGGTTGCAGCGGCGGCGGCGGTGAGGTT

GCGGCGGTGCGTTTAGGGA

A/G TTTTGCAGGAGAGAAGGGTAAGTTGAAGCAGCGCAGCTTGT

AAAAGAGGATTTAGGTATTTGGCAGCGGGAACTCAAAGTTTT

GAGGCGGGACTGAATTT

Ca_LG_2:6263632 GGCGGCAGCGGCGGCGGTGAGGTTGCGGCGGTGAGGTTGC

TCGTTGAAGGTTGCAGCGGCGGCGGCGGTGAGGTTGCGGCG

GTGCGTTTAGGGATTTTGC

C/T AGGAGAGAAGGGTAAGTTGAAGCAGCGCAGCTTGTAAAAGA

GGATTTAGGTATTTGGCAGCGGGAACTCAAAGTTTTGAGGC

GGGACTGAATTTTTTATT

Ca_LG_2:6472192 TTCTTTTGACAAATTCCACCTTGCAAATATCTAAACTGTAACTG

TCCAATGGGATGGTGCAGCTTCAAATTCACTTTTTCAAGCGTA

TAACACCGTGTGT

T/A CATCCGTGTGTCTCTATCCCTAGGACAAACCCGCGTGAACA

CCTTTGACTTAGGATCATGATTTACTGCGGTTGAAATCCCTT

ACATGAACGCAGTAACT

Ca_LG_2:6472207 CCACCTTGCAAATATCTAAACTGTAACTGTCCAATGGGATGGT

GCAGCTTCAAATTCACTTTTTCAAGCGTATAACACCGTGTGTC

ATCCGTGTGTCTCT

T/A ATCCCTAGGACAAACCCGCGTGAACACCTTTGACTTAGGAT

CATGATTTACTGCGGTTGAAATCCCTTACATGAACGCAGTAA

CTCGTCGGTAATCGTTC

Ca_LG_2:6472211 CTTGCAAATATCTAAACTGTAACTGTCCAATGGGATGGTGCAG

CTTCAAATTCACTTTTTCAAGCGTATAACACCGTGTGTCATCC

GTGTGTCTCTATCC

C/G CTAGGACAAACCCGCGTGAACACCTTTGACTTAGGATCATG

ATTTACTGCGGTTGAAATCCCTTACATGAACGCAGTAACTCG

TCGGTAATCGTTCGATC

Ca_LG_2:6610438 GAAACATGAAAGCAAACCAGATTTTCACATTCTTCTTATTGAC

TGCCAGAAGTAGTTATAGTTTAATGTGTTAATTTAGAGGCAAT

ATTTCCATCCTCTC

C/T GGATACGATGGTGTTTGTTATCTTGTTTGCATACATGAAAGT

AATAGCAGTAACAGAAAGGAAGCAGCTGCATATTTTCAATCC

TTGACTCCATATCTCT

Ca_LG_2:6779817 ACTCCACTCCTAACTCCGCCACCTCAGCCACCAAGCCAACTT

TATATCCCCACCTCTTCCTATCAGTGTTGTTAAATGGCAGCCA

CCGCAGAATGGCGCT

T/G GTGGATTTCTTTGACAAGGGTCATAGGCAATTTATGAAGGGA

TGCCTGCCGTGACTTAAAATAAATTGTACATCTGCCTCATCT

TTTTTTTAACCCTCTA

Ca_LG_2:6779831 TCCGCCACCTCAGCCACCAAGCCAACTTTATATCCCCACCTCT

TCCTATCAGTGTTGTTAAATGGCAGCCACCGCAGAATGGCGC

TGTGGATTTCTTTGA

A/G CAAGGGTCATAGGCAATTTATGAAGGGATGCCTGCCGTGAC

TTAAAATAAATTGTACATCTGCCTCATCTTTTTTTTAACCCTCT

AGCTCCCAGAGTAAT

Ca_LG_2:6779862 ATCCCCACCTCTTCCTATCAGTGTTGTTAAATGGCAGCCACCG

CAGAATGGCGCTGTGGATTTCTTTGACAAGGGTCATAGGCAA

TTTATGAAGGGATGC

C/T CTGCCGTGACTTAAAATAAATTGTACATCTGCCTCATCTTTTT

TTTAACCCTCTAGCTCCCAGAGTAATCCAAAGTTCAAATGGT

AGGTAAGTAAAACCT

Ca_LG_2:6936604 TCCACTAGCAACATCCAAGATTAAGGGGTTAAGTCGCATTTG

GGGTTGCCTAACTGATTTTACCCCATCCTCCAATAGTATCCTA

TGCATAATATGGACG

G/T GACTAATACCAGGAATATCAGCCAATGTCCATCCGATTGCTT

TCCTGTGTTTTTTCAAAATTTGCAGCAACTTATCTTCCTGTTC

ATCTTCAAGTTTGGC
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Ca_LG_2:6936630 GGTTAAGTCGCATTTGGGGTTGCCTAACTGATTTTACCCCATC

CTCCAATAGTATCCTATGCATAATATGGACGGACTAATACCAG

GAATATCAGCCAAT

T/G GTCCATCCGATTGCTTTCCTGTGTTTTTTCAAAATTTGCAGCA

ACTTATCTTCCTGTTCATCTTCAAGTTTGGCTGAAATAATCAC

ATGTAATTTTCCAC

Ca_LG_2:7573082 AATTATTTTCAAATAATGAAGTAAGATTTGATGTGTATATACCA

TTAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGTAC

AGAAGCAAACTTC

C/T TGAGGCTCATGAGGAGAGAAATATGGAGAAAAAGGGCATTC

TTGTGCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGG

TGTTGTTGTATTTAATG

Ca_LG_2:7573094 ATAATGAAGTAAGATTTGATGTGTATATACCATTAGCATCTTTG

AGACATTGCTGGCACCAAAAATTTTGTGTACAGAAGCAAACTT

CTGAGGCTCATGA

A/T GGAGAGAAATATGGAGAAAAAGGGCATTCTTGTGCACACCT

TCTTCTCAAAAGCTTACATGCTGCACAAGGTGTTGTTGTATT

TAATGTTCCAGAACCTC

Ca_LG_2:7573097 ATGAAGTAAGATTTGATGTGTATATACCATTAGCATCTTTGAG

ACATTGCTGGCACCAAAAATTTTGTGTACAGAAGCAAACTTCT

GAGGCTCATGAGGA

A/T GAGAAATATGGAGAAAAAGGGCATTCTTGTGCACACCTTCTT

CTCAAAAGCTTACATGCTGCACAAGGTGTTGTTGTATTTAAT

GTTCCAGAACCTCCTA

Ca_LG_2:7573100 AAGTAAGATTTGATGTGTATATACCATTAGCATCTTTGAGACA

TTGCTGGCACCAAAAATTTTGTGTACAGAAGCAAACTTCTGAG

GCTCATGAGGAGAG

G/A AAATATGGAGAAAAAGGGCATTCTTGTGCACACCTTCTTCTC

AAAAGCTTACATGCTGCACAAGGTGTTGTTGTATTTAATGTT

CCAGAACCTCCTAACA

Ca_LG_2:7573106 GATTTGATGTGTATATACCATTAGCATCTTTGAGACATTGCTG

GCACCAAAAATTTTGTGTACAGAAGCAAACTTCTGAGGCTCAT

GAGGAGAGAAATAT

T/A GGAGAAAAAGGGCATTCTTGTGCACACCTTCTTCTCAAAAGC

TTACATGCTGCACAAGGTGTTGTTGTATTTAATGTTCCAGAA

CCTCCTAACATTCTTC

Ca_LG_2:7573118 ATATACCATTAGCATCTTTGAGACATTGCTGGCACCAAAAATT

TTGTGTACAGAAGCAAACTTCTGAGGCTCATGAGGAGAGAAA

TATGGAGAAAAAGGG

G/A CATTCTTGTGCACACCTTCTTCTCAAAAGCTTACATGCTGCA

CAAGGTGTTGTTGTATTTAATGTTCCAGAACCTCCTAACATT

CTTCCCTTTTTAAAAC

Ca_LG_2:7573124 CATTAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGT

ACAGAAGCAAACTTCTGAGGCTCATGAGGAGAGAAATATGGA

GAAAAAGGGCATTCT

T/C TGTGCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGGT

GTTGTTGTATTTAATGTTCCAGAACCTCCTAACATTCTTCCCT

TTTTAAAACAACCAT

Ca_LG_2:7573126 TTAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGTAC

AGAAGCAAACTTCTGAGGCTCATGAGGAGAGAAATATGGAGA

AAAAGGGCATTCTTG

G/C TGCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGGTGT

TGTTGTATTTAATGTTCCAGAACCTCCTAACATTCTTCCCTTT

TTAAAACAACCATCT

Ca_LG_2:7573127 TAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGTACA

GAAGCAAACTTCTGAGGCTCATGAGGAGAGAAATATGGAGAA

AAAGGGCATTCTTGT

T/A GCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGGTGTT

GTTGTATTTAATGTTCCAGAACCTCCTAACATTCTTCCCTTTT

TAAAACAACCATCTC

Ca_LG_2:7587499 TATTGAATAAGAAGATGAAGAAGGAGAGACTTTTTCTTGAGAG

AACACGGGAGAATCTACAATCAAATTTTGCAGCTATCTCTGCT

CAAAATGTGGTCCA

A/G GAGAGAAGCAAGGTCAAAGCCACCACCAGCAGCTTCTGTAG

AAAAGAGTTTTCATACCCCCCAAAATATTGTGAGGGATTTAA

AAATTGATGCTGAACAG

Ca_LG_2:7657110 TTATATATTAACTGGATTTACAGAACTATGGTTGATGAATTCCT

GATTTAGTTTCTTTGGCATTTTTTATGACTGAATTACAATATAC

TGTTGTTCCTAA

A/G ATATGTTGAAACATAGTTCGCTGCATAGATATGTTGTATTGTC

TTATGTATCCCTGAACAAAAGTTTTTTATTTGGCTTGAGGTAT

GATCTAGGTTTTTA



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_2:7769703 CATTAAATCGTTCAAAAGCTGTAAAGCCTCTTGATCATATTCA

GCTTGTTCTTCCATCATTCTTTGGTATTGCAATGCTTCCATCTG

CATTGCTGCTTTT

T/C TCTTCTTGCAACCTTGTTATCATTGCCATTGTTTGGTTTGCAG

CTATTGCTGAGGCACTTCTCTCTTCTTCTAGTTCTTGATATAT

AGCACTTAGAGCTT

Ca_LG_2:7769707 AAATCGTTCAAAAGCTGTAAAGCCTCTTGATCATATTCAGCTT

GTTCTTCCATCATTCTTTGGTATTGCAATGCTTCCATCTGCATT

GCTGCTTTTTCTT

T/G CTTGCAACCTTGTTATCATTGCCATTGTTTGGTTTGCAGCTAT

TGCTGAGGCACTTCTCTCTTCTTCTAGTTCTTGATATATAGCA

CTTAGAGCTTTTTG

Ca_LG_2:8024030 ACCAAGATGTTTTCCTTCTGTGTTTCAATGTAAAAGCTTTTGAA

TTTTCCTTGCATGTCAGACATCAGTGCAACTCTTAATTGAAAAT

TTTGCCTCTTTA

A/G AGGCATCATATGTTACTACACCATCATTGCACAATTGTTGCA

ACTCATAAGCGGCTGTAAATACACATCAATTTTACCTTTTGG

ATTGTACCTGGAATAT

Ca_LG_2:8024032 CAAGATGTTTTCCTTCTGTGTTTCAATGTAAAAGCTTTTGAATT

TTCCTTGCATGTCAGACATCAGTGCAACTCTTAATTGAAAATTT

TGCCTCTTTAAG

G/A GCATCATATGTTACTACACCATCATTGCACAATTGTTGCAAC

TCATAAGCGGCTGTAAATACACATCAATTTTACCTTTTGGATT

GTACCTGGAATATTC

Ca_LG_2:8024059 GTAAAAGCTTTTGAATTTTCCTTGCATGTCAGACATCAGTGCA

ACTCTTAATTGAAAATTTTGCCTCTTTAAGGCATCATATGTTAC

TACACCATCATTG

G/C CACAATTGTTGCAACTCATAAGCGGCTGTAAATACACATCAA

TTTTACCTTTTGGATTGTACCTGGAATATTCAATGACAAGAAC

ATATAAGGCATCATC

Ca_LG_2:8244404 GATTGGAAAATTCCGCACATAATGGAAGTGGTTGTGTTGGAA

AATGTTTCCAGCAGCGACGACAGACAGCACCAGACGGCGGC

GGCGGCAGTAGCAGACG

G/A GGGCAGCAGCGGTGATTGTGGGCAAAAGTGACAGCAGTCA

CAAAAAGGAACGATCATGCTAGAAAAGAGAAACTATGATTAT

ATATTCTCAAACTATTGG

Ca_LG_2:8314607 CATAAGCAACAACATCACTAGCCAAACACCAGGCGAAATCTTT

AGAAGCAAACACGAAAATCTTATAAGTAAAAGCAGCGAGTGG

CTAAAAGACACATCT

T/C GAATCATGCTCCGTCGTGGCAACGCTCGTTGCTGGTGTTTC

CTTCGCCACAACGAATTCTGTCCCCGGCGGAACAACAGATG

AAGGCACACTAACACTAG

Ca_LG_2:8314629 CAAACACCAGGCGAAATCTTTAGAAGCAAACACGAAAATCTTA

TAAGTAAAAGCAGCGAGTGGCTAAAAGACACATCTGAATCAT

GCTCCGTCGTGGCAA

A/G CGCTCGTTGCTGGTGTTTCCTTCGCCACAACGAATTCTGTCC

CCGGCGGAACAACAGATGAAGGCACACTAACACTAGAAGGC

AAACCCGCATTTGATAT

Ca_LG_2:8345011 TGGAAGTAGTAAACAAGTTACTAGAATATTGTCCAGATCCAAA

AGAAATGTTTGACACGTGTCATGACCGAAATATTCTTCACATT

GCTGCAAACTATGA

A/G AAAATATGAATTGGTACAAAATATATTACAAAGTCAAATTCGT

GAACATCATACGATGATAAATCAAAAGGATAAAGAAGGAAAT

ACACCTTTGCATTTG

Ca_LG_2:8345045 AGATCCAAAAGAAATGTTTGACACGTGTCATGACCGAAATATT

CTTCACATTGCTGCAAACTATGAAAAATATGAATTGGTACAAA

ATATATTACAAAGT

T/C CAAATTCGTGAACATCATACGATGATAAATCAAAAGGATAAA

GAAGGAAATACACCTTTGCATTTGGCCGCAAGATCATGTCAT

CCCACAAGTGTTTACT

Ca_LG_2:8345050 CAAAAGAAATGTTTGACACGTGTCATGACCGAAATATTCTTCA

CATTGCTGCAAACTATGAAAAATATGAATTGGTACAAAATATAT

TACAAAGTCAAAT

T/C TCGTGAACATCATACGATGATAAATCAAAAGGATAAAGAAGG

AAATACACCTTTGCATTTGGCCGCAAGATCATGTCATCCCAC

AAGTGTTTACTACTTA

Ca_LG_2:8345053 AAGAAATGTTTGACACGTGTCATGACCGAAATATTCTTCACAT

TGCTGCAAACTATGAAAAATATGAATTGGTACAAAATATATTAC

AAAGTCAAATTCG

G/C TGAACATCATACGATGATAAATCAAAAGGATAAAGAAGGAAA

TACACCTTTGCATTTGGCCGCAAGATCATGTCATCCCACAAG

TGTTTACTACTTAATT
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Ca_LG_2:8345059 TGTTTGACACGTGTCATGACCGAAATATTCTTCACATTGCTGC

AAACTATGAAAAATATGAATTGGTACAAAATATATTACAAAGTC

AAATTCGTGAACA

A/T TCATACGATGATAAATCAAAAGGATAAAGAAGGAAATACACC

TTTGCATTTGGCCGCAAGATCATGTCATCCCACAAGTGTTTA

CTACTTAATTTGGAAT

Ca_LG_2:8345065 ACACGTGTCATGACCGAAATATTCTTCACATTGCTGCAAACTA

TGAAAAATATGAATTGGTACAAAATATATTACAAAGTCAAATTC

GTGAACATCATAC

C/A GATGATAAATCAAAAGGATAAAGAAGGAAATACACCTTTGCA

TTTGGCCGCAAGATCATGTCATCCCACAAGTGTTTACTACTT

AATTTGGAATGAAAGA

Ca_LG_2:8348680 AAACACGTTGGCATTTGTGAGAGTTTTTGCAGCCACAAAAGG

CTGCCTTTGTGAGGGCCTTGCAGCCACAAAAGTTTGCCTTTG

TGAGGGCATAGGCCGT

T/C CACAAAGGACAAACTGATTTTAAAAAATTCAGCCTTTGTGAG

GGCCCAAGTTGCCACAAAATCCCTTCTTTGTGAGGGTTTAG

GCCGCCACAAAATACCT

Ca_LG_2:8348682 ACACGTTGGCATTTGTGAGAGTTTTTGCAGCCACAAAAGGCT

GCCTTTGTGAGGGCCTTGCAGCCACAAAAGTTTGCCTTTGTG

AGGGCATAGGCCGTCA

A/G CAAAGGACAAACTGATTTTAAAAAATTCAGCCTTTGTGAGGG

CCCAAGTTGCCACAAAATCCCTTCTTTGTGAGGGTTTAGGCC

GCCACAAAATACCTCC

Ca_LG_2:8348692 ATTTGTGAGAGTTTTTGCAGCCACAAAAGGCTGCCTTTGTGAG

GGCCTTGCAGCCACAAAAGTTTGCCTTTGTGAGGGCATAGGC

CGTCACAAAGGACAA

A/G ACTGATTTTAAAAAATTCAGCCTTTGTGAGGGCCCAAGTTGC

CACAAAATCCCTTCTTTGTGAGGGTTTAGGCCGCCACAAAAT

ACCTCCAGATTAAAAA

Ca_LG_2:8567991 ACATGCACCGGCAGCTGGGTTTTGGGGCAGCAGATAAAACTT

CGTTTATGAGAGACATTAAGATGTCAACAATTCACATCTTGGC

GTAAAAAAAAAATAT

T/G CCCCAAGAAAAGGTCTTATCCATTAAGACAAGGTTTCTATCA

GTGTTGTCAGATAGCATCTATAGCGGCGCTATAGTGCTATAA

CATAGCAGAAATTGAA

Ca_LG_2:9885743 GTACTTCAGATGTCTTTTGCATTTTTCTTTGTGAAGATCTAGTT

TTCGCTATAGCTGCATTTGGTTTCAGTGATTCAATTTTTGCTTC

CTCTTTTGGCTG

G/T GGAGTCCGGAGTTGTAGGTACTTCAGACATCTTTTCCATTTT

TCTCTGTGAAGATCTAGTTTTCGCTATAGCTGCCTTTGGTTT

CAGTGATTCAATTTTT

Ca_LG_2:9885752 ATGTCTTTTGCATTTTTCTTTGTGAAGATCTAGTTTTCGCTATA

GCTGCATTTGGTTTCAGTGATTCAATTTTTGCTTCCTCTTTTGG

CTGGGAGTCCGG

G/A AGTTGTAGGTACTTCAGACATCTTTTCCATTTTTCTCTGTGAA

GATCTAGTTTTCGCTATAGCTGCCTTTGGTTTCAGTGATTCA

ATTTTTGCTTCCTCT

Ca_LG_2:9885771 TTGTGAAGATCTAGTTTTCGCTATAGCTGCATTTGGTTTCAGT

GATTCAATTTTTGCTTCCTCTTTTGGCTGGGAGTCCGGAGTTG

TAGGTACTTCAGAC

C/T ATCTTTTCCATTTTTCTCTGTGAAGATCTAGTTTTCGCTATAG

CTGCCTTTGGTTTCAGTGATTCAATTTTTGCTTCCTCTTTTGG

CTCAGAGTCTGGAG

Ca_LG_2:9885779 ATCTAGTTTTCGCTATAGCTGCATTTGGTTTCAGTGATTCAATT

TTTGCTTCCTCTTTTGGCTGGGAGTCCGGAGTTGTAGGTACTT

CAGACATCTTTTC

C/G CATTTTTCTCTGTGAAGATCTAGTTTTCGCTATAGCTGCCTTT

GGTTTCAGTGATTCAATTTTTGCTTCCTCTTTTGGCTCAGAGT

CTGGAGTTGTAGGT

Ca_LG_2:9885861 TACTTCAGACATCTTTTCCATTTTTCTCTGTGAAGATCTAGTTT

TCGCTATAGCTGCCTTTGGTTTCAGTGATTCAATTTTTGCTTC

CTCTTTTGGCTCA

A/G GAGTCTGGAGTTGTAGGTACTTCAGATATCTTTTGCATTTTC

TTCTGAGAAGACCTAGTTTTCCTTATAGTTGTCTCTAGTTTCA

GTGTTTCAACTTTTG

Ca_LG_2:9885862 ACTTCAGACATCTTTTCCATTTTTCTCTGTGAAGATCTAGTTTT

CGCTATAGCTGCCTTTGGTTTCAGTGATTCAATTTTTGCTTCC

TCTTTTGGCTCAG

G/T AGTCTGGAGTTGTAGGTACTTCAGATATCTTTTGCATTTTCTT

CTGAGAAGACCTAGTTTTCCTTATAGTTGTCTCTAGTTTCAGT

GTTTCAACTTTTGC
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Ca_LG_2:9885863 CTTCAGACATCTTTTCCATTTTTCTCTGTGAAGATCTAGTTTTC

GCTATAGCTGCCTTTGGTTTCAGTGATTCAATTTTTGCTTCCT

CTTTTGGCTCAGA

A/T GTCTGGAGTTGTAGGTACTTCAGATATCTTTTGCATTTTCTTC

TGAGAAGACCTAGTTTTCCTTATAGTTGTCTCTAGTTTCAGT

GTTTCAACTTTTGCT

Ca_LG_2:9885867 AGACATCTTTTCCATTTTTCTCTGTGAAGATCTAGTTTTCGCTA

TAGCTGCCTTTGGTTTCAGTGATTCAATTTTTGCTTCCTCTTTT

GGCTCAGAGTCT

T/C GGAGTTGTAGGTACTTCAGATATCTTTTGCATTTTCTTCTGA

GAAGACCTAGTTTTCCTTATAGTTGTCTCTAGTTTCAGTGTTT

CAACTTTTGCTTCCT

Ca_LG_2:10141465 ACATTGTTCATTTTAAGGATATGAGTGCTAGTCAATTACCTCG

ATAAGTGTTTACCGACTCCTGCTTTAGTTGCATCTCCACCAAA

AATTATAGGATATA

A/T GTTTTCCTTGAAGGTCAAATGTGTTCAAAGAAATACCCTAAA

CATTAAACAAATATATATTAAAATTATTGTTGACGTTATTATTA

TAAATAAAAAAAGA

Ca_LG_2:10141471 TTCATTTTAAGGATATGAGTGCTAGTCAATTACCTCGATAAGT

GTTTACCGACTCCTGCTTTAGTTGCATCTCCACCAAAAATTAT

AGGATATAGTTTTC

C/T CTTGAAGGTCAAATGTGTTCAAAGAAATACCCTAAACATTAA

ACAAATATATATTAAAATTATTGTTGACGTTATTATTATAAATA

AAAAAAGAGTTTCT

Ca_LG_2:10141473 CATTTTAAGGATATGAGTGCTAGTCAATTACCTCGATAAGTGT

TTACCGACTCCTGCTTTAGTTGCATCTCCACCAAAAATTATAG

GATATAGTTTTCCT

T/C TGAAGGTCAAATGTGTTCAAAGAAATACCCTAAACATTAAAC

AAATATATATTAAAATTATTGTTGACGTTATTATTATAAATAAA

AAAAGAGTTTCTTA

Ca_LG_2:10141475 TTTTAAGGATATGAGTGCTAGTCAATTACCTCGATAAGTGTTT

ACCGACTCCTGCTTTAGTTGCATCTCCACCAAAAATTATAGGA

TATAGTTTTCCTTG

G/C AAGGTCAAATGTGTTCAAAGAAATACCCTAAACATTAAACAA

ATATATATTAAAATTATTGTTGACGTTATTATTATAAATAAAAA

AAGAGTTTCTTATT

Ca_LG_2:10141494 AGTCAATTACCTCGATAAGTGTTTACCGACTCCTGCTTTAGTT

GCATCTCCACCAAAAATTATAGGATATAGTTTTCCTTGAAGGT

CAAATGTGTTCAAA

A/G GAAATACCCTAAACATTAAACAAATATATATTAAAATTATTGT

TGACGTTATTATTATAAATAAAAAAAGAGTTTCTTATTCAAGA

TTCACATCATAAGC

Ca_LG_2:10141497 CAATTACCTCGATAAGTGTTTACCGACTCCTGCTTTAGTTGCA

TCTCCACCAAAAATTATAGGATATAGTTTTCCTTGAAGGTCAA

ATGTGTTCAAAGAA

A/G ATACCCTAAACATTAAACAAATATATATTAAAATTATTGTTGA

CGTTATTATTATAAATAAAAAAAGAGTTTCTTATTCAAGATTC

ACATCATAAGCTTA

Ca_LG_2:10141499 ATTACCTCGATAAGTGTTTACCGACTCCTGCTTTAGTTGCATC

TCCACCAAAAATTATAGGATATAGTTTTCCTTGAAGGTCAAAT

GTGTTCAAAGAAAT

T/C ACCCTAAACATTAAACAAATATATATTAAAATTATTGTTGACG

TTATTATTATAAATAAAAAAAGAGTTTCTTATTCAAGATTCACA

TCATAAGCTTATA

Ca_LG_2:10142007 AATATACATTGTTTTCTGAATCTTTTCCAATTGAGACAGACAAT

ATATCGACCCCATCAGCAATAGCATCGTCAAATGCAGCAAGA

ATATTTGCATCATT

T/C GCAACCACTAGACCAACATGCTTTGTAGACAGCAATGCGAG

CTGAGGGAGCACCACCTCTTGCTGTTCCTTGTGCAAAGCCT

AGCATGCTTGCCTGGCTA

Ca_LG_2:10142008 ATATACATTGTTTTCTGAATCTTTTCCAATTGAGACAGACAATA

TATCGACCCCATCAGCAATAGCATCGTCAAATGCAGCAAGAA

TATTTGCATCATTG

G/A CAACCACTAGACCAACATGCTTTGTAGACAGCAATGCGAGC

TGAGGGAGCACCACCTCTTGCTGTTCCTTGTGCAAAGCCTA

GCATGCTTGCCTGGCTAA

Ca_LG_2:10142011 TACATTGTTTTCTGAATCTTTTCCAATTGAGACAGACAATATAT

CGACCCCATCAGCAATAGCATCGTCAAATGCAGCAAGAATAT

TTGCATCATTGCAA

A/C CCACTAGACCAACATGCTTTGTAGACAGCAATGCGAGCTGA

GGGAGCACCACCTCTTGCTGTTCCTTGTGCAAAGCCTAGCA

TGCTTGCCTGGCTAACCG
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Ca_LG_2:10142017 GTTTTCTGAATCTTTTCCAATTGAGACAGACAATATATCGACC

CCATCAGCAATAGCATCGTCAAATGCAGCAAGAATATTTGCAT

CATTGCAACCACTA

A/G GACCAACATGCTTTGTAGACAGCAATGCGAGCTGAGGGAGC

ACCACCTCTTGCTGTTCCTTGTGCAAAGCCTAGCATGCTTGC

CTGGCTAACCGGGTTCC

Ca_LG_2:10142018 TTTTCTGAATCTTTTCCAATTGAGACAGACAATATATCGACCC

CATCAGCAATAGCATCGTCAAATGCAGCAAGAATATTTGCATC

ATTGCAACCACTAG

G/A ACCAACATGCTTTGTAGACAGCAATGCGAGCTGAGGGAGCA

CCACCTCTTGCTGTTCCTTGTGCAAAGCCTAGCATGCTTGCC

TGGCTAACCGGGTTCCC

Ca_LG_2:10142027 TCTTTTCCAATTGAGACAGACAATATATCGACCCCATCAGCAA

TAGCATCGTCAAATGCAGCAAGAATATTTGCATCATTGCAACC

ACTAGACCAACATG

G/A CTTTGTAGACAGCAATGCGAGCTGAGGGAGCACCACCTCTT

GCTGTTCCTTGTGCAAAGCCTAGCATGCTTGCCTGGCTAAC

CGGGTTCCCTGCTGCAGT

Ca_LG_2:11196986 ATAATCGACAATCGAAGTGAGAAAATGCATCCAAAACAGGAG

AGACAGTGGTTGTTTCGGAAAACTTTTCTAGCAGCGATGGCA

GGCAGCAGCAGCAAAA

A/C GGCAGCAAACGGCGGCAACGGCAGTAGCAGACGGGGCAG

CAGCGACGATTGTGGACGGAAGTGATAGTAGTCAGAAAAAG

GAATGATCATGCTAGAAAAG

Ca_LG_2:11764861 ATATACTTAACAGTTTTTCTCTTAATCTCAGATAGCTTTCACAT

GTTTAGTATATCCCTGCCTAATTTTGGCATACATGGGTGAGGC

TGCATTTCTCTCC

C/T AAGCATCATTATGACATTCAGAGAAGTTTCTACAAAGCCATA

CCAGGCAAGAATTTACTACTTTAAGAAGCCACAAAAATGTCA

ATATTATTTATAAGCT

Ca_LG_2:11764913 TATCCCTGCCTAATTTTGGCATACATGGGTGAGGCTGCATTTC

TCTCCAAGCATCATTATGACATTCAGAGAAGTTTCTACAAAGC

CATACCAGGCAAGA

A/G ATTTACTACTTTAAGAAGCCACAAAAATGTCAATATTATTTAT

AAGCTCTCTAGTTTAACTGTGCCACAATTTTTTATGCAGAAG

CTGTATTTTGGCCAG

Ca_LG_2:12751879 CTTGCTCTTTATCCTGATGAGCTTGTCTTGCAATGATAGTTTG

CAGAGCATCAAAAATACTGGGAATGTTCTTATAAGCTCTTGAG

GATTCCTTTTCCAG

G/A TTTGGTCCTTTTAGAGGGACGTTGATGATCATCAATAGGAGT

GCTTTGGGAAGGAGAAACAGAGGTACAAAAAGTGGATAGAA

TGGCAAAAGTAGTATTG

Ca_LG_2:12751901 TTGTCTTGCAATGATAGTTTGCAGAGCATCAAAAATACTGGGA

ATGTTCTTATAAGCTCTTGAGGATTCCTTTTCCAGTTTGGTCCT

TTTAGAGGGACGT

T/A TGATGATCATCAATAGGAGTGCTTTGGGAAGGAGAAACAGA

GGTACAAAAAGTGGATAGAATGGCAAAAGTAGTATTGATGT

GAGGAAGAGAGTTGGGAG

Ca_LG_2:12751917 GTTTGCAGAGCATCAAAAATACTGGGAATGTTCTTATAAGCTC

TTGAGGATTCCTTTTCCAGTTTGGTCCTTTTAGAGGGACGTTG

ATGATCATCAATAG

G/A GAGTGCTTTGGGAAGGAGAAACAGAGGTACAAAAAGTGGAT

AGAATGGCAAAAGTAGTATTGATGTGAGGAAGAGAGTTGGG

AGCGGAGTGATGGGGGAA

Ca_LG_2:13321366 AGCTAGTTTGTTTTCTCATCTAATTTTTTGTCCGGTGAAGCAG

CGTGCTCCAGAACCCCAGGTTAAGCAGCAGCCAAAGGCATTG

CCACCACCTAAAGAC

C/T GAGGAAGAAGAACTGGACGAGGAAGATGAAGATGAACACG

GAGAGACCTTATGCGGTGCATGCGGAGAGCATTATGGCACT

GACGAATTCTGGATTTGCT

Ca_LG_2:13460400 TCTGCCCCTAGTTCTAATTGTTTTTTATTTCTTTCTATTTTTTGT

ATGGCAGTATTAACAGTCTCTCCCACATTTTTAACCATCTTTTC

AGCCTCCTTGC

C/T TTTTCACCTTTACAGCTGAAAATTATCCTTGTATACACGTCAA

ATTTCTAGCCTTCTTTAGCCTCTTTTGCATTTCTCTTTTTTCCC

CAAAACAAATGCA

Ca_LG_2:13460411 TTCTAATTGTTTTTTATTTCTTTCTATTTTTTGTATGGCAGTATT

AACAGTCTCTCCCACATTTTTAACCATCTTTTCAGCCTCCTTGC

TTTTCACCTTT

T/C ACAGCTGAAAATTATCCTTGTATACACGTCAAATTTCTAGCCT

TCTTTAGCCTCTTTTGCATTTCTCTTTTTTCCCCAAAACAAAT

GCAATTTTTTCCTT
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Ca_LG_2:13593546 AAATCACCAACACTAAGCTTTGGTTTTGCGAAACAGAGGCAG

GGAAGAAGAAACAGTTCTCGCGAGAAGGAGGAAATGTTGTTC

TTTCACTAACACTTGG

G/A TTTTCTTGAAGCCAAAGAAAGAAAAAGAAAGGAGAAGAAGAA

AGGATTCGCGAGCAGGGAGGAAACGTTTCTGCTTTCTTCCT

TTTCTTATCCTTGCTTC

Ca_LG_2:13593566 TGGTTTTGCGAAACAGAGGCAGGGAAGAAGAAACAGTTCTCG

CGAGAAGGAGGAAATGTTGTTCTTTCACTAACACTTGGTTTTC

TTGAAGCCAAAGAAA

A/G GAAAAAGAAAGGAGAAGAAGAAAGGATTCGCGAGCAGGGA

GGAAACGTTTCTGCTTTCTTCCTTTTCTTATCCTTGCTTCTGA

TATAACTATGTTTATAC

Ca_LG_2:13593589 GAAGAAGAAACAGTTCTCGCGAGAAGGAGGAAATGTTGTTCT

TTCACTAACACTTGGTTTTCTTGAAGCCAAAGAAAGAAAAAGA

AAGGAGAAGAAGAAA

A/G GGATTCGCGAGCAGGGAGGAAACGTTTCTGCTTTCTTCCTTT

TCTTATCCTTGCTTCTGATATAACTATGTTTATACATTACTTAC

TTACTAAGTAATAT

Ca_LG_2:13593592 GAAGAAACAGTTCTCGCGAGAAGGAGGAAATGTTGTTCTTTC

ACTAACACTTGGTTTTCTTGAAGCCAAAGAAAGAAAAAGAAAG

GAGAAGAAGAAAGGA

A/T TTCGCGAGCAGGGAGGAAACGTTTCTGCTTTCTTCCTTTTCT

TATCCTTGCTTCTGATATAACTATGTTTATACATTACTTACTTA

CTAAGTAATATATA

Ca_LG_2:13744687 TCTCACTCATCTCGGATGTATCTTTGATGATGACCTCCATTGC

CTTGAACTCCATCTCGTCCTCTTTTAGTTGTGCCAGTTTTTCTA

AGGCTGCTACTTC

C/T TTTATTCATTGTATCTTGCACAACATTATTAATAAGAGGTGTT

TCAACCGCCTTTGCCTTGCCCATTCTTTTTGTTTCCTTTTGTC

CCATTAGACGCTCC

Ca_LG_2:13744713 ATGATGACCTCCATTGCCTTGAACTCCATCTCGTCCTCTTTTA

GTTGTGCCAGTTTTTCTAAGGCTGCTACTTCTTTATTCATTGTA

TCTTGCACAACAT

T/G TATTAATAAGAGGTGTTTCAACCGCCTTTGCCTTGCCCATTC

TTTTTGTTTCCTTTTGTCCCATTAGACGCTCCATTGGTGATGT

TGAGTCAATTTCATA

Ca_LG_2:14097659 TGGATAGAATCTTCATTTCATTTTTAATCCACCATTGTCACTCA

TGAATAACCTATGTAGGATTGATTAATGAAGCCAAACATGTGC

TGCATATATTTCG

G/A TTTCTGCTTACTCATAGGGTGTTTATGCTCTTCACCTGTCATG

ATGCAGGTCTCTATGTTCTTGCTGCTGAATCTGTGCAAATTC

CTTGGTTTGATTTTG

Ca_LG_2:15317808 ATTCAACAGTGGTTTGGAACCTTCCAATTTGAATGTCAAACTT

CGCACACTTCTCTGTTATGGCCACACGGGAACCGTTTCCAAA

TTTTGCGTTCATAAT

T/C TGGGATCTGTTCTACTGGAAGCTGCAGATCTGCAACAATTTG

AGGAGTCACAAAATTGGGAGTAGCACAAGTGTCATCCATCA

TCATGACCGGTATGCCC

Ca_LG_2:15620884 CATGGTAAGGAAGAAAGAAGAACAAGCACACTTGGAGAGCG

CATTACAATGGATAGTCGTATGTTGCGTTCGAAAGGATAAATC

ATTCCTGAAAAGGAAA

A/T CTATTGATTCTCTCCCAATTGGATGGACCGTAGGTGTGATGA

TTTACATCATGGGTGAGGTCTTAGTTTTAAATTCAGGATGGC

CCAACTGCGCCAAGGA

Ca_LG_2:15620893 GAAGAAAGAAGAACAAGCACACTTGGAGAGCGCATTACAATG

GATAGTCGTATGTTGCGTTCGAAAGGATAAATCATTCCTGAAA

AGGAAACTATTGATT

T/C CTCTCCCAATTGGATGGACCGTAGGTGTGATGATTTACATCA

TGGGTGAGGTCTTAGTTTTAAATTCAGGATGGCCCAACTGC

GCCAAGGAAAAGAATAA

Ca_LG_2:15620921 AGCGCATTACAATGGATAGTCGTATGTTGCGTTCGAAAGGAT

AAATCATTCCTGAAAAGGAAACTATTGATTCTCTCCCAATTGG

ATGGACCGTAGGTGT

T/C GATGATTTACATCATGGGTGAGGTCTTAGTTTTAAATTCAGG

ATGGCCCAACTGCGCCAAGGAAAAGAATAAAAGACTAATTT

GACTTTTTCATGCATGC

Ca_LG_2:15631359 AGTGGCATCGTTTAAAGTGTCAATAAGTGGCATCATATAATCC

AAGTAGTTATTATTGTTTAATATTCTGCTGCAGGTTAAGGTTG

GAATCCAAGGGGCT

T/C GAAGAGTTTGGTGAGTTTGAGGAATGGTTCAATTACAGGCTA

TCAAGAGCACGAGAGCAGCACCTGAAACATGTGCTGATTTC

CTTGGAAGTTTCATAGC
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Ca_LG_2:15632518 TACTCTGCTGGGATTGTACTCCTGCAAATTGCAATACCAACCT

TAAAGTCTCCTGTTGCTTTGAAGAATTTCAATTTGGAAATAAAA

ACATGTGGATATC

C/G ATTTGAAAAAATGGAGGAGAACACTCGCCTCAGACCCGACT

TTCAAATTCTTGATAGTGAATCTGGTAGAGGGTGGGACTTAG

CAACAAAGCTTATCTCT

Ca_LG_2:15632561 TAAAGTCTCCTGTTGCTTTGAAGAATTTCAATTTGGAAATAAAA

ACATGTGGATATCATTTGAAAAAATGGAGGAGAACACTCGCC

TCAGACCCGACTTT

T/C CAAATTCTTGATAGTGAATCTGGTAGAGGGTGGGACTTAGC

AACAAAGCTTATCTCTAAGAGAGGTCCCTTAAGAAGAGGAC

GTTTATCTGCTGCTTCAG

Ca_LG_2:16592886 AGAGATAACTGGAGGTTGGTATCATGTTGATAAGATTTATGGC

CGGCAGCAGAGAGTGAAGATTGCAGCGGTGACGACCGGTGA

GGTTTCTCGTTGAAGA

A/G AAGGTTGTTAGATGAAGATTGATGCGGTAGCGGCGGCGGC

GAGGTTGCTCGTTAAAGGAAGATTGCTCATTGAAGATTGCA

GCGGCGGCGGCGGCGAGGT

Ca_LG_2:17538199 ACTCCAGCAGCTTCGTCATAATGTCAGAAGATGCTTCAACTG

GTGCAGATGGTTGGGCACTTGCTTGGGCTTGATCAGCACTGG

GTTGTGCATGATCAGT

T/C AGTAGATGGAGTTCTTGTCCATACTCCATTAATGCGTCGCAG

CTGCATTTGGTTCACAATTGATTCACCAAATGTCAGTGTGGT

TTTGAGAGATTCTTCA

Ca_LG_2:17568987 TAGTGTGACAACACGCTTTGGAATTTTCTACATATAATCTTCAT

CAACAACTTCACTATTAAAGTCTTGCAACAATTCTCATCAACAC

AGATCCAACAAT

T/C CTTTAGGTTCGATTTTATATTCAATCAATGGCTGCATCACTCA

AAGAAATGACTTCTCATTTTGCGAAGTTGGAGAAATTCGATG

GATGAAACTTTATTT

Ca_LG_2:17579108 AACTGAGAGGCGTCAAAACGCGCCGTCACACGCTGTGGAGA

CGGCGGTGCGTGAGATCTACTCGCAAGAGAGATTAGCAGCG

TGTGAGAGCGCATGTGAC

C/T GGCTTTTGGCGACGCGCTTTCGAGCATGACCTGACCTAGAG

ATGACGATGCTATTCGCTGGAAAATTTGCTGAAAATAGTGGC

AGTAACAGCTGCAATAG

Ca_LG_2:17629707 CTCAAAGGCAGCAGCCCAAGTTTCATAATTTGCAGCACCTAC

CAATTTTTTCAAAAAGAATCAAAGAGTAAAGAAAGTGAAAGCG

AAAGCGAAAGATGAA

A/G GAAGCAGCAAATCCGGTGTCGGACATGAAGTTCTATGTGAG

ATGAAGAAGTTTGTTGTAAAATCATCAAAAGATCAAAAACAC

CTCCTAATGTGGCATAG

Ca_LG_2:17629794 AGCGAAAGATGAAGAAGCAGCAAATCCGGTGTCGGACATGAA

GTTCTATGTGAGATGAAGAAGTTTGTTGTAAAATCATCAAAAG

ATCAAAAACACCTCC

C/T TAATGTGGCATAGAGGGTTCTGCAGTGGTCAGCACAAGAAG

CTGCTTGCTGGAGTGGTGCTGCGTATGTTTCTGGTGGTGGC

GCATGGATCCCATGCACA

Ca_LG_2:19565764 TGGCTAGTGGAAGGAATGACGCTGCAATTGTTGAGGCTCTAG

AGTCCATGACGAGAGTTAGAGTACAAGCTCTCATGGCTTTGG

CTGAATCACAAGCTAT

T/C TGCGCAAGCTGCTACTCAAGTTGCACAAGTTGCTGCTCAAG

CTACTACTTACGCTGGTGGTCAAGCAAATGTGCAAATAAATG

AGTTCATGGTGATGGAT

Ca_LG_2:19686028 TTTTTGCGGCGAAAGCAGTCACAAAATCCAACGGTAACTAAA

GCCTTTGTGGCAGTTTTTGTGGTCAGAAAACAAGGAATTTGTG

GTGGCCTAAGGAGCC

C/T AGAACTAGCAACGGTCCATTGGGCATTTGTGGTGGCCTTTG

CAGCCCCAACGGGTAACGGTCCACTGATTTTGTGGCGGTAT

TTACCCTCATAAATTGGT

Ca_LG_2:20527624 TGATCGGTTCCCCAAGGAAGAAACGACATGACTGAGGCAATC

CAAGCCATGAATGCAATAGCCGCAGCAATGGCCCAACAAGCT

GCGATCCAGGCTCAAT

T/C GAGATGCACAGAGGGATCAGAGGGATGAAGCAGCCAGTGC

AGCAAGAGCATTGAATGAATTTTGTCGACAAGATTCGCCTAA

ATTCAAAGGGGAACATGA

Ca_LG_2:21042303 TGGAAAATCCTACAATCAATTAGCAGAGGAAACAGGACTCAC

AAACGTCTATGTTGCTCAGCTTCTAAGAAGACAAGCTCAGCTC

AAACCTGACACTGTG

G/T CCTAAACTCCGGGCAGCACTGCCCAACCTGCCCGAACAACT

TATCCATGAGATGATGAAACCGCCTTTGAGGTCTTATGACCC

TAATCTCATCCAAGACC
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Ca_LG_2:21042312 CTACAATCAATTAGCAGAGGAAACAGGACTCACAAACGTCTAT

GTTGCTCAGCTTCTAAGAAGACAAGCTCAGCTCAAACCTGAC

ACTGTGCCTAAACTC

C/T CGGGCAGCACTGCCCAACCTGCCCGAACAACTTATCCATGA

GATGATGAAACCGCCTTTGAGGTCTTATGACCCTAATCTCAT

CCAAGACCCCACTATTT

Ca_LG_2:21224300 AGAGAATAAACTCTCAATTTTTTACTCAATCAAATTGTAATTTT

ATTCAATCACAATTCATATACAAGTAGCATGCCATAACTTTTTG

TCTTCCTAAACA

A/G TAAGACTTAAAACGCCAATTGAATGTCTAATTGATCACTTTAA

TGGCTACACTTCAATTGGAAATTAACTAGTGCCATAAAGTGT

AAGTTACATTTCTCC

Ca_LG_2:21224326 CAATCAAATTGTAATTTTATTCAATCACAATTCATATACAAGTA

GCATGCCATAACTTTTTGTCTTCCTAAACATAAGACTTAAAAC

GCCAATTGAATGT

T/C CTAATTGATCACTTTAATGGCTACACTTCAATTGGAAATTAAC

TAGTGCCATAAAGTGTAAGTTACATTTCTCCAACAATCATATC

TTGCGTAAAATAAA

Ca_LG_2:21224364 CAAGTAGCATGCCATAACTTTTTGTCTTCCTAAACATAAGACTT

AAAACGCCAATTGAATGTCTAATTGATCACTTTAATGGCTACA

CTTCAATTGGAAA

A/G TTAACTAGTGCCATAAAGTGTAAGTTACATTTCTCCAACAATC

ATATCTTGCGTAAAATAAACATACAACGGCTAGTATTATACCT

TTCATCTAAAAAAC

Ca_LG_2:21224392 CCTAAACATAAGACTTAAAACGCCAATTGAATGTCTAATTGAT

CACTTTAATGGCTACACTTCAATTGGAAATTAACTAGTGCCAT

AAAGTGTAAGTTAC

C/G ATTTCTCCAACAATCATATCTTGCGTAAAATAAACATACAACG

GCTAGTATTATACCTTTCATCTAAAAAACTTAAAATGCTACTA

ATGAATAAAAAAAG

Ca_LG_2:21224394 TAAACATAAGACTTAAAACGCCAATTGAATGTCTAATTGATCA

CTTTAATGGCTACACTTCAATTGGAAATTAACTAGTGCCATAA

AGTGTAAGTTACAT

T/C TTCTCCAACAATCATATCTTGCGTAAAATAAACATACAACGG

CTAGTATTATACCTTTCATCTAAAAAACTTAAAATGCTACTAA

TGAATAAAAAAAGGA

Ca_LG_2:21663534 ATGACATCTTAAGGCCTAGATGTTCTTGTATTGCAGCCACATC

CTGAGCGACGGAATCAAGCGATGCCTGGAGAGTCTTGAGAG

ATGCTTCTACTCTTGT

T/C ATTATGAGCAGCTTGAATCTCCATGAATTCCAGCAGCTTTGT

CAAGACCACAGAATGTGCTTCGACTGGCTCAGCTTGCTCTG

CAGTTGGCTGCGCTTGT

Ca_LG_2:22428916 GGAATCCAGTTGAGTAGTCAAAAACTGAGGTTTCAAAGTTCAT

TCCAAATATTCCTGCCACGGTGGCAAATACTGCAGCTACCAAT

GTAGCTGCTGTAAA

A/G AAGCAACTCAAACTGTATCAGGCGGTTTTGAATATTTCCCTG

TAATAGATAGTGTGTCAAGTGATGGTCCCTGATTTATATAGT

TTAGAATATATCAAAC

Ca_LG_2:22661498 CAATAGTTGTTTCGGAAAACTTGCTGGAAAACTTTTCCAGCAG

CGACAGTAGATGGAAAGCAGCAGGAGACGGCGGATCTTGAA

GGTAGTAGGTGTAACT

T/C GTAGCCCGAAACTAGAATACGAGGGCAGATTTGAAATCGCG

AGGTTGAGGCGTGATTGACTGACCAAGCAGCAACTGAGAGG

CGTCAAAATGCGCCAAAA

Ca_LG_2:22661503 GTTGTTTCGGAAAACTTGCTGGAAAACTTTTCCAGCAGCGACA

GTAGATGGAAAGCAGCAGGAGACGGCGGATCTTGAAGGTAG

TAGGTGTAACTGTAGC

C/G CCGAAACTAGAATACGAGGGCAGATTTGAAATCGCGAGGTT

GAGGCGTGATTGACTGACCAAGCAGCAACTGAGAGGCGTC

AAAATGCGCCAAAATGTTG

Ca_LG_2:22661547 TAGATGGAAAGCAGCAGGAGACGGCGGATCTTGAAGGTAGT

AGGTGTAACTGTAGCCCGAAACTAGAATACGAGGGCAGATTT

GAAATCGCGAGGTTGAG

G/A GCGTGATTGACTGACCAAGCAGCAACTGAGAGGCGTCAAAA

TGCGCCAAAATGTTGGAAAACAGAAACTATAATTATATTCCC

TAATTGTTGGGCTCTGA

Ca_LG_2:23435161 CGCTTCCTCTAGAACTTTTTTATCCTTGTTCAGAAAAATATTGA

AAGCCATAACTTTCTCTTCTTTCCTTGATCCCACGAAGAGATG

ACTTAATGTCTTA

A/G AATTTTAGACGCTATTTGATGGGAAGTGATCACATTTGAGAT

GAACTGACCAATCTTATGGTGTAATCACAACAATTATTTTTGT

AGATACATTGCATTT
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Ca_LG_2:23522965 CAAATCCAAATCTCCAATAACATTAGCAATTAACATTGTTCAAA

CTCATGGGGTATAGTTTTAGTATCCATCGTTTTTCCCTTTTTGA

AGGTTTGATTCC

C/T TCTTTATAGTTGTTACAATAAAATGAGAAAACTAGTATGCATC

ATTTTCCTTTGTTTTAGTGTCGACATCATTATTAGCTAGATCT

GCTGCCGTGTTTCG

Ca_LG_2:25186109 CTTTCTTGCATTTATAGTTTTGAACTTTGACAGGTAAGTCAAAC

AAAAGCTGATAAAATTACAATAGCACTCACATTGTACCACCTG

CAGCAGGACCAAT

T/C AGCTTTGAAAAAAGACATAGCTGTCATAGAAATTCCATTAGC

TGCCCCTCTTTGGTGTTGTTCCTGTTTTCCAAATCAACATGT

CATATACATATGTCAC

Ca_LG_2:25186117 CATTTATAGTTTTGAACTTTGACAGGTAAGTCAAACAAAAGCT

GATAAAATTACAATAGCACTCACATTGTACCACCTGCAGCAGG

ACCAATAGCTTTGA

A/C AAAAAGACATAGCTGTCATAGAAATTCCATTAGCTGCCCCTC

TTTGGTGTTGTTCCTGTTTTCCAAATCAACATGTCATATACAT

ATGTCACAATTCCAA

Ca_LG_2:25204180 AGTGTAGTCGGGAGTTAGTTTTGGAATTATTCAAAGTGGTGTT

AACATTCTTCTTGATGATGATTTTATAGGAAAACCATGCCGCC

AAGAAGGAATGACG

G/C CTCCAAGAGTCAGTGTCAATAGGGACGATCAAATGGCGGAT

GCTATGAATAACATGGCTGCTTCTTTTGCTGCCCAAACTATT

GCAAAGACTCGACGGGA

Ca_LG_2:25204221 TTAACATTCTTCTTGATGATGATTTTATAGGAAAACCATGCCG

CCAAGAAGGAATGACGCTCCAAGAGTCAGTGTCAATAGGGAC

GATCAAATGGCGGAT

T/A GCTATGAATAACATGGCTGCTTCTTTTGCTGCCCAAACTATT

GCAAAGACTCGACGGGATCTAGAAAAGAGGGAAAGAGAGAT

CCGTGCTGCTGAGTCAA

Ca_LG_2:25204235 GATGATGATTTTATAGGAAAACCATGCCGCCAAGAAGGAATG

ACGCTCCAAGAGTCAGTGTCAATAGGGACGATCAAATGGCGG

ATGCTATGAATAACAT

T/C GGCTGCTTCTTTTGCTGCCCAAACTATTGCAAAGACTCGACG

GGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGCTGAGT

CAAGATGATTAGAAGAT

Ca_LG_2:25204246 TATAGGAAAACCATGCCGCCAAGAAGGAATGACGCTCCAAGA

GTCAGTGTCAATAGGGACGATCAAATGGCGGATGCTATGAAT

AACATGGCTGCTTCTT

T/G TTGCTGCCCAAACTATTGCAAAGACTCGACGGGATCTAGAA

AAGAGGGAAAGAGAGATCCGTGCTGCTGAGTCAAGATGATT

AGAAGATTTTCGTTGTTA

Ca_LG_2:25204269 AAGGAATGACGCTCCAAGAGTCAGTGTCAATAGGGACGATCA

AATGGCGGATGCTATGAATAACATGGCTGCTTCTTTTGCTGCC

CAAACTATTGCAAAG

G/C ACTCGACGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGC

TGCTGAGTCAAGATGATTAGAAGATTTTCGTTGTTACAATCC

TCCCAAATTTAAGGGTG

Ca_LG_2:25204274 ATGACGCTCCAAGAGTCAGTGTCAATAGGGACGATCAAATGG

CGGATGCTATGAATAACATGGCTGCTTCTTTTGCTGCCCAAAC

TATTGCAAAGACTCG

G/A ACGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGCTG

AGTCAAGATGATTAGAAGATTTTCGTTGTTACAATCCTCCCA

AATTTAAGGGTGATGAA

Ca_LG_2:25261328 TTAGCTTAGGATTTTAATTAAGGGTTTTATTTATTCTCCCTTCC

TTATTGTAATATTGTTGTTGCAATGAAATTTATGTATATGAAAT

AATTGTGATTTT

T/C TTTTGGGTCAATGTGAATTGTTCGATTGTAAATAAGTTATTTC

TGTCGAAGCCATTTTAATGATGCAACAAAAATTCAAATCTTCA

TTTTTGAAACATAA

Ca_LG_2:25261347 AAGGGTTTTATTTATTCTCCCTTCCTTATTGTAATATTGTTGTT

GCAATGAAATTTATGTATATGAAATAATTGTGATTTTTTTTGGG

TCAATGTGAATT

T/G GTTCGATTGTAAATAAGTTATTTCTGTCGAAGCCATTTTAATG

ATGCAACAAAAATTCAAATCTTCATTTTTGAAACATAATTTTA

CAATAAAATATTTT

Ca_LG_2:25261360 ATTCTCCCTTCCTTATTGTAATATTGTTGTTGCAATGAAATTTA

TGTATATGAAATAATTGTGATTTTTTTTGGGTCAATGTGAATTG

TTCGATTGTAAA

A/G TAAGTTATTTCTGTCGAAGCCATTTTAATGATGCAACAAAAAT

TCAAATCTTCATTTTTGAAACATAATTTTACAATAAAATATTTT

ACTTTGATTTAAA
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Ca_LG_2:25419006 ATTTTATTGGTTTTCCGGAACAAGTACAAAGGAAAAATTATGA

AAGCAATGTTATCGTTGATATAATTCAAATATTCTTGCTGCATT

CGATGATGCAATA

A/T GTAGATGGGGTTGATATATTATCAGTCTCAATGGCATCAGAG

TCACCGCCTCCCATTTTAGAGATGGAATTTCCATTGGAGCAT

TACATGCTATGCAACG

Ca_LG_2:25419008 TTTATTGGTTTTCCGGAACAAGTACAAAGGAAAAATTATGAAA

GCAATGTTATCGTTGATATAATTCAAATATTCTTGCTGCATTCG

ATGATGCAATAGT

T/C AGATGGGGTTGATATATTATCAGTCTCAATGGCATCAGAGTC

ACCGCCTCCCATTTTAGAGATGGAATTTCCATTGGAGCATTA

CATGCTATGCAACGTG

Ca_LG_2:26761243 TATTCTTTTCATTACCAAAACCAAGTTGTTTATCATGGAAACTG

TGTTGAAGATGTTCATGAAGTTTGTTATGTTATTTGTTGTTGTT

GCAGCTGCTATA

A/G GTTGGTAACGTACAAGGTCTCCCACCTTGTTGCCCAGCAGA

TAAATCATTAGAATGTCAACCAATTCACTGTCCTAAGCTCCC

ATGTTGCATCCCTCCAA

Ca_LG_2:26761252 CATTACCAAAACCAAGTTGTTTATCATGGAAACTGTGTTGAAG

ATGTTCATGAAGTTTGTTATGTTATTTGTTGTTGTTGCAGCTGC

TATAGTTGGTAAC

C/T GTACAAGGTCTCCCACCTTGTTGCCCAGCAGATAAATCATTA

GAATGTCAACCAATTCACTGTCCTAAGCTCCCATGTTGCATC

CCTCCAACCAGTGACG

Ca_LG_2:26761268 TTGTTTATCATGGAAACTGTGTTGAAGATGTTCATGAAGTTTG

TTATGTTATTTGTTGTTGTTGCAGCTGCTATAGTTGGTAACGTA

CAAGGTCTCCCAC

C/T CTTGTTGCCCAGCAGATAAATCATTAGAATGTCAACCAATTC

ACTGTCCTAAGCTCCCATGTTGCATCCCTCCAACCAGTGAC

GTGAATCAGTAAAATTC

Ca_LG_2:26839927 ATTATAGAAGATCCATGAGAGTTTGCAGCAATGTCCTTAAGGC

CTTGCATGTGTCTTAGTTGCCTTGGACTCACGTCGTCAGAGA

CATTGTGTCTGGCCG

G/A CAGCTACATTACAATCTTCAGCTGACAAATTTGGAGGAGTTG

AGCAATTAATATATTGCTTTTGTATGCAAAAAGAAGCTGCTTC

CCCAAAAACTGCAGT

Ca_LG_2:26873511 TATAATATAATGTGGCCATAAAATTTATTTTCTTTATAAAATTTC

ATCAGGAATACTTGCAGAATTTCCTATGAATCTAATAAACACA

AACTTTGCTGCC

C/G GAGTTTATCTTCGGAAAATTTCCGCATATAGTTCTTGGAAAA

AGCTAGTGTTTGCTGCGGATATACTGTCGTATGTGAATCCAA

AGAAAACAAAAAAAAT

Ca_LG_2:28581416 TGTGGTATTATGGAGCTGCTTGTTATGATCCAAAATAGCACAT

GAAGCATTACACTTAATAAAAGAAAATCATTTGAGGAAATGGG

ACAGGTGGTTTTAG

G/A ATTCAATTATTCCAGGAGTCTATCAATAATTGTGCAGCTTTTG

ACCAAGTTATCATTCTGAAATCTCCTCCCTCTGTACCTTACTC

TTGCTCTCTCTGTT

Ca_LG_2:29298268 TTCAATTTTTGGGCTAACACGTGCATAGATTTTAAACCCTCCT

ATGTTTGTGTCAATTCTGCAGGGATAAGCTAGCAGAATTGATA

GCCAAACAATCTGA

A/C ATCTCATGATATAGCTGCAGCTGTGGAAAGCAACAAAATTCA

ATGAATCTTTGAAATAGTTAGTAAATAAGCTTATAAGAACTGT

AAATTTAAGAATAGC

Ca_LG_2:29951000 GTTTTAATAAGGACTTTGGCCTACTCCATTTTAAGTATTTTAAT

TTGCTACTTTTAGCACCTAGGTAATTGCTAGCTGCACCCCCCA

CCACAAATTAATG

G/A ACCAGCATCGCAGTCTTTTTCCTGAGGCAATCTTCTTCCACT

CTAAACGATGCCGCCATTGAAATTCTCACACATCTCTCTCCT

CTTCATTTCGATGAAC

Ca_LG_2:29951011 GACTTTGGCCTACTCCATTTTAAGTATTTTAATTTGCTACTTTT

AGCACCTAGGTAATTGCTAGCTGCACCCCCCACCACAAATTA

ATGACCAGCATCGC

C/T AGTCTTTTTCCTGAGGCAATCTTCTTCCACTCTAAACGATGC

CGCCATTGAAATTCTCACACATCTCTCTCCTCTTCATTTCGAT

GAACTATTTAAAGGA

Ca_LG_2:30430402 ACATCATCACTAACCTTAGTTCCAACCTCAAAATTACCAATAC

CCTTTTCGAATTGCGAATCCTCGTCAGTCGCAGCACCACCAT

CCTCGCCGGCGGTGG

G/A AAAAGGGTCTTGTGGGGAGGGTTCTATCACCGGAAAGGTTT

AAACTTTGTGAGAAACTAGTGATACAACGAGGGTTCAACAAA

TGGGTCGAAAAGGGACG
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Ca_LG_2:30430828 GTTTTTTAGTTGAAATTTGAAAATTTTGAAGAATGGAATTGAAG

AAGAAAAAGATGGGGTTTAGGTGAATTGAAAATTTATTGGTGA

AGGAGAGTGAAGG

G/A GAGGGAAAAAAGTTTGGTTAGGGTTAAAGTGTCAACAAGGG

TTGGTTGATTATGACATGTGCCGCCATTGCAAAGTCATTGTT

TTTTTGTGCATTTTTTG

Ca_LG_2:30430860 ATGGAATTGAAGAAGAAAAAGATGGGGTTTAGGTGAATTGAA

AATTTATTGGTGAAGGAGAGTGAAGGGAGGGAAAAAAGTTTG

GTTAGGGTTAAAGTGT

T/C CAACAAGGGTTGGTTGATTATGACATGTGCCGCCATTGCAA

AGTCATTGTTTTTTTGTGCATTTTTTGGTGTGGGAGGTGCTA

ACTACACCCTTTATTTT

Ca_LG_2:30430867 TGAAGAAGAAAAAGATGGGGTTTAGGTGAATTGAAAATTTATT

GGTGAAGGAGAGTGAAGGGAGGGAAAAAAGTTTGGTTAGGG

TTAAAGTGTCAACAAG

G/T GGTTGGTTGATTATGACATGTGCCGCCATTGCAAAGTCATTG

TTTTTTTGTGCATTTTTTGGTGTGGGAGGTGCTAACTACACC

CTTTATTTTGATATGC

Ca_LG_2:30430879 AGATGGGGTTTAGGTGAATTGAAAATTTATTGGTGAAGGAGA

GTGAAGGGAGGGAAAAAAGTTTGGTTAGGGTTAAAGTGTCAA

CAAGGGTTGGTTGATT

T/A ATGACATGTGCCGCCATTGCAAAGTCATTGTTTTTTTGTGCA

TTTTTTGGTGTGGGAGGTGCTAACTACACCCTTTATTTTGAT

ATGCACACCGCTACTT

Ca_LG_2:30603825 AAACAATACACTAAAAAAATAATAATTTATCCTTTCTCAAAATA

TAATCATAGTTTTAAAATTGCGGCCACAATATATAATTTATGCA

ATATCTACGACG

G/C GCAATTGTAGCTGCATTATTCTCATTTTGTAAATGTTCTGCAG

CGTAGCTGCAACTACAATTTAAAATTATTGATAGATGAAATG

GTAGAATTTACGAAT

Ca_LG_2:30603876 AGTTTTAAAATTGCGGCCACAATATATAATTTATGCAATATCTA

CGACGGCAATTGTAGCTGCATTATTCTCATTTTGTAAATGTTC

TGCAGCGTAGCTG

G/A CAACTACAATTTAAAATTATTGATAGATGAAATGGTAGAATTT

ACGAATTGAAATTCTCACCTGTGCCTTGTGATGATGTTGATG

ATGAAGCAGGCATAG

Ca_LG_2:31287895 ACAAACGCGCGGCCGCCTCTGCTCCTCTGCTCGCTGCGGGC

CTGTGGCCGCCTCTGTCTGACTGCCTCCATGGCCGTTCATCG

CTCTCGCCTCTCTGTTT

T/C GCCGCAGATCGCGTTGCTGCTTTGTTCAAAAGGTTCGGATTT

TTATTTTGTTAGTGCTGATTTTTCTTAGTTAGTGCTGATTTTT

GTTAGTTTTGATTTT

Ca_LG_2:31336725 TAGCCTAATGGTATGTCTTTTCTATTCTTGTATTTTGGTTAAAA

ATGGCTCAAGCACAAGATTTTATGTGATGGGCATATATGCAGC

ACATAATGATTTA

A/C ACTAAATAACAGGTAGAGAAAACCAAAAGAAAGGTGGAGTA

ACACCTTTTTAGCCCGCTCAAACCTGACTTCTATCAATAATTT

TTTTATGAATTTAATC

Ca_LG_2:31336739 GTCTTTTCTATTCTTGTATTTTGGTTAAAAATGGCTCAAGCACA

AGATTTTATGTGATGGGCATATATGCAGCACATAATGATTTAA

CTAAATAACAGGT

T/C AGAGAAAACCAAAAGAAAGGTGGAGTAACACCTTTTTAGCC

CGCTCAAACCTGACTTCTATCAATAATTTTTTTATGAATTTAA

TCGTCCATTAACCTTC

Ca_LG_2:31336780 ACAAGATTTTATGTGATGGGCATATATGCAGCACATAATGATT

TAACTAAATAACAGGTAGAGAAAACCAAAAGAAAGGTGGAGT

AACACCTTTTTAGCC

C/T CGCTCAAACCTGACTTCTATCAATAATTTTTTTATGAATTTAA

TCGTCCATTAACCTTCATCTCTAGTTCTTAATATTACTGCTGC

CAGGCGTTGGTGTT

Ca_LG_2:31336781 CAAGATTTTATGTGATGGGCATATATGCAGCACATAATGATTT

AACTAAATAACAGGTAGAGAAAACCAAAAGAAAGGTGGAGTA

ACACCTTTTTAGCCC

C/T GCTCAAACCTGACTTCTATCAATAATTTTTTTATGAATTTAAT

CGTCCATTAACCTTCATCTCTAGTTCTTAATATTACTGCTGCC

AGGCGTTGGTGTTT

Ca_LG_2:31821808 AATTGACATGACATCGATGAGTCCGTTGGCTCTTAGTTCCTCA

TCTTTGCCTATGTCAACTGTTTCAACACCTCCCATGTCTCCCT

TGGCAGCTTCATCG

G/A TCTCCCAAGAGTGGAAACTTGTGGCAGAACAAACTAAACTTC

ACTCCACCATCATTGCAGCTCTCAGGTAGCCGCTTGAAGAG

TGCTTTGAGTGCCAGGG
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Ca_LG_2:32056193 CCCAATAATACCATCTTGTAATAGCAAGATACCTCGTGTGCAG

TGTAAATCTCAGTGTTAAAACCAATCTCTTCCCCATGTCCATTA

GTACCAAAGCCCC

C/T TAGGTTTTCCAAAATAGATACCTGAATAACAAACAAAGCAGC

AGCAAGACTGAGTTAGGTGAACTAGCTTCCAATATTATCAAT

CAAATGAAATGAATGA

Ca_LG_2:32056215 AGCAAGATACCTCGTGTGCAGTGTAAATCTCAGTGTTAAAACC

AATCTCTTCCCCATGTCCATTAGTACCAAAGCCCCTAGGTTTT

CCAAAATAGATACC

C/A TGAATAACAAACAAAGCAGCAGCAAGACTGAGTTAGGTGAA

CTAGCTTCCAATATTATCAATCAAATGAAATGAATGAAGAGTT

AATATTCAAAATTTTA

Ca_LG_2:32808956 AAACAGGGAGAGATAGAGAGAGAAAAAAGTACCTGTGCAGAA

GACCCGAAAGCGTTTCTTATTATGTGCAGCCAGTTTAAGAACT

TCAAAGACAACTCTA

A/G GAAAAACCATGAACCAAAATGGTACAGCCATCAAATATAAAA

TCTTGACTAAGCATTGCAATAATCTTGCGAGCCTGCAAAAAA

TATAGGAATAATCAAT

Ca_LG_2:32863801 AAGGCGAAGGGAAATGAGCCGAGAAGTCAATGCACCAGATC

CCGGTCCTTTAGCCACCTAAGAAAATGGAGTTGAAGGAAAGC

AGAATCATACCGAACAA

A/G CCAAAGCCATTAAATTCTGTTTGCTTTGACAGCAGCTTAACC

AAAAGGGGAGGTCTCGCTCTTTTTGCTCTTCTATAGGATAGG

ATCTTGGGGGAGACTT

Ca_LG_2:32863813 AATGAGCCGAGAAGTCAATGCACCAGATCCCGGTCCTTTAGC

CACCTAAGAAAATGGAGTTGAAGGAAAGCAGAATCATACCGA

ACAACCAAAGCCATTA

A/C AATTCTGTTTGCTTTGACAGCAGCTTAACCAAAAGGGGAGGT

CTCGCTCTTTTTGCTCTTCTATAGGATAGGATCTTGGGGGAG

ACTTTCTAATGGCTTT

Ca_LG_2:32863861 AGAAAATGGAGTTGAAGGAAAGCAGAATCATACCGAACAACC

AAAGCCATTAAATTCTGTTTGCTTTGACAGCAGCTTAACCAAA

AGGGGAGGTCTCGCT

T/C CTTTTTGCTCTTCTATAGGATAGGATCTTGGGGGAGACTTTC

TAATGGCTTTGATAGTTTAGAGTTGGACTTAGACTTTCCGAA

TCTTCTTTGGAAGATA

Ca_LG_2:33232664 CTTGATGCATTTAGGACTGCTGCTATATACTTGTTATTAGGAC

TGCTTCTATTTGGTCTGCTTGTTATTTGGACTGCTGCTATATTT

TGGACTGCTATAT

T/C TTTGGACAACTGCTATATTTACTTGTTAGGACTGCTGCTATAT

ACTTGATGCATTTAGGACTGCTGCTATATACTTGTTATTTAGG

ACTACTATATACTT

Ca_LG_2:33232754 ACTGCTATATTTTGGACAACTGCTATATTTACTTGTTAGGACTG

CTGCTATATACTTGATGCATTTAGGACTGCTGCTATATACTTG

TTATTTAGGACTA

A/G CTATATACTTTATATTTAGGACTACTGCTATATTTACTTGTTA

GGACTGCTACTATATACTTGATGCATTTAGGACTGCTGCTAT

ATACTTGTTATTTGG

Ca_LG_3:23775 TTCTATACAATGTGGTACTTTAGTATTTATAGAGTTGAAAAATA

CTCAAAATGTGAGATCTTTTCAATGTGGGACTTCAATGCGCTA

CTTCACTTCCTCC

C/T GAAATCACCTTCTCAAGGTATCTATCTCTTCCGATCTGATCT

GTTTTCTCTCTCTCTCTAGTATTATGCACTTGTAATGTAGTTA

GGTTACTCAATGTTA

Ca_LG_3:493207 GCTCTTGAAATCGTTCCTTTCGTTCTTGGTCCTTGCTTGTTTC

GTGATTACGTTGCGAACTCTCAATCATAGTTGCATGCGGTTGC

TTGTTCGACTCTTG

G/T GTTTCATCTTCGCGATTCGTTATTGTCTTTTACAATTTTTCGG

TGTTGAGATTGTGCTTCTGGGTTGTTTCTCGCTGCTGCTCGA

TCGTGATTCAGGATT

Ca_LG_3:831538 AAATGCTAAACCAAATCTAAAAAATAAAAATAAAAAAATCTAGC

AGCAAAAAAAGAGTAAAAGAGAGATCCACTAACACTGACGGT

TACGTTACGGCCTC

C/T CAAAAATCTAGCAGATTGGGCAAAATGGAAATAAAAGTTAGT

GTTGGAATTCAATAAAATTTCAAGCAGCAAATAATATATAAGT

AACTAGGATGAAACA

Ca_LG_3:870976 GTACAGAAAAACTGATATTTGGGCTTGTGTTTGTTAGGTAAAT

GAGTTTGTCGATAAGTCGTCGGTAGATGGATTGATCTTGATAG

GAGTACCATTGGCG

G/A TTGCTGAGTTTAGTGTCTTTCATCATTGGAGTATTGGCAAGT

TTGACAGCAAGCAAACCGGTGTCAGATAATAAATCTAGAGTG

TATTTTGTTTGACATA
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Ca_LG_3:2643898 TGCAGAAGAGACAGCTACGTGAGACTGTGCGCTATATGGAGC

TGATGTTGTAATTAATATAAAAGGTTAATGGGTCGGTGTCACA

GGTCATGACTGCAGC

C/T GGTGGAGCCAGCTTTGGATACAGAGGATAAGGCTAGCTGCT

GATTTTGGTTCTGAGTTAGCAATGAATCCGTACCTGGTGCTG

TGTTTTCTGTCGTGTGT

Ca_LG_3:2643914 ACGTGAGACTGTGCGCTATATGGAGCTGATGTTGTAATTAATA

TAAAAGGTTAATGGGTCGGTGTCACAGGTCATGACTGCAGCG

GTGGAGCCAGCTTTG

G/A GATACAGAGGATAAGGCTAGCTGCTGATTTTGGTTCTGAGTT

AGCAATGAATCCGTACCTGGTGCTGTGTTTTCTGTCGTGTGT

TGCTCAGGTGGTTAGG

Ca_LG_3:2722825 TAACCCGGAGGACTTTTGGGGGAGACACATAAACTTGTTAGA

GGTGTTAGTCCGAAATCTGATATGCTGCCTTGAAGATCTATTG

AGAGAAGCACATTGG

G/A ATGATTTTATATTGCCATGGACAAGTTTCCTTCCATTGGCTG

AGTGGATATGAGCAATGCCCTTAGCAGCTCCTGCCATGATC

TTCAATCTGGAATCCCA

Ca_LG_3:2722826 AACCCGGAGGACTTTTGGGGGAGACACATAAACTTGTTAGAG

GTGTTAGTCCGAAATCTGATATGCTGCCTTGAAGATCTATTGA

GAGAAGCACATTGGA

A/T TGATTTTATATTGCCATGGACAAGTTTCCTTCCATTGGCTGA

GTGGATATGAGCAATGCCCTTAGCAGCTCCTGCCATGATCTT

CAATCTGGAATCCCAA

Ca_LG_3:2793667 TGCAGCTGTGGCTAGCTGCATATTTGGAGCCACTGATAGCTG

GCATGGTTCTCTTGCAGCAGCTGCCATAATTGGATTTATGGGT

CCGATATCAGCAATC

C/T GGAGCTATTCTCAGTGGTATTGATTATAGTGGTCTTGATCAC

ATAATGGTTCTTGCCTGTGGTGGATTAATTCCTAGCTTCGGA

AGTGTAGTTAAGAGAT

Ca_LG_3:3253166 CCAAAGCAACTGGATAATCAAAAAGCATAATCACTAAACAGAA

AACATAATCATAAAAACATAATCATTCTCCCCCTGAATTTGGC

AGCAGCAAAAAGAA

A/C ATAATAACAGATTTAATCTGAGGAGGCTGGGTCATCTGATGA

GGATGAAGGAGATGGAACATCAGAGTTTGGCTGGGCTGGTA

GCTCCGGAGGATGATCT

Ca_LG_3:3375551 CCCTTCCCATCCTACGGTTGAGAAATGATTTTGTGTTGCTTCG

ACGCTTTTAAGAGACATAGCTTTGGAAAAAACGTATTAGTAGC

TTATATGCCGTGGA

A/G AAGGTTACAATTCTGAAGATGCTGTACTTAGTGAGCGTTTGG

CCTATAAAGATATTTATACTTTTTTCACATAACGAAATATGAA

TTACTAATAAAATTC

Ca_LG_3:4133484 GAACACAAAATGAAGGATAGTAGTAGGTTTTGGTACAAAAGAT

GCTTTAGTGATATTTGATGGTCTGAACAAGGAACTCTGTGTGG

GGATCCATCTTGTA

A/T GTTATTCGCATTGTTCACCTTGGTTGAAATCTTGTTGGTTGTT

ATGCACTTTATATTTTAAGCAAGAAGCTTCATCCTTGATGATG

GCCTATGGTGGTGA

Ca_LG_3:4133517 TACAAAAGATGCTTTAGTGATATTTGATGGTCTGAACAAGGAA

CTCTGTGTGGGGATCCATCTTGTAGTTATTCGCATTGTTCACC

TTGGTTGAAATCTT

T/G GTTGGTTGTTATGCACTTTATATTTTAAGCAAGAAGCTTCATC

CTTGATGATGGCCTATGGTGGTGATGAATTGGGAATGGTTTT

TCACCCTCCATTCAA

Ca_LG_3:4133519 CAAAAGATGCTTTAGTGATATTTGATGGTCTGAACAAGGAACT

CTGTGTGGGGATCCATCTTGTAGTTATTCGCATTGTTCACCTT

GGTTGAAATCTTGT

T/G TGGTTGTTATGCACTTTATATTTTAAGCAAGAAGCTTCATCCT

TGATGATGGCCTATGGTGGTGATGAATTGGGAATGGTTTTTC

ACCCTCCATTCAAAA

Ca_LG_3:4133528 CTTTAGTGATATTTGATGGTCTGAACAAGGAACTCTGTGTGGG

GATCCATCTTGTAGTTATTCGCATTGTTCACCTTGGTTGAAAT

CTTGTTGGTTGTTA

A/C TGCACTTTATATTTTAAGCAAGAAGCTTCATCCTTGATGATG

GCCTATGGTGGTGATGAATTGGGAATGGTTTTTCACCCTCCA

TTCAAAATGTTTTGTT

Ca_LG_3:4133532 AGTGATATTTGATGGTCTGAACAAGGAACTCTGTGTGGGGAT

CCATCTTGTAGTTATTCGCATTGTTCACCTTGGTTGAAATCTT

GTTGGTTGTTATGCA

A/G CTTTATATTTTAAGCAAGAAGCTTCATCCTTGATGATGGCCTA

TGGTGGTGATGAATTGGGAATGGTTTTTCACCCTCCATTCAA

AATGTTTTGTTTGTT
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Ca_LG_3:5318863 CGTGAAAGAGCTGAATTCAGAGAGAGAGGCAAAGAGAAAAGT

GAGAGAGGAAGAGCAAACCCTATTTTCGCATAAACAGAGCAG

CTGCACTAGATTCGCG

G/C ATTTCTCCTTTGTTCACCGTCGGATCGGGCTGAAATTTGAAC

AGCAGGTTCGTGACTCGTGGTACTTCATTCTGACCGTTTGGA

TCGTCGATCAGAGGTC

Ca_LG_3:5848239 GTGAGATCAATAAATCCAGCTCCCTTAAACTCTGCTGTCCCCA

TCAATGCGGAAGAAGCATCTTGTTCAACACAAGAAGCAGCTC

TGTCTGACCTAGACG

G/A ACTTAGATAAACAATTTGTTGAGAACATTTTTGGTCTAATGCA

GCAAGAGCAAACATTTTCTGGCCAGGAGAAATTGATGGAGT

GGATATTGACGATACA

Ca_LG_3:5963739 ACAGCAAAGGGGACACCAACGTCTCCACTTAAACTACCACTG

AATGGTACAAAGGAGGAAAAATTCACTCAGACAATTTTTTATA

AGCATCATTAAATCT

T/A TCTTGCACTGCAAGGTTATTATGTGCTTGGAACAGCTTCTTT

ACTCTCTGTAGCTGCCTCACCAGCACCATCGCTCTTGCCAG

CAGCATCTTGCTCACCA

Ca_LG_3:5963809 AGACAATTTTTTATAAGCATCATTAAATCTTCTTGCACTGCAAG

GTTATTATGTGCTTGGAACAGCTTCTTTACTCTCTGTAGCTGC

CTCACCAGCACCA

A/G TCGCTCTTGCCAGCAGCATCTTGCTCACCAGGCTTCGACAC

TTCTTGCTCTATACAATTGCCAAACATAACAATTAGCAGGCA

AATTTACCCGTTGATTA

Ca_LG_3:5963895 CCTCACCAGCACCATCGCTCTTGCCAGCAGCATCTTGCTCAC

CAGGCTTCGACACTTCTTGCTCTATACAATTGCCAAACATAAC

AATTAGCAGGCAAAT

T/A TTACCCGTTGATTAGGAATACTATTTTCCAAAAAAATACCAAA

ATCTTGATGATACTGTACAGCTGCAGCATGTCATTCTAAACC

ACATATTCATCACGG

Ca_LG_3:5963900 CCAGCACCATCGCTCTTGCCAGCAGCATCTTGCTCACCAGGC

TTCGACACTTCTTGCTCTATACAATTGCCAAACATAACAATTAG

CAGGCAAATTTACC

C/T CGTTGATTAGGAATACTATTTTCCAAAAAAATACCAAAATCTT

GATGATACTGTACAGCTGCAGCATGTCATTCTAAACCACATA

TTCATCACGGGCAAT

Ca_LG_3:6000021 AAAATAAACAAAAAAAAATTATGAACAATTGAATGAATTTTTAA

ACTTTTGAATGAATATATAGTGCATTACCAATACGTAGAGGCA

ATTCTAGCAGCTT

T/C TAGCTGTGAAAGAAACATAGCTGATGCTATAGAGTTGCTTGT

TAATTGGGATAGCTGCGATTTTCCATTTTTTTGATGTATTGAT

TCTTTCTAACTCTTG

Ca_LG_3:6000033 AAAAAATTATGAACAATTGAATGAATTTTTAAACTTTTGAATGA

ATATATAGTGCATTACCAATACGTAGAGGCAATTCTAGCAGCT

TTAGCTGTGAAAG

G/C AAACATAGCTGATGCTATAGAGTTGCTTGTTAATTGGGATAG

CTGCGATTTTCCATTTTTTTGATGTATTGATTCTTTCTAACTCT

TGACCAAACTGATC

Ca_LG_3:6434728 AGAGAGAGAGAGCTGAATTCAGAGAGTGAGGCAAAGAGAAA

AGTGAGAGAGGAAGAGCAAAACCCATTTTCGCATAAAACAGA

GCAGCTGCACTAGATTC

C/T GCAATTTCTCCTTCGTTCACCGTCGGATCGGGCTGAAATTTG

GACAGCAGGTTAGTGACTCATGGTACTTCAATCTGACCGGT

TGGGTCGTCGATCAGAG

Ca_LG_3:6454994 CAGATGCAACCAGATAACCCTAAGCCCTTCTTCTTGTCTGAAC

CCGGTGCCGCATTAGGTTAGGGAGCTGGGCTTTTTTCGCTCC

TCTCACATTCATTCA

A/G TTCGAGCTGCTTCGCTCCTCCGCATCCCAAAGCGCGCAGCC

GTCCTACGCGCGAGACACTAAGTAATCCAAGCCAACCCACA

TTACTGACTAACGGTGGA

Ca_LG_3:7068872 CACAATTTGAAAAGTTGTGGAGCTATCCAAGCCAGTAGATATT

TCATCCATTAATAGAACTTTTGCTGCTCCAACCAACATCTCTC

CTGTTGTAACTCTT

T/C TTCCTTTGTCCGCCCGAGATACCTCGCCGCATTCCATCCCC

CACAATAGTATCACTACATACATCCAACCCCAAGATCTGCAA

AATTTTATTTTATTGTA

Ca_LG_3:7068994 CTCGCCGCATTCCATCCCCCACAATAGTATCACTACATACATC

CAACCCCAAGATCTGCAAAATTTTATTTTATTGTAGCTAAATTT

TTCGTCAATAATT

T/C CAACTTTTTTTTGGCACTAAAGAACCTTATTCTCTAGTATTAC

CTTCAGCATATAATCTATTACCAGACTTTCCTCCTGGCCTCC

AGCTGCAGCTGCCTG



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_3:7069058 TTTATTTTATTGTAGCTAAATTTTTCGTCAATAATTCAACTTTTT

TTTGGCACTAAAGAACCTTATTCTCTAGTATTACCTTCAGCATA

TAATCTATTAC

C/T CAGACTTTCCTCCTGGCCTCCAGCTGCAGCTGCCTGGTATA

TCAAAAGTCAATGAGATGCACACATACGCCCTCCGGTCATTA

CAGTAAACGAAAATAAC

Ca_LG_3:7069070 TAGCTAAATTTTTCGTCAATAATTCAACTTTTTTTTGGCACTAA

AGAACCTTATTCTCTAGTATTACCTTCAGCATATAATCTATTAC

CAGACTTTCCTC

C/A CTGGCCTCCAGCTGCAGCTGCCTGGTATATCAAAAGTCAAT

GAGATGCACACATACGCCCTCCGGTCATTACAGTAAACGAA

AATAACTACTTTTTCTCA

Ca_LG_3:7371113 ACCTTTGGTGAAGAAATCTGCAATCTGATCAGTGCTGGAGAC

AAGGAGTAGCTTCATGGTTCCATTGTTGGCTTTCGCTATAACA

ATATGACAATCAATG

G/A TCAAGATGTTTGGTTCTCTCATGAAAAACTGGATTGGCTGCT

ATATGAAGGGTGCTTCCATTGTCACAATAAATAGTTGGTGTC

TTGATATAAGTAATCT

Ca_LG_3:7371116 TTTGGTGAAGAAATCTGCAATCTGATCAGTGCTGGAGACAAG

GAGTAGCTTCATGGTTCCATTGTTGGCTTTCGCTATAACAATA

TGACAATCAATGTCA

A/T AGATGTTTGGTTCTCTCATGAAAAACTGGATTGGCTGCTATA

TGAAGGGTGCTTCCATTGTCACAATAAATAGTTGGTGTCTTG

ATATAAGTAATCTTTA

Ca_LG_3:7371125 GAAATCTGCAATCTGATCAGTGCTGGAGACAAGGAGTAGCTT

CATGGTTCCATTGTTGGCTTTCGCTATAACAATATGACAATCA

ATGTCAAGATGTTTG

G/T GTTCTCTCATGAAAAACTGGATTGGCTGCTATATGAAGGGTG

CTTCCATTGTCACAATAAATAGTTGGTGTCTTGATATAAGTAA

TCTTTAAGTCCTCAA

Ca_LG_3:7819804 CATCATAGGAATTGCTGCAAAAGCTTCAACCAAACCAGACAAA

GCAAACTGTGGCACAAGCCACCAAATTCTTGTAGATGATTCAA

ATGTTCCATTTTTT

T/C GCAGCACCGCGGCGGTGAATCTCAAATAGTCCTGAAACAAC

CATGCAAACGATAGATAAAATGATTCCTATTAATAACCTATGT

TCAATTGACAACCTTT

Ca_LG_3:7871963 TCAAAAAAATTGGAGCACTTGGAAACAAGACAACCAAGTTTTC

ATTATACTCCCTTGCACTAACACTGTTTACTGAGAATTCTTATC

ATGAAGGTATCTC

C/A ATTAACTTCATTATATGCTAGAAAAACAAGCAAATTACAATTA

GAACTAAACAGTTTTGTTGAATAGCAGCACTATAGTGTAGCG

GAATTTAAACAAAAT

Ca_LG_3:7871979 ACTTGGAAACAAGACAACCAAGTTTTCATTATACTCCCTTGCA

CTAACACTGTTTACTGAGAATTCTTATCATGAAGGTATCTCATT

AACTTCATTATAT

T/A GCTAGAAAAACAAGCAAATTACAATTAGAACTAAACAGTTTT

GTTGAATAGCAGCACTATAGTGTAGCGGAATTTAAACAAAAT

GCTATTGTTCTGCGAT

Ca_LG_3:7901135 TCCACTCAAATGTTATTATTGCAAGCAGCCAGGCCACAAAGA

GGCTAGCTGCTGGAAGAAAGAGGCAGATGAACAAAAGGGTG

ATCAAAAATCCAATTTC

C/T GTGGAGCATGAGCAAAAATTGTTCTTAGCACAAAGTGCAGC

TAGCAATGATGCAGGAGGTGGCATGTGGTATGTTGACAGTG

GATGCTCCAACCATATGT

Ca_LG_3:8166303 TGTGGACTTGTCATATCCCAATCCACAAATAGTATCAGCTTAT

ATGCATATATAATATAATGTTTTGGTAAAAAAATGTATATAATG

CAAAAATTCAAGC

C/T TATGTAGCAAATGACAGAATGTTAGCCACCAAATCACTTTAG

TAGCTTTACCTATTTTATCATTTCCCCATACATTCTTTTTCATG

TGTTGACCTACATG

Ca_LG_3:8376496 GATGCATTACTTCTCAACCCTAGTTCCATCATCAATTCTACCA

GCCACACGGCTTGTCAAATACCCATTGATGCAGCCATATATTC

AGCTTCACAAGTGG

G/A ACAATACTACTACACTTAGTTTCCTTCAACACCATGAGATTG

GTGACTAATTCAGCATGAATTAATAGCCTGTGGTGCTCTTCC

TTTCATCTTTATCTCC

Ca_LG_3:8554819 TTTCTTGCATTGATTTGTGGCTCAGCAACCACTCCAATTGTCC

GATTTGCCGCGCCACCATTGCCGCCGCCGTTAAACGTTCCGA

TTCTAACAGAGAGGA

A/G TGATCTGCAGCAGGGTCACCGTGACGCCTCTTCTATGGTTT

GATTTTATTTTATTTTTTAATTTTTGTTATCATAAATGTGAGTT

TTTTTTTATTACTAT
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Ca_LG_3:8860616 TGTAACCCAGATGCTCCAGGTCAACTGATAATCTCAGTGTCCA

ATATCCTCTTTTTACATCACAAGTGTAAACATTTTGCAGCCACT

TAAGTAACTCAAC

C/T TGTGTCCCTGTACCTGAGAAACAGAAGTTGCTTTTTTTCACC

ATCTGTAGTACACAACATGATGAATAAATTGCAACCATAATA

CCATATCTACATTAAG

Ca_LG_3:8860619 AACCCAGATGCTCCAGGTCAACTGATAATCTCAGTGTCCAATA

TCCTCTTTTTACATCACAAGTGTAAACATTTTGCAGCCACTTAA

GTAACTCAACTGT

T/C GTCCCTGTACCTGAGAAACAGAAGTTGCTTTTTTTCACCATC

TGTAGTACACAACATGATGAATAAATTGCAACCATAATACCA

TATCTACATTAAGTAG

Ca_LG_3:8860693 TGCAGCCACTTAAGTAACTCAACTGTGTCCCTGTACCTGAGAA

ACAGAAGTTGCTTTTTTTCACCATCTGTAGTACACAACATGAT

GAATAAATTGCAAC

C/T CATAATACCATATCTACATTAAGTAGGTAGTTAATCCCAGAT

GGTGGTGCGTCGCAACCAACCTCAAAAAATGGGATAGCAGG

ATATCCTGGTTTGCCAC

Ca_LG_3:9101461 GAAATGACCTTCTGCATATCGATCTACATTTGAGGGAGCAGG

ACTTCCAGTTTTCTCTTTCTCCGCTTCTTGAGGTAGTCTCCGG

AAGAAATCCACAGTG

G/A AGATACGAAGATTCCATATCTACAAGCCGGAGAGTTGTCTTC

CTACCTTCTTCACGAAACCTTTCTAAAGCCTCATTAGCCGCT

GCAGCTAGTTCAGCTT

Ca_LG_3:9101482 ATCTACATTTGAGGGAGCAGGACTTCCAGTTTTCTCTTTCTCC

GCTTCTTGAGGTAGTCTCCGGAAGAAATCCACAGTGAGATAC

GAAGATTCCATATCT

T/C ACAAGCCGGAGAGTTGTCTTCCTACCTTCTTCACGAAACCTT

TCTAAAGCCTCATTAGCCGCTGCAGCTAGTTCAGCTTGAAAA

GTTGGGAATCGCTTCA

Ca_LG_3:9101491 TGAGGGAGCAGGACTTCCAGTTTTCTCTTTCTCCGCTTCTTGA

GGTAGTCTCCGGAAGAAATCCACAGTGAGATACGAAGATTCC

ATATCTACAAGCCGG

G/A AGAGTTGTCTTCCTACCTTCTTCACGAAACCTTTCTAAAGCC

TCATTAGCCGCTGCAGCTAGTTCAGCTTGAAAAGTTGGGAAT

CGCTTCAGTTCCTGCT

Ca_LG_3:9101493 AGGGAGCAGGACTTCCAGTTTTCTCTTTCTCCGCTTCTTGAGG

TAGTCTCCGGAAGAAATCCACAGTGAGATACGAAGATTCCAT

ATCTACAAGCCGGAG

G/T AGTTGTCTTCCTACCTTCTTCACGAAACCTTTCTAAAGCCTCA

TTAGCCGCTGCAGCTAGTTCAGCTTGAAAAGTTGGGAATCG

CTTCAGTTCCTGCTCA

Ca_LG_3:9461435 TTAAATTTTATGCATGAGGTTGTTGCGGTAGATGTACATACAT

TTTGGTCGCACATTGTAAATGCTTTTGTTCGATTTAGGATATTT

ATTTCCTACACAT

T/G ACTGTAGCAGCATTTAGATCAAACTTAACCAATTTTGTTCTCT

AAATTTAGTTGCTTTGACTTGTTATATTGGTTTAAATTTAATC

GATCTAATAGATTA

Ca_LG_3:9485023 AGTTCAGCAGAAAATGAGCAGTTTATGGCCATAATGGCCATTA

CTGCCAGACAGTAATAGGTGCAGCATCAAAAGGTGAAGAAAT

TATGGCCATAATGGT

T/G CATTACTACCAGGCAGTAATAGGTGCAGCATTAGAAGATGAA

CATATTATGACCATAATGGTCATTACTGTCAAGCAGTATTCCT

TGCTGACTTGAAGTA

Ca_LG_3:9723383 CAAATTCAGCAACAGCGTGTGAGGTCTTTGATGTTATAAATTT

GGTTGTTTTACTTAATGGATGCAAACTTGTTGATTTAGTTTTGG

GTGTTTAAAAAAT

T/C CAGTTTAGTATCTTGGAGTTATTACAGACAATTGGTTGTAAG

AACTTTGTTGTAGTTGGCTAATCTTTGCACTACTTGTCCATG

GACTAGTGGTATTAAT

Ca_LG_3:9723395 CAGCGTGTGAGGTCTTTGATGTTATAAATTTGGTTGTTTTACTT

AATGGATGCAAACTTGTTGATTTAGTTTTGGGTGTTTAAAAAAT

CAGTTTAGTATC

C/T TTGGAGTTATTACAGACAATTGGTTGTAAGAACTTTGTTGTA

GTTGGCTAATCTTTGCACTACTTGTCCATGGACTAGTGGTAT

TAATTCACGTTTCTTG

Ca_LG_3:9723418 ATAAATTTGGTTGTTTTACTTAATGGATGCAAACTTGTTGATTT

AGTTTTGGGTGTTTAAAAAATCAGTTTAGTATCTTGGAGTTATT

ACAGACAATTGG

G/A TTGTAAGAACTTTGTTGTAGTTGGCTAATCTTTGCACTACTTG

TCCATGGACTAGTGGTATTAATTCACGTTTCTTGTGTTTCATA

GTGGTATTAATTCA
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Ca_LG_3:9723435 ACTTAATGGATGCAAACTTGTTGATTTAGTTTTGGGTGTTTAAA

AAATCAGTTTAGTATCTTGGAGTTATTACAGACAATTGGTTGT

AAGAACTTTGTTG

G/A TAGTTGGCTAATCTTTGCACTACTTGTCCATGGACTAGTGGT

ATTAATTCACGTTTCTTGTGTTTCATAGTGGTATTAATTCAGA

AAAATTGTTAACTTG

Ca_LG_3:9723439 AATGGATGCAAACTTGTTGATTTAGTTTTGGGTGTTTAAAAAAT

CAGTTTAGTATCTTGGAGTTATTACAGACAATTGGTTGTAAGA

ACTTTGTTGTAGT

T/C TGGCTAATCTTTGCACTACTTGTCCATGGACTAGTGGTATTA

ATTCACGTTTCTTGTGTTTCATAGTGGTATTAATTCAGAAAAA

TTGTTAACTTGTGTT

Ca_LG_3:9986238 CGTCCCCCGACCGGCACGCGGCGACCCGCTCTCGCCGCGG

GAGCAGCTCAAGCAGTCCACCAACAGCCGACGGGTTCGGAA

CTGGGACCCCCGTGCCCAG

G/A CCCTCAGAGCCAATCCTTTTCCCGAGGTTACGGATCCATTTT

GCCGACTTCCCTTGCCTACATTGTTCCATCGACCAGAGGCT

GTTCACCTTGGAGACCT

Ca_LG_3:9986264 CGCTCTCGCCGCGGGAGCAGCTCAAGCAGTCCACCAACAGC

CGACGGGTTCGGAACTGGGACCCCCGTGCCCAGCCCTCAGA

GCCAATCCTTTTCCCGAG

G/A GTTACGGATCCATTTTGCCGACTTCCCTTGCCTACATTGTTC

CATCGACCAGAGGCTGTTCACCTTGGAGACCTGATGCGGTT

ATGAGTACGACCGGGCA

Ca_LG_3:9986275 CGGGAGCAGCTCAAGCAGTCCACCAACAGCCGACGGGTTCG

GAACTGGGACCCCCGTGCCCAGCCCTCAGAGCCAATCCTTTT

CCCGAGGTTACGGATCC

C/T ATTTTGCCGACTTCCCTTGCCTACATTGTTCCATCGACCAGA

GGCTGTTCACCTTGGAGACCTGATGCGGTTATGAGTACGAC

CGGGCATGGAAGGCACT

Ca_LG_3:9986294 CCACCAACAGCCGACGGGTTCGGAACTGGGACCCCCGTGCC

CAGCCCTCAGAGCCAATCCTTTTCCCGAGGTTACGGATCCAT

TTTGCCGACTTCCCTTG

G/A CCTACATTGTTCCATCGACCAGAGGCTGTTCACCTTGGAGA

CCTGATGCGGTTATGAGTACGACCGGGCATGGAAGGCACTC

GGTCCTCCGGATTTTCAA

Ca_LG_3:9986295 CACCAACAGCCGACGGGTTCGGAACTGGGACCCCCGTGCCC

AGCCCTCAGAGCCAATCCTTTTCCCGAGGTTACGGATCCATTT

TGCCGACTTCCCTTGC

C/T CTACATTGTTCCATCGACCAGAGGCTGTTCACCTTGGAGAC

CTGATGCGGTTATGAGTACGACCGGGCATGGAAGGCACTCG

GTCCTCCGGATTTTCAAG

Ca_LG_3:9986307 ACGGGTTCGGAACTGGGACCCCCGTGCCCAGCCCTCAGAGC

CAATCCTTTTCCCGAGGTTACGGATCCATTTTGCCGACTTCCC

TTGCCTACATTGTTCC

C/T ATCGACCAGAGGCTGTTCACCTTGGAGACCTGATGCGGTTA

TGAGTACGACCGGGCATGGAAGGCACTCGGTCCTCCGGATT

TTCAAGGGCCGCCAGGGG

Ca_LG_3:9986311 GTTCGGAACTGGGACCCCCGTGCCCAGCCCTCAGAGCCAAT

CCTTTTCCCGAGGTTACGGATCCATTTTGCCGACTTCCCTTGC

CTACATTGTTCCATCG

G/A ACCAGAGGCTGTTCACCTTGGAGACCTGATGCGGTTATGAG

TACGACCGGGCATGGAAGGCACTCGGTCCTCCGGATTTTCA

AGGGCCGCCAGGGGCGCA

Ca_LG_3:9986314 CGGAACTGGGACCCCCGTGCCCAGCCCTCAGAGCCAATCCT

TTTCCCGAGGTTACGGATCCATTTTGCCGACTTCCCTTGCCTA

CATTGTTCCATCGACC

C/T AGAGGCTGTTCACCTTGGAGACCTGATGCGGTTATGAGTAC

GACCGGGCATGGAAGGCACTCGGTCCTCCGGATTTTCAAGG

GCCGCCAGGGGCGCACCG

Ca_LG_3:10753824 AACAAATAGAATATATAATAATCCTTAATTGTTTTGATTTTTCAA

TGAGATTGATTGCTTTTGTTTTTTGTTTCAGCCTGATGTAACTG

CGCCAGGTGTA

A/G AACATACTTGCTGCCTATTCATTGTTTGCAAGTGCATCTAATT

TACTAACAGATACTCGTCGAGGTTTTCCATTCAATGTAATGC

AGGGAACTTCTATGT

Ca_LG_3:10753950 TGCAAGTGCATCTAATTTACTAACAGATACTCGTCGAGGTTTT

CCATTCAATGTAATGCAGGGAACTTCTATGTCTTGCCCTCATG

TCGCTGGCATTGCA

A/T GGACTTATCAAAACACTTCATCCTAATTGGAGTCCAGCTGCT

ATTAAATCAGCTATCATGACCACGGGTATTGTCTCTCTCATC

ACTCACACAGACACTT
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Ca_LG_3:11242017 CTCTGATAATTAAAGTTTGGATCCAATGTTTCTCTCAGTAGTAT

CTTCAACGGCCCTAATCACGTGACCCAAAATCTTCTTCCGATT

CGCAGCGTACACA

A/G TGTCCATCCCATCCACGCTTCACCAAATCAACGGCCAAACCA

ACCGCAGCCTTAACCGTCTCCTCAACGCTATCATGTGCCGA

GTCGATTATCCCCACCC

Ca_LG_3:11242029 AAGTTTGGATCCAATGTTTCTCTCAGTAGTATCTTCAACGGCC

CTAATCACGTGACCCAAAATCTTCTTCCGATTCGCAGCGTACA

CATGTCCATCCCAT

T/G CCACGCTTCACCAAATCAACGGCCAAACCAACCGCAGCCTT

AACCGTCTCCTCAACGCTATCATGTGCCGAGTCGATTATCCC

CACCCGCACCGCCTCCT

Ca_LG_3:11242062 TTCAACGGCCCTAATCACGTGACCCAAAATCTTCTTCCGATTC

GCAGCGTACACATGTCCATCCCATCCACGCTTCACCAAATCA

ACGGCCAAACCAACC

C/A GCAGCCTTAACCGTCTCCTCAACGCTATCATGTGCCGAGTC

GATTATCCCCACCCGCACCGCCTCCTCAGCAGTCATCTTCTC

CGCCTGCATCAGGATCC

Ca_LG_3:11242084 CCCAAAATCTTCTTCCGATTCGCAGCGTACACATGTCCATCCC

ATCCACGCTTCACCAAATCAACGGCCAAACCAACCGCAGCCT

TAACCGTCTCCTCAA

A/G CGCTATCATGTGCCGAGTCGATTATCCCCACCCGCACCGCC

TCCTCAGCAGTCATCTTCTCCGCCTGCATCAGGATCCGACG

GCGTACCGCAGGTGCTCC

Ca_LG_3:11242095 CTTCCGATTCGCAGCGTACACATGTCCATCCCATCCACGCTT

CACCAAATCAACGGCCAAACCAACCGCAGCCTTAACCGTCTC

CTCAACGCTATCATGT

T/C GCCGAGTCGATTATCCCCACCCGCACCGCCTCCTCAGCAGT

CATCTTCTCCGCCTGCATCAGGATCCGACGGCGTACCGCAG

GTGCTCCGACCTTAGCAT

Ca_LG_3:11689294 TTTTTCTTGTAGTGGTATAACCATTCATCAATGGATGCAGCTT

CCCATATCGAGTATAAGTGCAAACCAATAGTCGCAAAAGTATA

AATAATGGCACCAT

T/G AAATAATATTGTTTCCGTAAAGTAGAGATCTAGAAACATGCT

CACGAATACCATCAATATCTACAGGAGGGGCAACAACGAAA

CCATAATAAATACATAA

Ca_LG_3:11689311 TAACCATTCATCAATGGATGCAGCTTCCCATATCGAGTATAAG

TGCAAACCAATAGTCGCAAAAGTATAAATAATGGCACCATAAA

TAATATTGTTTCCG

G/A TAAAGTAGAGATCTAGAAACATGCTCACGAATACCATCAATA

TCTACAGGAGGGGCAACAACGAAACCATAATAAATACATAA

GTTGTTGTCAATAAGGT

Ca_LG_3:11689325 TGGATGCAGCTTCCCATATCGAGTATAAGTGCAAACCAATAGT

CGCAAAAGTATAAATAATGGCACCATAAATAATATTGTTTCCG

TAAAGTAGAGATCT

T/C AGAAACATGCTCACGAATACCATCAATATCTACAGGAGGGG

CAACAACGAAACCATAATAAATACATAAGTTGTTGTCAATAA

GGTAGCATGTATATAAA

Ca_LG_3:11689333 GCTTCCCATATCGAGTATAAGTGCAAACCAATAGTCGCAAAAG

TATAAATAATGGCACCATAAATAATATTGTTTCCGTAAAGTAGA

GATCTAGAAACAT

T/G GCTCACGAATACCATCAATATCTACAGGAGGGGCAACAACG

AAACCATAATAAATACATAAGTTGTTGTCAATAAGGTAGCAT

GTATATAAAATTGCATA

Ca_LG_3:11689359 ACCAATAGTCGCAAAAGTATAAATAATGGCACCATAAATAATA

TTGTTTCCGTAAAGTAGAGATCTAGAAACATGCTCACGAATAC

CATCAATATCTACA

A/T GGAGGGGCAACAACGAAACCATAATAAATACATAAGTTGTT

GTCAATAAGGTAGCATGTATATAAAATTGCATAGTTATGATAA

AATCTCAATTAATTAA

Ca_LG_3:11689369 GCAAAAGTATAAATAATGGCACCATAAATAATATTGTTTCCGT

AAAGTAGAGATCTAGAAACATGCTCACGAATACCATCAATATC

TACAGGAGGGGCAA

A/G CAACGAAACCATAATAAATACATAAGTTGTTGTCAATAAGGT

AGCATGTATATAAAATTGCATAGTTATGATAAAATCTCAATTA

ATTAAAAGGGGTATG

Ca_LG_3:11737488 CAATTGACCTTATTGTATACAAAAGATTGGTTAAAAAGCAAATT

GGAAAAATTATGAGATGTCTAACCAGAGAATGGCAGCCCAAA

ATAACAGCCATAGT

T/C TGAATCTAAAGATCTAGCAAAGATGACAACTGCAACATTGTT

TGGAAAACTAAGGGAACATGAAATGGAACTGCATAGGCTGG

ACGAATCAGAAATGGAA
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Ca_LG_3:12179531 TTTACTTTTAAAGCCAAAGTGTCCATTTGAATAACTGATAGCC

GCTACCAGCTATCAGTTATGAGAAGGTTATATCCGCTACCAG

CTATCAGCTATGAGA

A/G AGGCGATAGCCTCTACCAGCTATCAGCTATGAGAAGGCATA

CCAGCTAGCTAGCTGCTTTATGATAGCCAATAGCTGATGGC

CGACAGAGGATATCACCT

Ca_LG_3:12179532 TTACTTTTAAAGCCAAAGTGTCCATTTGAATAACTGATAGCCG

CTACCAGCTATCAGTTATGAGAAGGTTATATCCGCTACCAGCT

ATCAGCTATGAGAA

A/C GGCGATAGCCTCTACCAGCTATCAGCTATGAGAAGGCATAC

CAGCTAGCTAGCTGCTTTATGATAGCCAATAGCTGATGGCC

GACAGAGGATATCACCTA

Ca_LG_3:12179543 GCCAAAGTGTCCATTTGAATAACTGATAGCCGCTACCAGCTAT

CAGTTATGAGAAGGTTATATCCGCTACCAGCTATCAGCTATGA

GAAGGCGATAGCCT

T/G CTACCAGCTATCAGCTATGAGAAGGCATACCAGCTAGCTAG

CTGCTTTATGATAGCCAATAGCTGATGGCCGACAGAGGATA

TCACCTATCAGATATCAA

Ca_LG_3:12179555 ATTTGAATAACTGATAGCCGCTACCAGCTATCAGTTATGAGAA

GGTTATATCCGCTACCAGCTATCAGCTATGAGAAGGCGATAG

CCTCTACCAGCTATC

C/G AGCTATGAGAAGGCATACCAGCTAGCTAGCTGCTTTATGATA

GCCAATAGCTGATGGCCGACAGAGGATATCACCTATCAGAT

ATCAAGATATCAGATTT

Ca_LG_3:12644514 CACCTGCCCTTCTGGAGAATGAGTTCAAGAAGTTTGGACCTA

TAAAGAGTGGTGGTATCCAAGTTAGGGCGCAAAAGGTATTTC

ACTTGGTAATTCACTA

A/G ATTTTTATTGTTGGCTGCTAGCTAATACCTTTTTGGCATATTA

ATGGGTTTATCAGGGATTTTACTTTGGCTTTGTGGAGTTTGA

AGTGGCTAGTGCTGT

Ca_LG_3:13412210 CTCGCCGTCAAACCAGTCGCGCCGTCGAACCAGTCGCGCCG

TCAAACCAGTCGCGCCGTCGAACCAGTCGCGCCGTCAAACCA

GTCGCGCCGTCGAACCG

G/C GAGCTGCACTCGCCGTCGAACCAGTCGTGCCTTCGAACCCG

AGCTGCACTCACCGTCGTTCTCCCCGTTCTCGCACCACTGG

TAATTTCTTGAACCACCA

Ca_LG_3:15424931 TTACTAATCATGATTTAAAGTTTGTTTGTTTGTATGTTATAAATT

TAATGCAAGCCTTGAATGCAATGGCCACTGCAATGGCCCAAC

AGGCTCAGCAGGC

C/T TGCAAACCAGGTTTAACTTAATGCACAAAAGGACCAGAGGG

AGGAAGCAGCGATTGCTATGATAGGACTGACTAAATTCTGTC

GACAAGATCCGCCAAAA

Ca_LG_3:15424937 ATCATGATTTAAAGTTTGTTTGTTTGTATGTTATAAATTTAATG

CAAGCCTTGAATGCAATGGCCACTGCAATGGCCCAACAGGCT

CAGCAGGCTGCAAA

A/T CCAGGTTTAACTTAATGCACAAAAGGACCAGAGGGAGGAAG

CAGCGATTGCTATGATAGGACTGACTAAATTCTGTCGACAAG

ATCCGCCAAAATTTAAA

Ca_LG_3:15424943 ATTTAAAGTTTGTTTGTTTGTATGTTATAAATTTAATGCAAGCC

TTGAATGCAATGGCCACTGCAATGGCCCAACAGGCTCAGCAG

GCTGCAAACCAGGT

T/C TTAACTTAATGCACAAAAGGACCAGAGGGAGGAAGCAGCGA

TTGCTATGATAGGACTGACTAAATTCTGTCGACAAGATCCGC

CAAAATTTAAAGGGGAG

Ca_LG_3:15424953 TGTTTGTTTGTATGTTATAAATTTAATGCAAGCCTTGAATGCAA

TGGCCACTGCAATGGCCCAACAGGCTCAGCAGGCTGCAAAC

CAGGTTTAACTTAAT

T/A GCACAAAAGGACCAGAGGGAGGAAGCAGCGATTGCTATGAT

AGGACTGACTAAATTCTGTCGACAAGATCCGCCAAAATTTAA

AGGGGAGCATGACCCTG

Ca_LG_3:15424957 TGTTTGTATGTTATAAATTTAATGCAAGCCTTGAATGCAATGG

CCACTGCAATGGCCCAACAGGCTCAGCAGGCTGCAAACCAG

GTTTAACTTAATGCAC

C/A AAAAGGACCAGAGGGAGGAAGCAGCGATTGCTATGATAGGA

CTGACTAAATTCTGTCGACAAGATCCGCCAAAATTTAAAGGG

GAGCATGACCCTGACAA

Ca_LG_3:15424961 TGTATGTTATAAATTTAATGCAAGCCTTGAATGCAATGGCCAC

TGCAATGGCCCAACAGGCTCAGCAGGCTGCAAACCAGGTTTA

ACTTAATGCACAAAA

A/T GGACCAGAGGGAGGAAGCAGCGATTGCTATGATAGGACTG

ACTAAATTCTGTCGACAAGATCCGCCAAAATTTAAAGGGGAG

CATGACCCTGACAAGGCT



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_3:15424984 GCCTTGAATGCAATGGCCACTGCAATGGCCCAACAGGCTCAG

CAGGCTGCAAACCAGGTTTAACTTAATGCACAAAAGGACCAG

AGGGAGGAAGCAGCGA

A/G TTGCTATGATAGGACTGACTAAATTCTGTCGACAAGATCCGC

CAAAATTTAAAGGGGAGCATGACCCTGACAAGGCTGATCTC

TGGCAGCAGGAGATTGA

Ca_LG_3:15424991 ATGCAATGGCCACTGCAATGGCCCAACAGGCTCAGCAGGCT

GCAAACCAGGTTTAACTTAATGCACAAAAGGACCAGAGGGAG

GAAGCAGCGATTGCTAT

T/C GATAGGACTGACTAAATTCTGTCGACAAGATCCGCCAAAATT

TAAAGGGGAGCATGACCCTGACAAGGCTGATCTCTGGCAGC

AGGAGATTGAGAAGATA

Ca_LG_3:15424992 TGCAATGGCCACTGCAATGGCCCAACAGGCTCAGCAGGCTG

CAAACCAGGTTTAACTTAATGCACAAAAGGACCAGAGGGAGG

AAGCAGCGATTGCTATG

G/A ATAGGACTGACTAAATTCTGTCGACAAGATCCGCCAAAATTT

AAAGGGGAGCATGACCCTGACAAGGCTGATCTCTGGCAGCA

GGAGATTGAGAAGATAT

Ca_LG_3:15776921 TCCTCTGATGTTCCTGTTCCATCTCCTTCATCCTCGTTTGAAG

AGTCATCCTCCTCCGAGTAACTTTGTGTTTCCTTCTTTTTGCTG

CTGCCAAATTCAG

G/A GGGGAGATAGATCATGATTATCTAGTAGTTGTCTTTGTGTTG

AACTAGCTGTTGAGTTGATTTGTTTTGTTTTGTTGCCTATGTA

TCTTGTTTGATGTTT

Ca_LG_3:15776941 ATCTCCTTCATCCTCGTTTGAAGAGTCATCCTCCTCCGAGTAA

CTTTGTGTTTCCTTCTTTTTGCTGCTGCCAAATTCAGGGGGAG

ATAGATCATGATTA

A/T TCTAGTAGTTGTCTTTGTGTTGAACTAGCTGTTGAGTTGATTT

GTTTTGTTTTGTTGCCTATGTATCTTGTTTGATGTTTATCTTG

TGTTGAACAAACTT

Ca_LG_3:16372227 ACAAAAAAGTTAAAAGTTAGTAACCCTAAAAATAATTGCACAC

TTGAAGGCACAACAAAGCGGCTGTGTTTGCAGAAAGCACAAG

TGCAGCAGCAGCTTA

A/G ACGGACGCGGCAACGGCTGGGTGTTTTGGTGACACGGCGG

ACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCATCCAGC

TTTAACCGCTCTGAGGCT

Ca_LG_3:16372247 TAACCCTAAAAATAATTGCACACTTGAAGGCACAACAAAGCG

GCTGTGTTTGCAGAAAGCACAAGTGCAGCAGCAGCTTAACGG

ACGCGGCAACGGCTGG

G/T GTGTTTTGGTGACACGGCGGACATCCTTAGCGGCTTGGATC

CTCAAAACTTGATCATCCAGCTTTAACCGCTCTGAGGCTTTC

CATACGGCCGCCATCTT

Ca_LG_3:16372258 ATAATTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGC

AGAAAGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAAC

GGCTGGGTGTTTTGGTG

G/A ACACGGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTG

ATCATCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCG

CCATCTTTATCATTGTTC

Ca_LG_3:16372260 AATTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAG

AAAGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGG

CTGGGTGTTTTGGTGAC

C/T ACGGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGAT

CATCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCGCC

ATCTTTATCATTGTTCTC

Ca_LG_3:16372261 ATTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAGA

AAGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGC

TGGGTGTTTTGGTGACA

A/G CGGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGATC

ATCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCA

TCTTTATCATTGTTCTCC

Ca_LG_3:16372262 TTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAGAA

AGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGCT

GGGTGTTTTGGTGACAC

C/T GGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCA

TCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCAT

CTTTATCATTGTTCTCCA

Ca_LG_3:16372266 ACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAGAAAGCA

CAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGCTGGGT

GTTTTGGTGACACGGCG

G/A GACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCATCCAG

CTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCATCTTTAT

CATTGTTCTCCAAGGT
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Ca_LG_3:16372289 GCTGTGTTTGCAGAAAGCACAAGTGCAGCAGCAGCTTAACGG

ACGCGGCAACGGCTGGGTGTTTTGGTGACACGGCGGACATC

CTTAGCGGCTTGGATCC

C/T TCAAAACTTGATCATCCAGCTTTAACCGCTCTGAGGCTTTCC

ATACGGCCGCCATCTTTATCATTGTTCTCCAAGGTTGTAAGA

GAAAATCTCCATTGCT

Ca_LG_3:16372308 CAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGCTGGGT

GTTTTGGTGACACGGCGGACATCCTTAGCGGCTTGGATCCTC

AAAACTTGATCATCCAG

G/A CTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCATCTTTAT

CATTGTTCTCCAAGGTTGTAAGAGAAAATCTCCATTGCTCGA

ATTTGAGAGAGAGAGA

Ca_LG_3:16372321 AGCTTAACGGACGCGGCAACGGCTGGGTGTTTTGGTGACAC

GGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCAT

CCAGCTTTAACCGCTCT

T/C GAGGCTTTCCATACGGCCGCCATCTTTATCATTGTTCTCCAA

GGTTGTAAGAGAAAATCTCCATTGCTCGAATTTGAGAGAGAG

AGAGAGAGTGCAACGA

Ca_LG_3:16372322 GCTTAACGGACGCGGCAACGGCTGGGTGTTTTGGTGACACG

GCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCATC

CAGCTTTAACCGCTCTG

G/A AGGCTTTCCATACGGCCGCCATCTTTATCATTGTTCTCCAAG

GTTGTAAGAGAAAATCTCCATTGCTCGAATTTGAGAGAGAGA

GAGAGAGTGCAACGAC

Ca_LG_3:16590388 AAGACTCTACTTGATGATGGTTTTATAGGAAACCATGCTGCCA

AGAAGAAATGACGCTCCGAGAGCCAACGCTAATAGGAATGAT

CAAATGGCGGAGGCT

T/C ATGAATAACATGGCTGCTTCTGTTGCTGCACAGACTGCTGCC

AAGACTCAAAGGGATCTTGAAAAGAGGGGAAGAGAGATCCG

TGCGGCAGAGTCAAGAG

Ca_LG_3:16697127 AATTGAAGAAAGTGACAATGTTTGAATATGTGCGTATTTAATAT

TGCTACACTGTAATTTTATTAATGAACATCTAAATCACCTAATT

CCATAGCAGAAT

T/C CCGACCTTGGAATTTAATGTGTTAAGCATATGATTTTTCCGT

CTTATCCAAAGTGGTCAGAAATGTGAGACAGCTTTTTTGTAC

TCTATATTTTTTGTAT

Ca_LG_3:16697142 CAATGTTTGAATATGTGCGTATTTAATATTGCTACACTGTAATT

TTATTAATGAACATCTAAATCACCTAATTCCATAGCAGAATCC

GACCTTGGAATTT

T/G AATGTGTTAAGCATATGATTTTTCCGTCTTATCCAAAGTGGTC

AGAAATGTGAGACAGCTTTTTTGTACTCTATATTTTTTGTATG

AATTTCTGGTTCTG

Ca_LG_3:16854692 TTTTTCTTTGTCTTTAATGTTAGGAAAAAATAGCTAAGCAAGCT

ATATAACATACCAAAGCCTGAACTCCGCCAGCTGCTGCAATG

GCCTCTCGATTTCT

T/C TTCGTCAAATGACAAATGACAAATTCCAAAATGAACCAGCAG

CTTCTTGCCTATAGAAATACAACAATGTCAAATCAACACTGTA

ATGAATGTAATATTT

Ca_LG_3:17088567 GCTGCAAAGCCACAAAATCCCAAAGTCTCGTTGCCATTTGTG

GCCACCACAAACGCATTGAGCCATTACCCTTTGTGGCTGCAA

AGGCCGCCACAAATTT

T/C CCATAGTTCCGTTGCCATTTGTGGCCGCCCAGGCCGCCACA

AACGCCTGCCTTTCTGACCGTTTTGGCCGCCACAAAATTCAT

AGATCCGTTGCACTTTG

Ca_LG_3:17088569 TGCAAAGCCACAAAATCCCAAAGTCTCGTTGCCATTTGTGGC

CACCACAAACGCATTGAGCCATTACCCTTTGTGGCTGCAAAG

GCCGCCACAAATTTCC

C/A ATAGTTCCGTTGCCATTTGTGGCCGCCCAGGCCGCCACAAA

CGCCTGCCTTTCTGACCGTTTTGGCCGCCACAAAATTCATAG

ATCCGTTGCACTTTGTG

Ca_LG_3:17088576 CCACAAAATCCCAAAGTCTCGTTGCCATTTGTGGCCACCACA

AACGCATTGAGCCATTACCCTTTGTGGCTGCAAAGGCCGCCA

CAAATTTCCATAGTTC

C/T CGTTGCCATTTGTGGCCGCCCAGGCCGCCACAAACGCCTGC

CTTTCTGACCGTTTTGGCCGCCACAAAATTCATAGATCCGTT

GCACTTTGTGGCTGCTT

Ca_LG_3:17088593 CTCGTTGCCATTTGTGGCCACCACAAACGCATTGAGCCATTA

CCCTTTGTGGCTGCAAAGGCCGCCACAAATTTCCATAGTTCC

GTTGCCATTTGTGGCC

C/T GCCCAGGCCGCCACAAACGCCTGCCTTTCTGACCGTTTTGG

CCGCCACAAAATTCATAGATCCGTTGCACTTTGTGGCTGCTT

TGGCCGCCACAAAGGGT



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_3:17088604 TTGTGGCCACCACAAACGCATTGAGCCATTACCCTTTGTGGC

TGCAAAGGCCGCCACAAATTTCCATAGTTCCGTTGCCATTTGT

GGCCGCCCAGGCCGC

C/T CACAAACGCCTGCCTTTCTGACCGTTTTGGCCGCCACAAAAT

TCATAGATCCGTTGCACTTTGTGGCTGCTTTGGCCGCCACAA

AGGGTCAACCATTTTC

Ca_LG_3:17426256 CGGTGGTGAGGTTGATATTCGATTACGTGTGTGGTGGTGGTG

GAAAGTGGTGGTTCTTCTGGTTCGCGGCGGTGGAAATTACGG

TGGCAGCCACATGCGG

G/A CGCATTTTATGGAAGTTGGGTCGGCGGATGTTGCGGTGGGA

GATGTCATGAATTCGCCGCAACCGTCGAGGGCGTGGCCAC

CTAAGTTGGCTGCGTGGTT

Ca_LG_3:17621916 GTTTAATATCTAAATCAAACAGGTCACATATTAGTTTTAAAGTT

GCATGTGACAAGAAATAGGTTTAATGCATCGCGAAATTCAGCT

GCTGCAGCAGTGG

G/T GAATATCGCGTCAGCAGCGTTTTGCGCAGCAGCAGGAGCC

GCTGAAAAGATAGCAGTCGCAAAATGACAGTGCTGCCAACC

TCTGACTTCCGTAGATTAG

Ca_LG_3:17680851 TATTTGGAGGTCCTTGTCAATTGCATTGAGATCTAAGAGAGAC

ATCATTTTATCAGTGGTATCAAGCGAAATTGCAGGTTTACTTA

TTCTTGGAGGTAGG

G/A CCTGCGCATTCAAGGTTCTCCATACCATTAGAAGTTGACGAA

TATTCCATTTGCAGCACAACTTAGAATAGTCCACTAACATAAT

TGATTGCAAAAACAA

Ca_LG_3:17680852 ATTTGGAGGTCCTTGTCAATTGCATTGAGATCTAAGAGAGACA

TCATTTTATCAGTGGTATCAAGCGAAATTGCAGGTTTACTTATT

CTTGGAGGTAGGC

C/A CTGCGCATTCAAGGTTCTCCATACCATTAGAAGTTGACGAAT

ATTCCATTTGCAGCACAACTTAGAATAGTCCACTAACATAATT

GATTGCAAAAACAAA

Ca_LG_3:17680857 GAGGTCCTTGTCAATTGCATTGAGATCTAAGAGAGACATCATT

TTATCAGTGGTATCAAGCGAAATTGCAGGTTTACTTATTCTTG

GAGGTAGGCCTGCG

G/A CATTCAAGGTTCTCCATACCATTAGAAGTTGACGAATATTCC

ATTTGCAGCACAACTTAGAATAGTCCACTAACATAATTGATT

GCAAAAACAAAGCTCA

Ca_LG_3:17680866 GTCAATTGCATTGAGATCTAAGAGAGACATCATTTTATCAGTG

GTATCAAGCGAAATTGCAGGTTTACTTATTCTTGGAGGTAGGC

CTGCGCATTCAAGG

G/A TTCTCCATACCATTAGAAGTTGACGAATATTCCATTTGCAGC

ACAACTTAGAATAGTCCACTAACATAATTGATTGCAAAAACA

AAGCTCATTATATTAG

Ca_LG_3:17680890 AGACATCATTTTATCAGTGGTATCAAGCGAAATTGCAGGTTTA

CTTATTCTTGGAGGTAGGCCTGCGCATTCAAGGTTCTCCATAC

CATTAGAAGTTGAC

C/T GAATATTCCATTTGCAGCACAACTTAGAATAGTCCACTAACA

TAATTGATTGCAAAAACAAAGCTCATTATATTAGAAGAAGCA

CCAATGACTTATAAAC

Ca_LG_3:17680899 TTTATCAGTGGTATCAAGCGAAATTGCAGGTTTACTTATTCTT

GGAGGTAGGCCTGCGCATTCAAGGTTCTCCATACCATTAGAA

GTTGACGAATATTCC

C/A ATTTGCAGCACAACTTAGAATAGTCCACTAACATAATTGATT

GCAAAAACAAAGCTCATTATATTAGAAGAAGCACCAATGACT

TATAAACATTGTTTTC

Ca_LG_3:18077530 TTTTTTAGACATCTAGAACAGATTAGTCTGAAGAGCCTCAATC

ACTGACAATCTTTCGCAGCTTGCATTTACAGGTTCAACTGATA

CTGGAAAAGCCGTT

T/C CTTCAACTGGCAGCAAAAAGCAATCTTAAACCTGTAACTTTG

GAGCTTGGTGGAAAATCTCCTTTTATTGTATGCGAAGATGCT

GATGTAGATCAAGCTG

Ca_LG_3:18314872 GAAAATAGTATCAATCCAATATCTTGTGCTATTTGTTCTACCAC

ATTCAAATAAAATGGCAAGAGCAGTAATGATCATGCTTTGACC

ATCATATGATTCC

C/A AACGTCATTTTCTTCAATCTCACTTCCATAAGATTTGGAGTTA

CTATTATCATTTACACTTGGTGTAGAGCTAGCAGTGCTGCTT

GTGGCATGCGGTGAA

Ca_LG_3:18314875 AATAGTATCAATCCAATATCTTGTGCTATTTGTTCTACCACATT

CAAATAAAATGGCAAGAGCAGTAATGATCATGCTTTGACCATC

ATATGATTCCAAC

C/A GTCATTTTCTTCAATCTCACTTCCATAAGATTTGGAGTTACTA

TTATCATTTACACTTGGTGTAGAGCTAGCAGTGCTGCTTGTG

GCATGCGGTGAATCA
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Ca_LG_3:19643788 TTGGTGAGGGTTATGATCCTTTAAATAGTTCATCAAAATGAAG

AGGAGAGATATGTGTGAGAATTTCAATGGCGGCAATGTCTAG

AGTGGAAGAAGACTA

A/G CATCAGGAAGAAGACTGTGATGCTGATTTTTAATTTGTGGTG

GGGGTGCAGCTAGCGATTACCTAGGTGCCAAAAGTAGCAGA

TTAAAAGACTTAAAATG

Ca_LG_3:19643806 CTTTAAATAGTTCATCAAAATGAAGAGGAGAGATATGTGTGAG

AATTTCAATGGCGGCAATGTCTAGAGTGGAAGAAGACTACAT

CAGGAAGAAGACTGT

T/C GATGCTGATTTTTAATTTGTGGTGGGGGTGCAGCTAGCGATT

ACCTAGGTGCCAAAAGTAGCAGATTAAAAGACTTAAAATGGA

GTGGGCCAAAGTCCAT

Ca_LG_3:20663037 TCCACGATTAAATAATATTTCATTCTGGTTGTTGCCGCCAAGT

CTCTTGCTCCTATTAAGCTCAGCCTTAGTAGAGGTGGGTAGC

GGCACTGGGTGGACA

A/G GTCTATCCGCCCTTAAGTGGTATTACCAGCCATTCTGGAGGA

GCAGTTGATTCAGCAATTTCTAGTCTTCATCTATCTGGTGTTT

CATCCATTTTAGGTT

Ca_LG_3:20663045 TAAATAATATTTCATTCTGGTTGTTGCCGCCAAGTCTCTTGCT

CCTATTAAGCTCAGCCTTAGTAGAGGTGGGTAGCGGCACTGG

GTGGACAGTCTATCC

C/T GCCCTTAAGTGGTATTACCAGCCATTCTGGAGGAGCAGTTG

ATTCAGCAATTTCTAGTCTTCATCTATCTGGTGTTTCATCCAT

TTTAGGTTCTATCAAT

Ca_LG_3:20877268 CACATGGAACTTGACATTTTCTTTGTCAAATATATCGTTCTTAG

CAAGTCCTTAATTGTTTCCTATGTTCCTTTATGAAGCTGCTTCC

CAATTCTTAGTT

T/G CTATACTTTATGAAACAGACTCATGGAGGGTTCTAAGCATCG

ACCAGCTCCCAACCTGAGTTTGTGGGGGGACTGATAATGTA

TATAGAGTACTTAAACT

Ca_LG_3:20877282 CATTTTCTTTGTCAAATATATCGTTCTTAGCAAGTCCTTAATTG

TTTCCTATGTTCCTTTATGAAGCTGCTTCCCAATTCTTAGTTCT

ATACTTTATGAA

A/G ACAGACTCATGGAGGGTTCTAAGCATCGACCAGCTCCCAAC

CTGAGTTTGTGGGGGGACTGATAATGTATATAGAGTACTTAA

ACTCTTTAATATTCTAT

Ca_LG_3:20877369 TATACTTTATGAAACAGACTCATGGAGGGTTCTAAGCATCGAC

CAGCTCCCAACCTGAGTTTGTGGGGGGACTGATAATGTATAT

AGAGTACTTAAACTC

C/G TTTAATATTCTATTGCATTGTATTGCTTCCAGCTCAGCAGCCA

GCTGTATGCCAGCTCATCAGTTAGTTACGGCTGTCTCTTTTT

GTTTAAGGCAGTTAC

Ca_LG_3:21245355 ATCCCTTAACAGAGTTATGAATTGTTTTAAAGGATTGAGATTTA

TTAGCAACTATTATTTCCTCTTTTTTATTTTTCCAATGCTTGTAG

CAGCATATTGA

A/T TCCTTTTCTATTTTTTATTTCCTTCATTTTCTGTCATAGCACTG

AAACAAGTCTCATGATAAGTTTAATGTTGCTGTTTGGTCTGA

ACTAAGAGTGGTTG

Ca_LG_3:21245410 TATTTCCTCTTTTTTATTTTTCCAATGCTTGTAGCAGCATATTG

ATCCTTTTCTATTTTTTATTTCCTTCATTTTCTGTCATAGCACTG

AAACAAGTCTC

C/T ATGATAAGTTTAATGTTGCTGTTTGGTCTGAACTAAGAGTGG

TTGCAAATTGAAAGTTTACTTTGTAGGATTGTTATGACATGTA

GAATTTAACACAAGT

Ca_LG_3:21245412 TTTCCTCTTTTTTATTTTTCCAATGCTTGTAGCAGCATATTGAT

CCTTTTCTATTTTTTATTTCCTTCATTTTCTGTCATAGCACTGAA

ACAAGTCTCAT

T/G GATAAGTTTAATGTTGCTGTTTGGTCTGAACTAAGAGTGGTT

GCAAATTGAAAGTTTACTTTGTAGGATTGTTATGACATGTAG

AATTTAACACAAGTTA

Ca_LG_3:21245418 CTTTTTTATTTTTCCAATGCTTGTAGCAGCATATTGATCCTTTT

CTATTTTTTATTTCCTTCATTTTCTGTCATAGCACTGAAACAAG

TCTCATGATAAG

G/A TTTAATGTTGCTGTTTGGTCTGAACTAAGAGTGGTTGCAAAT

TGAAAGTTTACTTTGTAGGATTGTTATGACATGTAGAATTTAA

CACAAGTTAGTTTAA

Ca_LG_3:21245426 TTTTTCCAATGCTTGTAGCAGCATATTGATCCTTTTCTATTTTT

TATTTCCTTCATTTTCTGTCATAGCACTGAAACAAGTCTCATGA

TAAGTTTAATGT

T/C TGCTGTTTGGTCTGAACTAAGAGTGGTTGCAAATTGAAAGTT

TACTTTGTAGGATTGTTATGACATGTAGAATTTAACACAAGTT

AGTTTAACATAATTG
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Ca_LG_3:21245440 GTAGCAGCATATTGATCCTTTTCTATTTTTTATTTCCTTCATTTT

CTGTCATAGCACTGAAACAAGTCTCATGATAAGTTTAATGTTG

CTGTTTGGTCTG

G/A AACTAAGAGTGGTTGCAAATTGAAAGTTTACTTTGTAGGATT

GTTATGACATGTAGAATTTAACACAAGTTAGTTTAACATAATT

GAAAATTGTAATGTC

Ca_LG_3:21786287 CTCTTGCACTTTCAACTTATGTTGATGCTAATTGGGGCAGCAT

TGTGGATACTAGAAGATCCACTACTGGTTTTTGCCTCTTCATT

GGTGATGCTTTAGC

C/T TTCTTGGAAGGCAAAAAAAAAAAAACAACTTACAGTCTCTAA

ATCTTCTGTTGCAGCTAAGTATAGGGCATTGTCTTCTACTGC

TAGTGAATTTGTTTGG

Ca_LG_3:21788117 CTCTCTAGAGCAAGAAAGTAAAGAATCCGAAGAAAACCCATG

AAAGCAAACAACAAAAAGAATGAACCTGTGCGACCACCAGCA

CCAGTAACAAGCACAA

A/G AACTCTTTGAATTTTCAGCAGCCATAGCAATAACAAGACTTG

TTCTGATTCCAACCCTTTTCAGACCCTTATAATTCCTCAACGT

TGCAAGCGAAATCAA

Ca_LG_3:22567722 GTTTCCACCTCTAACCCTAAGTCATTATTAGAATTGGAGCATC

CCTGAATCCATGGTTTTGAATTAGCAATAGAAGTAGGGGCAC

CATCAACAACAACAA

A/G CATGTTCCTTAAGAGCTTTGATGGAATGATTCTGCCTGTTAG

ATGCTGAAAAAGTTGGAGCACATTTTGATGACTTCTTTGAAA

ATATTACAGATTTTGA

Ca_LG_3:22567727 CACCTCTAACCCTAAGTCATTATTAGAATTGGAGCATCCCTGA

ATCCATGGTTTTGAATTAGCAATAGAAGTAGGGGCACCATCAA

CAACAACAACATGT

T/C TCCTTAAGAGCTTTGATGGAATGATTCTGCCTGTTAGATGCT

GAAAAAGTTGGAGCACATTTTGATGACTTCTTTGAAAATATTA

CAGATTTTGAAGGAG

Ca_LG_3:22618579 TAGAATAACTAATTGGTGTCAATCGATTTATTCGGTGTCAATC

GATTTATTCTAAGGTGTTTCTAGTGCTATTAGAATTGTGAATAT

TTTGTTTCCTACA

A/G TGCGTCGCTCTTATTCTTTTTGAGGCTAAATGTTTGAGCGGC

GGCTATCAGGCAAGGGTTTGTAATAGAGGAAAATAGTATGTT

CTAGCACAATTGCCTA

Ca_LG_3:22618582 AATAACTAATTGGTGTCAATCGATTTATTCGGTGTCAATCGAT

TTATTCTAAGGTGTTTCTAGTGCTATTAGAATTGTGAATATTTT

GTTTCCTACATGC

C/T GTCGCTCTTATTCTTTTTGAGGCTAAATGTTTGAGCGGCGGC

TATCAGGCAAGGGTTTGTAATAGAGGAAAATAGTATGTTCTA

GCACAATTGCCTAATA

Ca_LG_3:22618586 ACTAATTGGTGTCAATCGATTTATTCGGTGTCAATCGATTTATT

CTAAGGTGTTTCTAGTGCTATTAGAATTGTGAATATTTTGTTTC

CTACATGCGTCG

G/A CTCTTATTCTTTTTGAGGCTAAATGTTTGAGCGGCGGCTATC

AGGCAAGGGTTTGTAATAGAGGAAAATAGTATGTTCTAGCAC

AATTGCCTAATAATAC

Ca_LG_3:22672155 AATAGGAGCTGGATCAGACGTATTTCCTGATAAGCAACTCAAT

CCTGAAGCAGCATACAAAGAAATGGACACCATGAAACTTAATT

TGATATAATAATCT

T/C CTTGCTTAACTTTATGATATAATAAAAATAATAAAATTTCAGC

TATGTTTTGTTCTCTTATTCTTGCACTTGAATGGACAGTGCAG

GCAATCAAATAAAT

Ca_LG_3:22672159 GGAGCTGGATCAGACGTATTTCCTGATAAGCAACTCAATCCT

GAAGCAGCATACAAAGAAATGGACACCATGAAACTTAATTTGA

TATAATAATCTCTTG

G/A CTTAACTTTATGATATAATAAAAATAATAAAATTTCAGCTATGT

TTTGTTCTCTTATTCTTGCACTTGAATGGACAGTGCAGGCAA

TCAAATAAATAATC

Ca_LG_3:22672188 GCAACTCAATCCTGAAGCAGCATACAAAGAAATGGACACCAT

GAAACTTAATTTGATATAATAATCTCTTGCTTAACTTTATGATA

TAATAAAAATAATA

A/T AAATTTCAGCTATGTTTTGTTCTCTTATTCTTGCACTTGAATG

GACAGTGCAGGCAATCAAATAAATAATCTCAGGAGGACAAA

TAGAAAAGGGGCAATT

Ca_LG_3:22715307 AAAAGAACTGTCAATCACATTGGCACCATTAGGGGCAATTTTT

TGCTCTCCTATTTGTCTCTCTTTTAACCCCTTCTGTCGGGATA

CTACTACTGCTGCT

T/C ATCTCTTTTTAGGCCTTATTGTGACAAATATCATTGATGCGGT

GTGTAAGTTGAGTTTGAGTTTGTTAAATAGCTCCATATATGG

TTTTCTTTAATTGTG
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Ca_LG_3:23082584 CAGAAATTGGAAATTGCGGAAAATATATATTTATTTATATATTT

TTATTTATTTAATATATTCCCATGGATCTTAGGCTATATGGCAG

CATCTAATTTAC

C/G CCCTAAACAAAGATTAGGTGTGAAGATGTCATGACGCTGCT

CTTTTTCTTTAATTAGTTGCACCAATGTTATTGGTCACACTTT

CAAAAACAAATTGTCC

Ca_LG_3:23135840 ATCGTAGACTAGCAGCCATGCCTTGAATTATCTTCTCCAATTT

ACTCTTTCTTCATCAATGGACTTCATTGCGCTAGTTATCACAC

ATTGCAAGTATCAA

A/T CTCTGCAGCTCCTTTCCAATGCACATCGACTTTGTTCTCATTT

TCCTTCCTTATCGCAACACCACTCCGTTTCTTCTCCGAGTTA

AATGTTTCAACATGA

Ca_LG_3:23233656 AATTACCAGTGGTGCGAGAACGGTGAGAACGACGGTGAGTG

CAGCTCGGGTTCGACGGCGCGACTGGTTCGACGGCGAGTGC

AGCTCCGGTTCGACGGCG

G/A AGTGCGCGACTGGTTTGACGGCGCGACTGGTTCGACGGTG

AGTGCAGCTGGTTGATAGACGACGAGAATGGTGAGAACGAC

CGTTTTAAGTGAGAACGGC

Ca_LG_3:23233672 AGAACGGTGAGAACGACGGTGAGTGCAGCTCGGGTTCGACG

GCGCGACTGGTTCGACGGCGAGTGCAGCTCCGGTTCGACGG

CGAGTGCGCGACTGGTTT

T/C GACGGCGCGACTGGTTCGACGGTGAGTGCAGCTGGTTGAT

AGACGACGAGAATGGTGAGAACGACCGTTTTAAGTGAGAAC

GGCGAGAAGGAGAAGACAG

Ca_LG_3:23818016 ATGAATGGGAAAATGGTGTTGGACAATCGGAGGAGAGCGCA

AATAACGCATGGGCAGCAACACAACAACATTTTAGCCGCAAC

AACATTCGATGGAAAAA

A/G GATTGAGAGTGAATCGTCTAAAGTGTAATATTGAAGCTGCTT

TCTCTTTTCAGCACAAAATATTAAACGCATTAATAAAATAAAT

TTTAATTTAAATATT

Ca_LG_3:23888880 AAAATTAAGTAATTAACTTACATGCTTGATATGCTGTCATTTTA

GTTGTCATTTTTCTGCAGTTCAGATCCCTGTGATTTGAACATTT

GCTGCTGTGATG

G/T ATGAGGATCGGAGAACCAAAAACAACTGCACTTATCTTTGCA

TCTGGCAAAATGGTATCTTTGCATTTGGCGTTTTATTGCAATA

GCTAAATAGTTTAGT

Ca_LG_3:23888913 CTGTCATTTTAGTTGTCATTTTTCTGCAGTTCAGATCCCTGTGA

TTTGAACATTTGCTGCTGTGATGATGAGGATCGGAGAACCAA

AAACAACTGCACTT

T/C ATCTTTGCATCTGGCAAAATGGTATCTTTGCATTTGGCGTTTT

ATTGCAATAGCTAAATAGTTTAGTCCTTTTACTGTTGTTGGCT

ACCTTGGTTTTAGT

Ca_LG_3:23888922 TAGTTGTCATTTTTCTGCAGTTCAGATCCCTGTGATTTGAACAT

TTGCTGCTGTGATGATGAGGATCGGAGAACCAAAAACAACTG

CACTTATCTTTGCA

A/G TCTGGCAAAATGGTATCTTTGCATTTGGCGTTTTATTGCAATA

GCTAAATAGTTTAGTCCTTTTACTGTTGTTGGCTACCTTGGTT

TTAGTTGGGTGCCT

Ca_LG_3:23888931 TTTTTCTGCAGTTCAGATCCCTGTGATTTGAACATTTGCTGCT

GTGATGATGAGGATCGGAGAACCAAAAACAACTGCACTTATC

TTTGCATCTGGCAAA

A/G ATGGTATCTTTGCATTTGGCGTTTTATTGCAATAGCTAAATAG

TTTAGTCCTTTTACTGTTGTTGGCTACCTTGGTTTTAGTTGGG

TGCCTTAAATTCCA

Ca_LG_3:24333072 GATCAAACGAAGCAAGTTTGCTACACACATGTTACCACCACC

GGAACCAAACCCTTATTTTTCTTCTCTGGCAGTCGTTCTCTTT

GTTCTTCTACATTCA

A/G GATGTAACATCCGAGCCTAGGAAGGAAGAGGGAAGGCAAG

GGTCCCAGGAGCTATCAGTATTAGCTGCTGACTGGTGACGA

GAGGATCATATAGTTTGAG

Ca_LG_3:24735898 TCCTATTTTAGTTGAATCGCGAAAGTAGTCAACTTATTCTAGC

AAAAGCGATTCCCATAGTAGCGGCGAGCGAAATGAGAACAGC

CTAAACCGTGAAAAT

T/C GGGATTGTGGGAGAGCAATACAAGCGTTGTGTTGTTAGGCT

TTCTCTCCAGTTTTGGTCCAAAACTTGATAAAATATCATTTTT

TTAAGCCACACCACAT

Ca_LG_3:24735902 ATTTTAGTTGAATCGCGAAAGTAGTCAACTTATTCTAGCAAAA

GCGATTCCCATAGTAGCGGCGAGCGAAATGAGAACAGCCTAA

ACCGTGAAAATGGGA

A/G TTGTGGGAGAGCAATACAAGCGTTGTGTTGTTAGGCTTTCTC

TCCAGTTTTGGTCCAAAACTTGATAAAATATCATTTTTTTAAG

CCACACCACATCATT
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Ca_LG_3:24942309 CTAGAAGAAACTAATCTTCAATGTTTTCATTAACAGCAATGGA

TCAAATGTTCGTGGTTACTTCATTTGGGCAGCATTTGATACAT

TTGAATTTCAAGCG

G/A GGATATTCAGGACATTGGGGACTTTATCATGTTGATTTTAAT

GATAATCTCAAGCGTATACCAAAGGACTCTGCTGAATGGTAT

AGAAAGTTTCTGATAC

Ca_LG_3:24942312 GAAGAAACTAATCTTCAATGTTTTCATTAACAGCAATGGATCA

AATGTTCGTGGTTACTTCATTTGGGCAGCATTTGATACATTTG

AATTTCAAGCGGGA

A/C TATTCAGGACATTGGGGACTTTATCATGTTGATTTTAATGATA

ATCTCAAGCGTATACCAAAGGACTCTGCTGAATGGTATAGAA

AGTTTCTGATACCAG

Ca_LG_3:24942318 ACTAATCTTCAATGTTTTCATTAACAGCAATGGATCAAATGTTC

GTGGTTACTTCATTTGGGCAGCATTTGATACATTTGAATTTCA

AGCGGGATATTCA

A/T GGACATTGGGGACTTTATCATGTTGATTTTAATGATAATCTCA

AGCGTATACCAAAGGACTCTGCTGAATGGTATAGAAAGTTTC

TGATACCAGAGTGTG

Ca_LG_3:24942322 ATCTTCAATGTTTTCATTAACAGCAATGGATCAAATGTTCGTG

GTTACTTCATTTGGGCAGCATTTGATACATTTGAATTTCAAGC

GGGATATTCAGGAC

C/A ATTGGGGACTTTATCATGTTGATTTTAATGATAATCTCAAGCG

TATACCAAAGGACTCTGCTGAATGGTATAGAAAGTTTCTGAT

ACCAGAGTGTGGACA

Ca_LG_3:25396854 TCCCCCATCGTCTCACTGGCCGACCTTGACCCTTCTTATTTTG

GGGTCATATCTAGTATTCAGAGTTTGCCTCGATTTGGTACCGC

TCTCGCGGCCCGCA

A/G CTGAAACAGTGCTTTACCCCTAGATGTCCAGTCAACTGCTGC

GCCTCAACGCATTTCGGGGAGAACCAGCTAGCTCTGGGTTC

GAGTGGCATTTCACCGC

Ca_LG_3:25396856 CCCCATCGTCTCACTGGCCGACCTTGACCCTTCTTATTTTGGG

GTCATATCTAGTATTCAGAGTTTGCCTCGATTTGGTACCGCTC

TCGCGGCCCGCACT

T/C GAAACAGTGCTTTACCCCTAGATGTCCAGTCAACTGCTGCG

CCTCAACGCATTTCGGGGAGAACCAGCTAGCTCTGGGTTCG

AGTGGCATTTCACCGCTA

Ca_LG_3:25419260 CAACGACAATGGGGATGATCAAATGGCTGAAGCAATGAATAA

CATGGTTGCTTCTGTTGCTGCACAGACTACTGCATAGACTCTG

CGAGATCTGGAGAAA

A/G AGGGAAATAGAGATATGTGCTGTTGCGTCAAGGGGATTAGA

AGATTTTAGTCGTTATCATCCTCCAAAGTTCAAGGGTGATGA

GAACTCAGAAAACGCGG

Ca_LG_3:27326825 TAAAATTATTTTAAAAATTAAATTTCATAATTATTGAAACAAATT

CTTTTTTTAATTGTGATAGTTAATTTAAAACAACTAATATCATTT

GTAAAATCTT

T/C CATCTTAAAATCAATACTACCTACTAGTACTAGTAGTGGTTG

GTGTATCATAAATTCTAATAGCAACCTTTCTATAGTTGCCAGT

TTCATTTATTAAATC

Ca_LG_3:27326866 AATTCTTTTTTTAATTGTGATAGTTAATTTAAAACAACTAATATC

ATTTGTAAAATCTTCATCTTAAAATCAATACTACCTACTAGTAC

TAGTAGTGGTT

T/A GGTGTATCATAAATTCTAATAGCAACCTTTCTATAGTTGCCA

GTTTCATTTATTAAATCCAAATTATTAATCATTAAAATATGCAT

AGAGTAGTAGTATA

Ca_LG_3:27394533 AGGCGTCGATGGAGCCAGTCCATCTACTGCTATCAGAACAGT

AGGTCTCGAAAGAGTTCAAATGATGACGATACATCTTGCATCT

GTTGGAGAAACCTAT

T/C GCTCAGGCCAGCTTCGATGAAGCTGCTTTAAAGATATCGCG

ACCGACTCTACTGAAAGATACCCCAAAAGATGTATGAAATTT

CTTTTAAAAAAGCCCTC

Ca_LG_3:27394549 AGTCCATCTACTGCTATCAGAACAGTAGGTCTCGAAAGAGTTC

AAATGATGACGATACATCTTGCATCTGTTGGAGAAACCTATGC

TCAGGCCAGCTTCG

G/C ATGAAGCTGCTTTAAAGATATCGCGACCGACTCTACTGAAAG

ATACCCCAAAAGATGTATGAAATTTCTTTTAAAAAAGCCCTCT

AATTATTGTTGATTT

Ca_LG_3:27875755 ATCGATAAGAGCAACAACATCAGTGGTGATTATGTCCACATAT

TTATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCA

ATCCTATAGCTTCC

C/T TCAATGCTAGGACGTTGCACCTTGACAGCCACGAGTTTACC

CGAATACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGC

TGCAGCCATAGGTGATG
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Ca_LG_3:27875758 GATAAGAGCAACAACATCAGTGGTGATTATGTCCACATATTTA

TTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAATC

CTATAGCTTCCTCA

A/G ATGCTAGGACGTTGCACCTTGACAGCCACGAGTTTACCCGA

ATACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGC

AGCCATAGGTGATGGTG

Ca_LG_3:27875763 GAGCAACAACATCAGTGGTGATTATGTCCACATATTTATTTAT

GAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAATCCTATA

GCTTCCTCAATGCT

T/C AGGACGTTGCACCTTGACAGCCACGAGTTTACCCGAATACT

TCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGCAGCCA

TAGGTGATGGTGTTATA

Ca_LG_3:27875767 AACAACATCAGTGGTGATTATGTCCACATATTTATTTATGAAAA

TCCCAAGACCTCTTATTAGGTAGAAGTCCAATCCTATAGCTTC

CTCAATGCTAGGA

A/G CGTTGCACCTTGACAGCCACGAGTTTACCCGAATACTTCAAC

CGAGCTTTATAAACTTGACCTAAACTAGCTGCAGCCATAGGT

GATGGTGTTATAGAAG

Ca_LG_3:27875785 TATGTCCACATATTTATTTATGAAAATCCCAAGACCTCTTATTA

GGTAGAAGTCCAATCCTATAGCTTCCTCAATGCTAGGACGTT

GCACCTTGACAGCC

C/A ACGAGTTTACCCGAATACTTCAACCGAGCTTTATAAACTTGA

CCTAAACTAGCTGCAGCCATAGGTGATGGTGTTATAGAAGA

AAAAATGGAGTCAAGGG

Ca_LG_3:27875788 GTCCACATATTTATTTATGAAAATCCCAAGACCTCTTATTAGGT

AGAAGTCCAATCCTATAGCTTCCTCAATGCTAGGACGTTGCAC

CTTGACAGCCACG

G/A AGTTTACCCGAATACTTCAACCGAGCTTTATAAACTTGACCT

AAACTAGCTGCAGCCATAGGTGATGGTGTTATAGAAGAAAA

AATGGAGTCAAGGGATA

Ca_LG_3:27875794 ATATTTATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGT

CCAATCCTATAGCTTCCTCAATGCTAGGACGTTGCACCTTGAC

AGCCACGAGTTTA

A/C CCCGAATACTTCAACCGAGCTTTATAAACTTGACCTAAACTA

GCTGCAGCCATAGGTGATGGTGTTATAGAAGAAAAAATGGA

GTCAAGGGATAATCCTA

Ca_LG_3:27875797 TTTATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCC

AATCCTATAGCTTCCTCAATGCTAGGACGTTGCACCTTGACAG

CCACGAGTTTACCC

C/A GAATACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCT

GCAGCCATAGGTGATGGTGTTATAGAAGAAAAAATGGAGTC

AAGGGATAATCCTAATT

Ca_LG_3:27875800 ATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAAT

CCTATAGCTTCCTCAATGCTAGGACGTTGCACCTTGACAGCC

ACGAGTTTACCCGAA

A/G TACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGCA

GCCATAGGTGATGGTGTTATAGAAGAAAAAATGGAGTCAAG

GGATAATCCTAATTCCC

Ca_LG_3:27875802 TTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAATCC

TATAGCTTCCTCAATGCTAGGACGTTGCACCTTGACAGCCAC

GAGTTTACCCGAATA

A/T CTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGCAGC

CATAGGTGATGGTGTTATAGAAGAAAAAATGGAGTCAAGGG

ATAATCCTAATTCCCTT

Ca_LG_3:27875824 TATTAGGTAGAAGTCCAATCCTATAGCTTCCTCAATGCTAGGA

CGTTGCACCTTGACAGCCACGAGTTTACCCGAATACTTCAAC

CGAGCTTTATAAACT

T/C TGACCTAAACTAGCTGCAGCCATAGGTGATGGTGTTATAGAA

GAAAAAATGGAGTCAAGGGATAATCCTAATTCCCTTTCAATG

CATGCAAAGGCCTCCT

Ca_LG_3:28434842 CTGCTCTCATGGTTCTTCAAATACAAATTGAAGGAGAGAGCAT

TAACTTTCATTACTTTGATTCACAAGGTTCAATATTGTATCTTC

CATCAGTTCTGCA

A/T AGAATAGCGTCGCCCATTTCAAAACCAACTGTTTCAGCATCG

AATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCT

TAACAATTTGTTCCA

Ca_LG_3:28434848 TCATGGTTCTTCAAATACAAATTGAAGGAGAGAGCATTAACTT

TCATTACTTTGATTCACAAGGTTCAATATTGTATCTTCCATCAG

TTCTGCAAGAATA

A/G GCGTCGCCCATTTCAAAACCAACTGTTTCAGCATCGAATCGA

AGGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCTTAACAA

TTTGTTCCAAAGTAT
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Ca_LG_3:28434849 CATGGTTCTTCAAATACAAATTGAAGGAGAGAGCATTAACTTT

CATTACTTTGATTCACAAGGTTCAATATTGTATCTTCCATCAGT

TCTGCAAGAATAG

G/A CGTCGCCCATTTCAAAACCAACTGTTTCAGCATCGAATCGAA

GGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCTTAACAAT

TTGTTCCAAAGTATG

Ca_LG_3:28434851 TGGTTCTTCAAATACAAATTGAAGGAGAGAGCATTAACTTTCA

TTACTTTGATTCACAAGGTTCAATATTGTATCTTCCATCAGTTC

TGCAAGAATAGCG

G/A TCGCCCATTTCAAAACCAACTGTTTCAGCATCGAATCGAAGG

TCCATCCATGTTCCATTTTTTGCCAAGTCTTTCTTAACAATTT

GTTCCAAAGTATGCG

Ca_LG_3:28434857 TTCAAATACAAATTGAAGGAGAGAGCATTAACTTTCATTACTTT

GATTCACAAGGTTCAATATTGTATCTTCCATCAGTTCTGCAAG

AATAGCGTCGCCC

C/T ATTTCAAAACCAACTGTTTCAGCATCGAATCGAAGGTCCATC

CATGTTCCATTTTTTGCCAAGTCTTTCTTAACAATTTGTTCCA

AAGTATGCGGTGGAG

Ca_LG_3:28434878 AGAGCATTAACTTTCATTACTTTGATTCACAAGGTTCAATATTG

TATCTTCCATCAGTTCTGCAAGAATAGCGTCGCCCATTTCAAA

ACCAACTGTTTCA

A/G GCATCGAATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAG

TCTTTCTTAACAATTTGTTCCAAAGTATGCGGTGGAGGCAAA

GGAAGGACATGCCAGT

Ca_LG_3:28434881 GCATTAACTTTCATTACTTTGATTCACAAGGTTCAATATTGTAT

CTTCCATCAGTTCTGCAAGAATAGCGTCGCCCATTTCAAAACC

AACTGTTTCAGCA

A/T TCGAATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAGTCT

TTCTTAACAATTTGTTCCAAAGTATGCGGTGGAGGCAAAGGA

AGGACATGCCAGTGCA

Ca_LG_3:28434884 TTAACTTTCATTACTTTGATTCACAAGGTTCAATATTGTATCTT

CCATCAGTTCTGCAAGAATAGCGTCGCCCATTTCAAAACCAAC

TGTTTCAGCATCG

G/A AATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCT

TAACAATTTGTTCCAAAGTATGCGGTGGAGGCAAAGGAAGG

ACATGCCAGTGCACTC

Ca_LG_3:28966924 AACAATTTTTTTGAGGTACAATCTAGTACGAAAGGTGTTACAC

AATGAAAACTTGCTTATATAATGAAAATAAATCACCTCAGCAG

CCTCTGAAGTTGAT

T/A GAAAGATACTGATAATAATAATGCCGCAACGCATCAGGTACG

GATGCAGGTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGT

AACCTGCAGCAATAGTT

Ca_LG_3:28966973 AACTTGCTTATATAATGAAAATAAATCACCTCAGCAGCCTCTG

AAGTTGATGAAAGATACTGATAATAATAATGCCGCAACGCATC

AGGTACGGATGCAG

G/A GTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGTAACCTGCA

GCAATAGTTATAGTATAGAATAAGAAATCACTAAAATTAAGCA

CCAAATAGGAAGGGC

Ca_LG_3:28967003 TCAGCAGCCTCTGAAGTTGATGAAAGATACTGATAATAATAAT

GCCGCAACGCATCAGGTACGGATGCAGGTGTGTTGTGCCAA

ATGTCCAAGTTCTGGT

T/C CAGTAACCTGCAGCAATAGTTATAGTATAGAATAAGAAATCA

CTAAAATTAAGCACCAAATAGGAAGGGCAAAACCATCACTAA

AATTGTATCCATGTCC

Ca_LG_3:29822260 TATTTTCATATTGTTACTACATATAATTGTCTTGTTACCGTAAG

ATTTTGAACGAAGTCTCTAGATTGATTAAGAAATAATTTTCTTC

GCCATTAAGCAA

A/G CATCCTTTAAGTGAGTAGGGGTGCGTCGGACTTCCGACGAA

TAATAGATACCCCCACACCCCAGGCAGCATTAGTGAGCCGT

GAAATAGACCATTCTTCA

Ca_LG_3:29822286 TTGTCTTGTTACCGTAAGATTTTGAACGAAGTCTCTAGATTGA

TTAAGAAATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTG

AGTAGGGGTGCGT

T/C CGGACTTCCGACGAATAATAGATACCCCCACACCCCAGGCA

GCATTAGTGAGCCGTGAAATAGACCATTCTTCACCTAAATGA

CTTAATTCACTATCAAT

Ca_LG_3:29822292 TGTTACCGTAAGATTTTGAACGAAGTCTCTAGATTGATTAAGA

AATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTGAGTAG

GGGTGCGTCGGACT

T/C TCCGACGAATAATAGATACCCCCACACCCCAGGCAGCATTA

GTGAGCCGTGAAATAGACCATTCTTCACCTAAATGACTTAAT

TCACTATCAATGAATGA
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Ca_LG_3:29822293 GTTACCGTAAGATTTTGAACGAAGTCTCTAGATTGATTAAGAA

ATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTGAGTAGG

GGTGCGTCGGACTT

T/G CCGACGAATAATAGATACCCCCACACCCCAGGCAGCATTAG

TGAGCCGTGAAATAGACCATTCTTCACCTAAATGACTTAATT

CACTATCAATGAATGAC

Ca_LG_3:29822308 TGAACGAAGTCTCTAGATTGATTAAGAAATAATTTTCTTCGCC

ATTAAGCAACATCCTTTAAGTGAGTAGGGGTGCGTCGGACTT

CCGACGAATAATAGA

A/G TACCCCCACACCCCAGGCAGCATTAGTGAGCCGTGAAATAG

ACCATTCTTCACCTAAATGACTTAATTCACTATCAATGAATGA

CATACACATAAGGAAT

Ca_LG_3:29822329 TTAAGAAATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTG

AGTAGGGGTGCGTCGGACTTCCGACGAATAATAGATACCCCC

ACACCCCAGGCAGC

C/A ATTAGTGAGCCGTGAAATAGACCATTCTTCACCTAAATGACT

TAATTCACTATCAATGAATGACATACACATAAGGAATACAAG

GTTGGTTTGGTGGTTG

Ca_LG_3:29822330 TAAGAAATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTGA

GTAGGGGTGCGTCGGACTTCCGACGAATAATAGATACCCCCA

CACCCCAGGCAGCA

A/G TTAGTGAGCCGTGAAATAGACCATTCTTCACCTAAATGACTT

AATTCACTATCAATGAATGACATACACATAAGGAATACAAGG

TTGGTTTGGTGGTTGA

Ca_LG_3:29822344 CTTCGCCATTAAGCAACATCCTTTAAGTGAGTAGGGGTGCGT

CGGACTTCCGACGAATAATAGATACCCCCACACCCCAGGCAG

CATTAGTGAGCCGTGA

A/T AATAGACCATTCTTCACCTAAATGACTTAATTCACTATCAATG

AATGACATACACATAAGGAATACAAGGTTGGTTTGGTGGTTG

ATAAGCAACAAACTT

Ca_LG_3:30020584 AAAGAAAGATGAAGAGGAAAGAAGAACAGAGATTGCACAGAG

CAGAGGTGCATGCAGCAATGTCAATTGCAAGTGTTGCAGCAA

CACTTTCTGCTATTGC

C/T TTCTGAAAATTCAAAAAAGGAGGAATCAATGAAGATAGAGAT

GCAACAATAGCTTCTGCTTCTATTTTGGTTGCTGTCCAGTGT

GCAATAGTAGCTGAAG

Ca_LG_3:32243619 ATGCGCACGTGGCATTTGTGGCTGCAAAGGCCGCCACAAAG

GAGACCCAATACAGCTGGCGTTTGTGGCCGCTTAGGCCGTCA

CAAACGTGATGTAACCG

G/A TTGGCATTGTGGCTGCTTTGGCCGCCACAAATGCTCAACGT

GACCCTATATATATTTTTCTCCCCTCCTCCTTCATTTTTTCAC

ATCCAATTTCTCTCTA

Ca_LG_3:32785958 TACATCAGTAATGAGTGGATTAAGCTTGGAAATCTCATTTGTT

AAGTAGCAGCATGTGCTAATGTTTTGGTGCAAGATTGGTGATA

GGTTTTTGTTTTTT

T/C TTCGTGCTAGCAATTTTGTGGTGCTAGTTTTTTTTAGCAGCA

GCATGTGCTCTAGGTTTAGACGAGTGATGGAGTTTCGTATTT

TGTTCCCTGGACTCTA

Ca_LG_3:33631943 GCCAAGCTTGATGAGAAGAAAAATATTAGGGATTTGATTTCTA

GTGCTGCTGGCGGTGCAGCTCCAGCCGCTGCCGCAGCCTCA

GCCGCTGCCGCAGCCC

C/T CAGCCGCTGCCGCCAGCCGCTGCCGCTGCTCCAGCAGCTG

AGGAGAAGAAGAAGGTAATCCCTTAGTGAAATTTATTTTCCT

TTTCTTTTCAACTTTGAC

Ca_LG_3:33815213 TATCAAATCACCGTTCCTCACTGTAATTCCTCCAAACTCACTAT

TAATCCAACATGCAGCACGAATTACCGGAATCAAAGATTGGA

CAGAGGGCAACTCG

G/A GAGGAACTAACTGTATTGGTACACACATTGGATGTCAAACAG

CTGCAGCAACTGACACAATTAATTAATTAATTAATTAATTAAT

CAATCAATTATACAT

Ca_LG_3:33926065 CATGTAGCATTCAGCAAGGAATCCTTGAGGGGATGCGCGGC

GACCATCCACAATTTTTGAGAAGTGGCGGATGGCTTCTGAGT

AGAGACCGGCGTCGAGG

G/A GCAGCGAGTGCTGCTGTGCGTCGGCGGAGGAGGAATTTGA

TGTGTGTGAGGAGTTGTGTTACGCCTTCTGTGTAGTTGAGA

GGGACTCGCGGTGGTGTGG

Ca_LG_3:34134919 CACTATTCGTTGGTTTGAACAAAGGATAGGCTAGGCCTCAAA

CATGATTTTAAGATCCTAGCTACGCCATACGCGTTCCATACAT

AATCTGGAAAGCTGT

T/C AGGGATGACAAAAAGAGGGCGCTTTCATGTGTTGCACAGAA

CACAGATAAAAGAAAGAAACCTTACTAAATAATAGAGAAGAT

GGATCATATCTCCTTTA
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Ca_LG_3:34134946 AGGCTAGGCCTCAAACATGATTTTAAGATCCTAGCTACGCCAT

ACGCGTTCCATACATAATCTGGAAAGCTGTAGGGATGACAAA

AAGAGGGCGCTTTCA

A/C TGTGTTGCACAGAACACAGATAAAAGAAAGAAACCTTACTAA

ATAATAGAGAAGATGGATCATATCTCCTTTATCGAACACTAA

ATGGTAAATCCTACCT

Ca_LG_3:34337575 ATATCTATCTATCATAAAAATTGTTAGCAAAACAAAGAGAGAA

AAAAATCGCTGACCAACCTGGATTGCAGCAGGTACAGGGGCT

TTTTCTTTAAGCTCG

G/A TGCACAGTGTTCGACTGCACTGCTATTGCTGCCTGAGATCAA

CATTCAAAAGCAATATAGAAACAAAAATCATTGACCAAATAAT

GGACACATGATGTTA

Ca_LG_3:34647021 GAGCTTGGCTCGACAAGCTTTGTGGGCAAGTGGTGCGGCAG

CCTGTGATCCCTCCACTGTTAGGAGCCGAAGGTTTTCGCTGC

TCTGTGAGTCCAGCCTT

T/C ACGCTATACCCTCCAGTCTAGGAGCCAAGAGACCCGAGCGT

TCGCCCAAGTCCCGTGACTCAACTCTCAAATTGGAGCGGGC

AGGCTTGCACAGTGCAGC

Ca_LG_3:34647061 GCCTGTGATCCCTCCACTGTTAGGAGCCGAAGGTTTTCGCTG

CTCTGTGAGTCCAGCCTTACGCTATACCCTCCAGTCTAGGAG

CCAAGAGACCCGAGCG

G/C TTCGCCCAAGTCCCGTGACTCAACTCTCAAATTGGAGCGGG

CAGGCTTGCACAGTGCAGCCACCAACCCAACCAAACAAGCC

AAAGCTATGTTCCATCAC

Ca_LG_3:34647092 GGTTTTCGCTGCTCTGTGAGTCCAGCCTTACGCTATACCCTC

CAGTCTAGGAGCCAAGAGACCCGAGCGTTCGCCCAAGTCCC

GTGACTCAACTCTCAAA

A/C TTGGAGCGGGCAGGCTTGCACAGTGCAGCCACCAACCCAA

CCAAACAAGCCAAAGCTATGTTCCATCACCATTTTGCCCCCG

CTTGGGTCACAAGTTGGA

Ca_LG_3:35916630 TGTGATGGTAGGAGCACTCCCAGCTGCATTGACTTACTACTG

GCGGATGAAGATGCCCGAAACTGCTCGTTACACCGCTCTAGT

TGCTAAGAACACGGCG

G/A CAGGCTGCAGCAGATATGTCTAAGGTTCTGCAAGTCGAGAT

CCAAGCTGAACCAAAGACAAATGAGCAGAAAAAGTCTTATG

GTTTATTCTCAAAGGAAT

Ca_LG_3:36501498 ATTTGCAATTCCAAATGGTGATTTCAATGTCCGCTAGGCCACT

CAGAAATACAGATAACAGCTGCCATACCATCAAATTGCGTGCA

AAGGGAGAGAACCG

G/A TGGTCTGCAGAAAGGCAGCCATTAATGTCCCCAATCTGTAC

ATAATTAAGTCGAGCCACTTTCATCCTAATTGTGCTTTAACTT

TTATGTTTTATTCAAA

Ca_LG_3:36765441 TTGTCTTTCTTGCTTAATCTTTGGGGTTGTGAAAACTGAAAACT

CTTCATATGTCATGCAGCAACAATTGCAATCTTTACTTGAAACT

TTAAGTTCCACC

C/T GAGCCACACTACATTCGATGTGTGAAGCCCAATAATCTTCTT

AAGCCAGCTATTTTCGAGAATAAAAATGTTTTGCTGCAACTG

CGCTGTGGGGTAAGAC

Ca_LG_3:36858079 GCAAGGTCCAAAGGGAACTCTGGAAGTTGTTCAGAATTTTGA

GAAGGTAATGAAGTTGTTTTTCCAGCACTTGGATGATCCTCAC

CATAAAGTTGCGCAG

G/A GCTGCTCTTTCAACACTAGCAGATATTGTTCCAACATGTCGA

AAGCCTTTCGAGGGTTACATGGAAAGAATATTACCACATGTG

TTTTCTCGGTTAATTG

Ca_LG_3:37471313 CATCGCTTCCACCGCCGCCTTCGACGCTGTGTACGCGCCGTA

ACCTGGCTTAAACGCCGCTGCTAATGAAGTCGTCAGAAGTAT

GATTCTCCCTCCTCCG

G/A CCGCGCTTTAACCGGTTCGCTGCTTCCTTCCCGCACAGAAA

CGATCCCCTTGCGTTCACGTTCATGATGCGATCGAAGGTTTC

AACGGTTGTGTTCGCTA

Ca_LG_3:39665887 CTAATCAGTATTGTCTGTTGTGAATGCTTGCCTGCCTTGCAGT

GTGCTGTCGGATATTGAATAGAAACTTGAGATTACGGTCGTTA

GGTTCCTGGTCTCC

C/G GAGCAATATAACGTTATGTCTTGGTCAGCAGCTGGGCAGTC

AGCATAACGTTTGGGCGACATAACGTTTGGGGACAGGTCTT

TTCTGGAACCAAGTCTTC

Ca_LG_3:39837598 CTTTCTTCTTTTTCATTTTTATTTTTATTTTTATTTTTCCGATGC

GATTCCAGCGCGATTTGCTGCTGCAAAAGAGAATTTCGTCGC

AGCAGAGCAAAGT

T/C TCCACATCGCACTGTGATTCTGCGATTGCGCGCTATAGCTG

CGCCATTGAAAACATAGCTTTTCTGGCTATTTATAGTAATTGA

TTTTCCCATTACATGT
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Ca_LG_3:39887505 TCAATTATCGAGACTCGGCCCAGGTTCTGCTACCTCCTCGAG

GCTGGCTGCAATTAAGGGACTCTCTTTAGATGATGGAGCCAA

TAATGAAAAGTGCACG

G/A GCAATCACTAATGCCGAGGCATTAAATCCAAAGTACGAGTTT

CCGAACATGAAAACAGCTGCTATCATATCAGACCAGAAGAC

ACTGAAGGTTCGAATCA

Ca_LG_3:39940982 CTCAATCATAAACTTTGCTGCGGATTTTCCTGCGGAGTTTGCA

TGGAATTTGCTGCGGAAATTTGCCGCAGATAAATCCTATGGAA

AAAGATGAACTTTG

G/A CTGCGGAAATATAGTCGTATGTAAATCCGCAGCAAAAGAAAA

CGTTACCTGCCGTTTTACCTGCGGATAGTGATACCGTAGGA

AAAGTCTTAAGATAATT

Ca_LG_3:40071610 AATATCAAGTACCATGAAGATAAGAGCTAAGTCAATACAAACA

AAATGGCAGCTAATCATTACAGTGTTACCTGCATAAAGCACAC

CCACTAAGCTCAGT

T/C GTCAATGTCTTTGACTATGCGGATGCATCTCTTGGAGATCTG

TTCAATAGGATCAACTCCTTCAACCCTTCCAGCAGCCCAAGC

ATTGACATTGTAGGCC

Ca_LG_3:40076986 CTTGACTGTTGTAGGCTTCTTATTGACCACAATCTTCTTCGAC

ATCTTCATCTCCAACTTGTTTCTCGGAGCAGCTAATGCACCAT

TGATATCACTCGCC

C/A ACAACAGCACCTTCTTGTTCTAACTCCGTCACCATCTCCTCA

CCAGACTCAGCATTCGTTTTCATGGCTGTCGATCGTGTAATC

CGCTTGAACGTCTTCA

Ca_LG_3:40919804 ACATAAACAGATATGTAATTTAAAATCTTGTTTTCTAAATGGGG

CAAACAAATTTCCATTTTTACATTTGGATGATGATAGTCACCAA

AATGTGCAGCAC

C/T AATACAACGTTAGCAACATCATAATTATCATTAGCATAGCTCT

TAATTAGATATAGCTGGACTACATTCAACCTAAAATACATAG

CACATAGCGCAGCTA

Ca_LG_3:40927037 ACAGTAAAGCTAACCTGTGACAAGTGAGAGCATGCAGCCTCA

ACTGCATTGGCAGACCATGACTTCCCAAGGGATTTTCTGACA

ATAAACCTCAAAGTCT

T/A TGACTGGTAACAATCCTAACGATGCTATTAAGTAGCTAGCAG

CAGCAGCTAGAATTTGTGATCTGCAATCGCATTAACCATTAG

TCATTTAGAATAACAT

Ca_LG_3:40927058 AAGTGAGAGCATGCAGCCTCAACTGCATTGGCAGACCATGAC

TTCCCAAGGGATTTTCTGACAATAAACCTCAAAGTCTTGACTG

GTAACAATCCTAACG

G/A ATGCTATTAAGTAGCTAGCAGCAGCAGCTAGAATTTGTGATC

TGCAATCGCATTAACCATTAGTCATTTAGAATAACATATAGAA

CTTTTAAATGAAAAT

Ca_LG_3:41429764 GATTGACGACTTACCAATCCAATGACGTTCGCACACAACATTT

CAAAAAAGGGGTACTCTATTCTCGTAATTCCATAATAGATGCC

TGTTGGCATGCCAA

A/G CCTTCCTTCTCCTTTCATGACCTATCCGAAAACAAAGAAAATT

CTTTACTTAATTAGTGATGAATATCGGAATAGGACAAACCAT

CCCGTGGATCTCTTT

Ca_LG_3:41429771 GACTTACCAATCCAATGACGTTCGCACACAACATTTCAAAAAA

GGGGTACTCTATTCTCGTAATTCCATAATAGATGCCTGTTGGC

ATGCCAACCTTCCT

T/C TCTCCTTTCATGACCTATCCGAAAACAAAGAAAATTCTTTACT

TAATTAGTGATGAATATCGGAATAGGACAAACCATCCCGTGG

ATCTCTTTGTTTGCT

Ca_LG_3:41429774 TTACCAATCCAATGACGTTCGCACACAACATTTCAAAAAAGGG

GTACTCTATTCTCGTAATTCCATAATAGATGCCTGTTGGCATG

CCAACCTTCCTTCT

T/C CCTTTCATGACCTATCCGAAAACAAAGAAAATTCTTTACTTAA

TTAGTGATGAATATCGGAATAGGACAAACCATCCCGTGGATC

TCTTTGTTTGCTTCA

Ca_LG_3:41755896 TAGTTTACAATTCGTTGGGCACTAAGCAATATATTGAGAGCAG

TGGTTTCAAGAGAGATGTGCCAAATTTGGAAGAAGTTGTTATT

CAAGAAGGTGTTGT

T/C TCACTTCAACAACCAAGAAGCTGCTGAGGATATCACCAATCA

CATTTATGAATTTATCAAGAAGTTCTGATTTTGTCACTTGTTT

TAGTTAAAAATCATC

Ca_LG_3:41755903 CAATTCGTTGGGCACTAAGCAATATATTGAGAGCAGTGGTTTC

AAGAGAGATGTGCCAAATTTGGAAGAAGTTGTTATTCAAGAAG

GTGTTGTTCACTTC

C/T AACAACCAAGAAGCTGCTGAGGATATCACCAATCACATTTAT

GAATTTATCAAGAAGTTCTGATTTTGTCACTTGTTTTAGTTAA

AAATCATCTTCTAAT
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Ca_LG_3:41925198 AATGAATGAAAAACATGTTAGTGGTCACGAAACAGATAAGGC

AAGCCACGAAAATTTCTTCCCTGACACAGTTCGCTTCCCACCC

CACCCATACCATACT

T/C ATCATTCCGTGCAAGAAATTCAAAAGCATTACATGAATTTGT

GATAATAAAATTAAAATATATTATCGAATAAGTTGAGTTGAGT

GATTCAGCATGGCCA

Ca_LG_4:94968 TTCTATTAGCAGCAGCAGCAAGCACATCAATGTGCATATTATC

AGCAAAAAGGATTGACGATGGATGTGATGAGTGTTGACTATC

AGCATACCTGACCCC

C/T AACTAGCAATTGTGATTTCTCATCCCTTGTAGCAATTGACAAT

TCATTTTTTTAGTACAAAGAAAGTTGCAAAAGTCTTAACCTAA

TGGAATGATTTATC

Ca_LG_4:197030 AACAGAGTAACCGATGGTTGAGGTAAACCAGAAGCTAGTAAT

CTCGCTCAAACAACTGAACAGACTCCAAGTCCTCTCCTTTCAC

TCAATTCACTGACAG

G/C AATGTTGTGGTGGTGGTGATGATGATGATGATCATAATAATG

ATGATGATACATCTAAATGCAGCGGCATCATAAGAAAAAATG

TAAGGGAAAATCACCC

Ca_LG_4:197244 CAAAAATTCTGGAAGGAAGAATATCGAAAAGAAGATCATAAGA

AAAAAAACCAACAAAAACATTAAATGTTGAATTATAGAGGTAA

ATTTTCCAGTAAGT

T/C CATTCAAGCTGATAATGATGACAAATCATTTCAAAGCTACTG

AGATGCTTGAGTTCTTCAGTGCTTTAATTTTAAACTTTCTCTA

TTGATGAAAGCTTAC

Ca_LG_4:197270 AAAAGAAGATCATAAGAAAAAAAACCAACAAAAACATTAAATG

TTGAATTATAGAGGTAAATTTTCCAGTAAGTCATTCAAGCTGA

TAATGATGACAAAT

T/C CATTTCAAAGCTACTGAGATGCTTGAGTTCTTCAGTGCTTTA

ATTTTAAACTTTCTCTATTGATGAAAGCTTACATGCCAAAATT

TTGCAAACATTCAAA

Ca_LG_4:284435 TCCGAAGCGACAAAAAGCTATTGCAGACAAATGCACCTCATAT

TTTTGATGTTGTAGTTGCAGCTGATGGTACTGGAGATTTTACT

ACAGTGATGGAGGT

T/C GGTGCATGCAGCCCCAAGCTCTAGTGAGAAGCGTTATGTCA

TATTTATAAAGAGTAAAGTTTATATGGAGAATTTTGAGGTTGA

CAATGATTGGAGAGGG

Ca_LG_4:330167 GCGAATCGTCGTTGCTGCCCATATTCCTTTTTACTTGGATGTC

AAGACACGCCCCGTATTTAGCAAGGCATGACTGACTTATTTTA

GGAGCAGCAGCGAC

C/T CGATTGTCCCCGATCCAGTTTTCTAGCTGCAACTTTGGGAGC

TTTATTACCCTCCAGCTTTTGTAGTTTGCCAGCTCTATTACCC

TCCAATTTTTGAGGT

Ca_LG_4:488486 TTCCTCAGTTGCTTGTCGACCAATATGCGCTATGTCTTCAAAA

GATAGCTTGAGGCCGAGGTGTGCCTGAATTGCAGCAACATCC

TGAACAACTGATTTT

T/C AGGGATGTTTGGATAGATGTCAAAGTAGCTTCCATCCTTGCA

TTTGACTCTAGTATTTTGGCGTTGTGTTCCATTTGAGCTGCC

ATAAATTCCATCAGTT

Ca_LG_4:488531 TAGCTTGAGGCCGAGGTGTGCCTGAATTGCAGCAACATCCTG

AACAACTGATTTTAGGGATGTTTGGATAGATGTCAAAGTAGCT

TCCATCCTTGCATTT

T/A GACTCTAGTATTTTGGCGTTGTGTTCCATTTGAGCTGCCATA

AATTCCATCAGTTTTGCAACAAATGCAGGAGTCTCAGCTGCT

GATTCAGAGGCTTGTG

Ca_LG_4:488592 GTTTGGATAGATGTCAAAGTAGCTTCCATCCTTGCATTTGACT

CTAGTATTTTGGCGTTGTGTTCCATTTGAGCTGCCATAAATTC

CATCAGTTTTGCAA

A/G CAAATGCAGGAGTCTCAGCTGCTGATTCAGAGGCTTGTGGA

GGAGTTGGTTCAACATTTGGCATTGGTCAAATCCAAACATTA

TCTACTTTCTTCAGTTT

Ca_LG_4:488605 TCAAAGTAGCTTCCATCCTTGCATTTGACTCTAGTATTTTGGC

GTTGTGTTCCATTTGAGCTGCCATAAATTCCATCAGTTTTGCA

ACAAATGCAGGAGT

T/C CTCAGCTGCTGATTCAGAGGCTTGTGGAGGAGTTGGTTCAA

CATTTGGCATTGGTCAAATCCAAACATTATCTACTTTCTTCAG

TTTCATCTGATTCACA

Ca_LG_4:1005491 AGAGGGGATATTGGTCAAGTACAACTTTATTCTCAGAATAGAC

AGCATCAAACATCTCTATATCCTGCACATGTCAGCTATACCTC

AATAAATAATTGAA

A/G CTTGTCAGCAGCATTGCTGAGTGGAAAATATATAGATAAAAA

CAACAATTAAACCGTGTGAACAGGGAGAGATTCACCCAATCT

TGTGCAGAAACTGATT
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Ca_LG_4:1005509 GTACAACTTTATTCTCAGAATAGACAGCATCAAACATCTCTAT

ATCCTGCACATGTCAGCTATACCTCAATAAATAATTGAACTTG

TCAGCAGCATTGCT

T/C GAGTGGAAAATATATAGATAAAAACAACAATTAAACCGTGTG

AACAGGGAGAGATTCACCCAATCTTGTGCAGAAACTGATTCA

ATAAACTAATATGATA

Ca_LG_4:1011657 TTTGATGATTATTACATTGCAGGAAGAAAAGATATCGGTCAGT

TACGACTTTTGTTTCAATGCGCAGCATCAAACATTTCGACATC

CTTAACCTCTTTCA

A/T CGTCTCCTATGCCTCAATAAACACAAAAAATGAAGTTTTCAG

CAGCCATGGGAAAATGTATTATGAAATGCTTACCATTTCCTG

AGGTGTTTTGGGGACT

Ca_LG_4:1011793 TTTCAGCAGCCATGGGAAAATGTATTATGAAATGCTTACCATT

TCCTGAGGTGTTTTGGGGACTTTTTCCTCTATTTCTCCCGCAT

TGTACTCTGGACTC

C/T TCCAAATCATCGGGCTGCAATGAAAACAAAGGCACCAAGAT

AGTAAAAACACTGCTAAAAAACAAGTATATGCAAAACGTTCA

AGATACTTATTTTGTAA

Ca_LG_4:1044969 AGGATTAAATGCGTAACTGATTTTCTGGCCGCCCAGGCCGTC

ACAAAGTCACATATCTGTTACATTTTGTGGCGGCAAAGGCCG

CCACAAACAACAATAG

G/C TACCGTTGGCAGTTCTGGCCGCCCAGGCCGCCACAAATGCC

TAATATCCGTTGGTCATTGTGGCTGCTTTGGCCGCCACAAAG

GATCAAGCATATCCTAT

Ca_LG_4:1044998 CGCCCAGGCCGTCACAAAGTCACATATCTGTTACATTTTGTG

GCGGCAAAGGCCGCCACAAACAACAATAGTACCGTTGGCAGT

TCTGGCCGCCCAGGCC

C/T GCCACAAATGCCTAATATCCGTTGGTCATTGTGGCTGCTTTG

GCCGCCACAAAGGATCAAGCATATCCTATATATATTACTTCA

CTCCTCTTTCATTTTT

Ca_LG_4:1103746 CATCCTTCACGCAAGTCAAATAGCCTTTTAACCAAAGCTCTGA

TAGGAAACAAACACAGAAACACAACAACAAGTAATACGCAGC

GGATATAAAATTCCC

C/T CCAACTTGCAAGAACTCGTGAGGAGCAACAACAAATATATAT

GGCAGCAAATTAATTAAACTAAAAGAGCGTAACAACACTGAT

ATTTTTAATGTGGAAA

Ca_LG_4:1178441 GCTTTTGCAGTAAATGGCAATGTGAATCCAGCTGCTGAAGCA

AATGTAAGTATTTCCATTTTGTATTCAAATTATTTGTATAACCT

CCATAAAAATATCA

A/G TATCATTTGCTGCTCGATCTATCTGACTCTACAGTTGGATTC

GATTCCAGATATTTGGTGATCCAGATGCTGCAGATGTTGTAT

TCACAAGTGGTGCAGA

Ca_LG_4:1354494 ATGAGTTTTTGATAGCTTTGATGAAGTTCATGGATTGTATCAG

GGTGGAATTAAGCTGCCAACAAACATACTTAGCAAGATTAGTT

CATGGATATGTGTC

C/T ACTGCTTAATTTTGTGTGTTTTTGCAAGCTTCATGTTCTGTTC

TACTCTTTTGCAGCCAAGAAAGATCATACCTTGTGCTCATTG

TAGAATGGGAACCAT

Ca_LG_4:1354532 ATCAGGGTGGAATTAAGCTGCCAACAAACATACTTAGCAAGA

TTAGTTCATGGATATGTGTCACTGCTTAATTTTGTGTGTTTTTG

CAAGCTTCATGTTC

C/A TGTTCTACTCTTTTGCAGCCAAGAAAGATCATACCTTGTGCT

CATTGTAGAATGGGAACCATTGGAAAATTGTTACATCAAAAG

CAACATGGGAATGCAA

Ca_LG_4:1354847 GTTAAATCTGCAGTGGATATTCAAACATCGGGTGATCTAANNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNGCTGCTGCTG

G/A CAACAGGTACTTGCTTTATCTTTCTACGCTTGCATGTTATAAG

ATTAGTAATTGAATAGTATTAAACTATATACTACCAACACTTT

AGATTGAAGATGTA

Ca_LG_4:1354851 AATCTGCAGTGGATATTCAAACATCGGGTGATCTAANNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNGCTGCTGCTGCAAC

C/T AGGTACTTGCTTTATCTTTCTACGCTTGCATGTTATAAGATTA

GTAATTGAATAGTATTAAACTATATACTACCAACACTTTAGAT

TGAAGATGTATTCG

Ca_LG_4:1354900 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGCTG

CTGCTGCAACAGGTACTTGCTTTATCTTTCTACGCTTGCATGT

TATAAGATTAGTAATT

T/C GAATAGTATTAAACTATATACTACCAACACTTTAGATTGAAGA

TGTATTCGATGTTTGACATGTTTTAGTGTCCAACACATATTGT

TAACATGTCTGTTT
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Ca_LG_4:2874793 GTATAATAAATACTAATCAATATGCTGCATCAATGTGGTTGGC

CACAACAGTTAGTGACATTCACAAAAGTTAGTTGCATTTAAAA

CTATGATTAGAACT

T/A ATGGCTGCAAATTGAAACCGTGTTTTTCACATGATTTATATTT

TCCGGCTTTATAATTCTCAATACATGCATTGGCAAACGAGAA

ATACATGTATCCACT

Ca_LG_4:2957801 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCTTGT

ATTGTTACTGTGAATGTA

A/G AAATAGCAAAAGGAAGGAAGTTGTAACTAGATTGAGAGCTAT

GAAGATTTAATTGAAGGATAGTTTGGAGTTCATATAGTAAAG

AGATAAGGCTCAAGAA

Ca_LG_4:2957825 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNCTTGTATTGTTACTGTGAATGTAAAATAGCA

AAAGGAAGGAAGTTGT

T/A AACTAGATTGAGAGCTATGAAGATTTAATTGAAGGATAGTTT

GGAGTTCATATAGTAAAGAGATAAGGCTCAAGAACAAGACAT

TGTTGAGTTGTGAATG

Ca_LG_4:2957831 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNCTTGTATTGTTACTGTGAATGTAAAATAGCAAAAGGA

AGGAAGTTGTAACTAG

G/A ATTGAGAGCTATGAAGATTTAATTGAAGGATAGTTTGGAGTT

CATATAGTAAAGAGATAAGGCTCAAGAACAAGACATTGTTGA

GTTGTGAATGAATAAT

Ca_LG_4:3258751 CATGTTCTTGATAAGGAGAAATTTCGATAGAATCGAGATGGGT

TGTGGAAATTGTCTGCTTTCTCATCGCTCAACAATTTTTTCTTT

TCTACACTAGTTT

T/C GAATTTGGAGATTCCCCAAATCTGCTCCCTATCTTCTTTTAGT

GTTGCTTTGGATAATTATTGAAACTTGAGAGGGAAGAATGGA

CATGCACAGGGTCGT

Ca_LG_4:3258759 TGATAAGGAGAAATTTCGATAGAATCGAGATGGGTTGTGGAA

ATTGTCTGCTTTCTCATCGCTCAACAATTTTTTCTTTTCTACAC

TAGTTTGAATTTGG

G/A AGATTCCCCAAATCTGCTCCCTATCTTCTTTTAGTGTTGCTTT

GGATAATTATTGAAACTTGAGAGGGAAGAATGGACATGCAC

AGGGTCGTATTGGGGG

Ca_LG_4:3258775 CGATAGAATCGAGATGGGTTGTGGAAATTGTCTGCTTTCTCAT

CGCTCAACAATTTTTTCTTTTCTACACTAGTTTGAATTTGGAGA

TTCCCCAAATCTG

G/A CTCCCTATCTTCTTTTAGTGTTGCTTTGGATAATTATTGAAAC

TTGAGAGGGAAGAATGGACATGCACAGGGTCGTATTGGGG

GAAGAAGACTTCAGATG

Ca_LG_4:3258779 AGAATCGAGATGGGTTGTGGAAATTGTCTGCTTTCTCATCGCT

CAACAATTTTTTCTTTTCTACACTAGTTTGAATTTGGAGATTCC

CCAAATCTGCTCC

C/T CTATCTTCTTTTAGTGTTGCTTTGGATAATTATTGAAACTTGA

GAGGGAAGAATGGACATGCACAGGGTCGTATTGGGGGAAG

AAGACTTCAGATGGTTG

Ca_LG_4:3258785 GAGATGGGTTGTGGAAATTGTCTGCTTTCTCATCGCTCAACAA

TTTTTTCTTTTCTACACTAGTTTGAATTTGGAGATTCCCCAAAT

CTGCTCCCTATCT

T/C TCTTTTAGTGTTGCTTTGGATAATTATTGAAACTTGAGAGGG

AAGAATGGACATGCACAGGGTCGTATTGGGGGAAGAAGACT

TCAGATGGTTGTTGCCT

Ca_LG_4:3914079 AGTAGATGTCTCAAGTAAATTCCAAGGTTTAGTGATACTTACC

CACAAGACCAAACAAAACACAATACATAGCAGCAAAAATAGG

GAATGGTATTGATGG

G/C AAATAAAGCTCCAAATTTTCCTGAAATAAAGAAACAAATTATG

TATTTTGAATGAAACTATGGAATTGTAATAAATTTACACATTA

TCATAACTTCATAG

Ca_LG_4:3914098 TTCCAAGGTTTAGTGATACTTACCCACAAGACCAAACAAAACA

CAATACATAGCAGCAAAAATAGGGAATGGTATTGATGGAAATA

AAGCTCCAAATTTT

T/A CCTGAAATAAAGAAACAAATTATGTATTTTGAATGAAACTATG

GAATTGTAATAAATTTACACATTATCATAACTTCATAGTTTGC

CTTGCCACTCACCT

Ca_LG_4:3914659 TGGTTTAATTTTTCCAATAATAAAAGAAATGAATCACTAGTCAA

CAATAATATTAGGACGTAAGAAGCATCTTTATGCAGTTGAAAA

TACCTCAACTAAT

T/C GAGACTAAAACAGCAGCCATCATTCCAAAAGAATGACCAGC

ATCAAATGTAGGAACACCCCACTCAAGAGGGTATGGAATCTT

TATCCTGCAGAAACATG
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Ca_LG_4:4313715 CAAGGTAACTAGTACAACAATCAGCCAACACAATGAGAAAAC

AAACATGAAATTGAGAAAAAAGTTCAGCAAAAGAAACCAGAAA

AACTGCTGCTGTCCG

G/A AGTTCAGTTTCTCCCACCTCAGACCTCTGATCGACGATCCAA

ACGGTCAGAATGAAGTACCACGAGTCACAAACCTGCTGTCC

AAATTTCAGCCCGATCC

Ca_LG_4:4313744 ACAATGAGAAAACAAACATGAAATTGAGAAAAAAGTTCAGCAA

AAGAAACCAGAAAAACTGCTGCTGTCCGAGTTCAGTTTCTCC

CACCTCAGACCTCTG

G/A ATCGACGATCCAAACGGTCAGAATGAAGTACCACGAGTCAC

AAACCTGCTGTCCAAATTTCAGCCCGATCCGACGGTGAACG

AAGGAGAAATCGCGAATC

Ca_LG_4:4494641 TGCTATTTTGAGGATACATAATGTTGTTGGAAATGCTGTAACA

AAAGACAACTACATAGTATTAGGAACAGGCTCTTCTCAACTCT

ACCATGCTGCTTTA

A/G TATGCACTTTCTCCTTCACAACCCCCTAATCATCCCATTAATG

TTGTTGCTGCTGCTCCTTATTACTCGGTAATATTTCTCTCTCT

TCAATTTTTTTTTT

Ca_LG_4:5673656 TACTAGTGTGTATTTTGGTAATTTTAATTAAGCTTTATTTTATAA

ATTTGATTGGAATTGAATTATGTCACACCCATCATGCCATCTG

TACTTTTTGTTG

G/A TATAAATATTATTATTACATCTCTGTAACAGTGTTCATTGCCA

TTTTAATTTGGAAATTAATTTTCAAATTTTATAAATTAATAATT

ATATTTTTGAAAT

Ca_LG_4:5673679 TTAATTAAGCTTTATTTTATAAATTTGATTGGAATTGAATTATGT

CACACCCATCATGCCATCTGTACTTTTTGTTGTATAAATATTAT

TATTACATCTC

C/T TGTAACAGTGTTCATTGCCATTTTAATTTGGAAATTAATTTTC

AAATTTTATAAATTAATAATTATATTTTTGAAATTATAAACTAG

TAATTAAAATAAT

Ca_LG_4:5673686 AGCTTTATTTTATAAATTTGATTGGAATTGAATTATGTCACACC

CATCATGCCATCTGTACTTTTTGTTGTATAAATATTATTATTAC

ATCTCTGTAACA

A/T GTGTTCATTGCCATTTTAATTTGGAAATTAATTTTCAAATTTTA

TAAATTAATAATTATATTTTTGAAATTATAAACTAGTAATTAAA

ATAATTAATTTA

Ca_LG_4:5673689 TTTATTTTATAAATTTGATTGGAATTGAATTATGTCACACCCAT

CATGCCATCTGTACTTTTTGTTGTATAAATATTATTATTACATC

TCTGTAACAGTG

G/C TTCATTGCCATTTTAATTTGGAAATTAATTTTCAAATTTTATAA

ATTAATAATTATATTTTTGAAATTATAAACTAGTAATTAAAATA

ATTAATTTAATT

Ca_LG_4:7797075 ATCAAGGTCATGACGATGCTTTACTTGGTCTCTCATCAGGTGA

TGAAGTTCTCAGAGAAGTTGCAGATAAATCTACTGCAGCAGG

GGTTTGGCTAAAGCG

G/T GAAAGGTCTCTACATGACTAAATCTTTAACCAACGGACTAAA

CTTAAAGAAGAGGCTGCATTAGTTAAAGATGGAAGAAGATTC

ATCAATCAAAGAACAT

Ca_LG_4:8203223 GCTAGAAGTTCCAATACACAGCGTGGGGTTATCTCTTCAAGT

GTCTCATCAATCTGTGCTTGTAAATCTGGTGCTAGGCTGCTTG

CCCCTTCTTCCTACG

G/A TGATCAAGTGAGTCATCAGAAAGCATGTTGGCATATTGCATC

AGAACTGCAGCTTAAAAGTCTTCAAGCTATATGCTATACACA

TTGTGTTACTACACAT

Ca_LG_4:8309403 GCATGTGTTATGGATTTCTTCCTTTAAATTATATAATATAATAA

TAATTTTTAGTCACTTTTTTCACTACTATTTAGCTGCACCTTAT

GCTTTATTTTTT

T/A AAAAAATTAATAGTTCCATTGTTATAATTTAACAAACTGTTGC

TTTCCTGAGTGAGTTATATCGTCTAAATCATCATGCCATTTAA

AGTTGAGTTACAAG

Ca_LG_4:8319249 TTTTTGACTGACCTTTAGTTAAGCCCCACCCCAATTGTCTGAT

TGTCAGGAGCATTTCCATCTGGCAGCGAAGTCAGTTCAGTAC

ACAAGTTTCCATATC

C/A ATTTATTGGAGCTTTTTTGCACAGCAGCATTTATTAAGCGATT

CATTTAAGTTTAGGCAGAAGTTGTGTTTTATTTATTACAAATA

GATTTCTCACTGAT

Ca_LG_4:8333069 GGAGCATGCTGTTTACAATAGAAGAATCGGGTTGGACCATGT

CGACCATTTGAGGATGTGATATTGATGATTCTAACTGAGGTTG

CTGCATAGGCCATGC

C/G ACTACTAGATTGATTGAGTAGTGGATTTTGGTTTTGATTATGA

TATGGAAATTGGTTTGTTAGGCTTTGAGAGTTAACAAGATTC

GGTGCAGCCACTTTA
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Ca_LG_4:8444095 CTCACTCTTCTTCATGCATGCTCTCACATAACAAACAAATTCTA

TCTTGAAATTGCAGCAACGACCAGGTGTGAGGGTTCGTCAAC

CTGCACCTGCCACT

T/C GGCCAACCAGCTGCTGCTACAGGAACACAAGTTGAGGAACC

CCCATCCCCTGCTTCTAGTACATCTTCAAGTCAGTTCCAGAG

GGAAGTAGCAGAGGAAT

Ca_LG_4:8444120 ACATAACAAACAAATTCTATCTTGAAATTGCAGCAACGACCAG

GTGTGAGGGTTCGTCAACCTGCACCTGCCACTGGCCAACCAG

CTGCTGCTACAGGAA

A/G CACAAGTTGAGGAACCCCCATCCCCTGCTTCTAGTACATCTT

CAAGTCAGTTCCAGAGGGAAGTAGCAGAGGAATTGAGCTCT

CCAAAAGTTCCTAAAGC

Ca_LG_4:8444194 TGGCCAACCAGCTGCTGCTACAGGAACACAAGTTGAGGAACC

CCCATCCCCTGCTTCTAGTACATCTTCAAGTCAGTTCCAGAGG

GAAGTAGCAGAGGAA

A/G TTGAGCTCTCCAAAAGTTCCTAAAGCAGCCCCTCCTGTTGCA

GGTTTAAATAACCAGATGTCTTCTGTAGCTGGTAACCAGAAG

CCACCTGTAGCTGGTC

Ca_LG_4:8444488 CCCAAAGAAGATTCAAGCAGCAGCACCTTCATCCTCTTCAGC

AAATGAAAATGGAAAATCTCCTACAAAGGAGACCATAATGGAA

GAAAGCATCCGGGTT

T/C ACACGAGGCAGACTAAGAAAAACCAGATCATCGGGAACCCA

GTAGCACAATATTGTCAATTTTTAGCCTGAAATAGGGATAGT

TGGACCATGCTGCTGGC

Ca_LG_4:8448897 AAAAAACGATATTTCTCTTTCAGTGCAGCAGCAGCAATTTACT

CCAGCATTAAGACTGATAAATTGTTTTCATGATTTTAACTGGA

CAAAATAATTGGTT

T/G AACTGCAATAAAAACACATCAGCTGACCTCTTGCAGATTTCA

TCGCTTAAATTAAATATCCTCACAATATCCATGGAATATGGTG

CCTGTCCAAGATATG

Ca_LG_4:8449057 CTCACAATATCCATGGAATATGGTGCCTGTCCAAGATATGTGT

TGCATACATAGCCAGTGCCTGTACACATTACATTAACTTTAGA

TTGTCAAACTTAAC

C/T GCACAAATTAGCTGCATAACTATGAAAACTCACTATCATTCA

CTCGATCAGATGATTGTTAAGAATGGAAAGTGAATAATAAAA

ATGACAATTTTTTGTA

Ca_LG_4:8449061 CAATATCCATGGAATATGGTGCCTGTCCAAGATATGTGTTGCA

TACATAGCCAGTGCCTGTACACATTACATTAACTTTAGATTGT

CAAACTTAACGCAC

C/G AAATTAGCTGCATAACTATGAAAACTCACTATCATTCACTCGA

TCAGATGATTGTTAAGAATGGAAAGTGAATAATAAAAATGAC

AATTTTTTGTAGTTT

Ca_LG_4:8757470 CGATAGAGAGGAGAATGTGATTAACAGATCTGAAGAAAGTAT

ATACGAGGCTGAAGTGTTTGTTTTACGGTTTTTCACACATATG

CACTTAATTTCCAAT

T/A TTTTTTGCTTTTAGCAGATATTTCGTCCATGGCTGCTGCCAG

TAGCACCTAGGCTCCATGCAAATGGTGGTTGCCATAGCTCA

CCACTCACCGCCATAAC

Ca_LG_4:8820503 TGTTACCTGAGGATTTCACTATCCGCAGGTAAATTACCTGCGG

CTAAATCCGCAGGAATATTGAATAAAATCCGCAGCAAAGTTTA

AGAAAACTTTAGAA

A/C ATTTTTTTACCACTTTTCATGCAGAAATATTTGCAGCACAGTT

CCTACAAATATATTTCGTATAAAAATCTGCAGGTATATCCATT

GCACCAACCATATG

Ca_LG_4:8820516 TTTCACTATCCGCAGGTAAATTACCTGCGGCTAAATCCGCAG

GAATATTGAATAAAATCCGCAGCAAAGTTTAAGAAAACTTTAG

AAATTTTTTTACCAC

C/T TTTTCATGCAGAAATATTTGCAGCACAGTTCCTACAAATATAT

TTCGTATAAAAATCTGCAGGTATATCCATTGCACCAACCATA

TGTTTCGCATTAAAA

Ca_LG_4:8820527 GCAGGTAAATTACCTGCGGCTAAATCCGCAGGAATATTGAAT

AAAATCCGCAGCAAAGTTTAAGAAAACTTTAGAAATTTTTTTAC

CACTTTTCATGCAG

G/A AAATATTTGCAGCACAGTTCCTACAAATATATTTCGTATAAAA

ATCTGCAGGTATATCCATTGCACCAACCATATGTTTCGCATT

AAAATCCGCAGATAA

Ca_LG_4:8912425 AATTGCAGCCATTATAAGTTACAAATCTCTTCCCTTGAAGAAG

GAAGTGAAGAAATTGATACACCTTATTCTCCACGCCATTGCAT

TAATACTTGGAATC

C/A GTTGGAATTTCCGCCGCGTTCAAGAATCACAATGAAAGTGG

GATTGCCAATTTGTACAGCTTGCATTCATGGCTTGGAATTGG

AGTTATTAGCCTTTATG
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Ca_LG_4:8949417 AGGAAGGAAAGATACATTGGGGTACAGAAGCTAGTATGTTGA

ATCAATCTTGGCAAGATTTATTTTTATTGCTGTAATTCGGCACC

AGCAGCTCCAACCT

T/C TCCAAGAAGCAAAAACCGTAACAAATTTTGCTGAGCAGGAAA

GATAGGAGTAATATTAAGGGATTATGCTTCTGCCAGGAAAAC

TACATATGAAGGAAAC

Ca_LG_4:9774540 TTAATGATGGCTGCATCCCATTATTTCTTAGAGAATGCTTTTGA

TTTTGTGTTTCTCTTTTTTCTGGAGGCCTATTTAAAAAACATTT

CAGTTTGCCACA

A/C AAACTTAATCTTTCCCTCTTTACTGAAATGAATTTGTTGAACT

GATTAGAAGAAACAGGTTACACCCAATATTTTCCAGTGCTGT

CAAGTTACTGCTAAG

Ca_LG_4:9774574 ATGCTTTTGATTTTGTGTTTCTCTTTTTTCTGGAGGCCTATTTA

AAAAACATTTCAGTTTGCCACAAAACTTAATCTTTCCCTCTTTA

CTGAAATGAATT

T/G TGTTGAACTGATTAGAAGAAACAGGTTACACCCAATATTTTC

CAGTGCTGTCAAGTTACTGCTAAGGCGGTGCCATGAAGGAT

TTTATTTCAGCTGCCAT

Ca_LG_4:9774620 AAACATTTCAGTTTGCCACAAAACTTAATCTTTCCCTCTTTACT

GAAATGAATTTGTTGAACTGATTAGAAGAAACAGGTTACACCC

AATATTTTCCAGT

T/C GCTGTCAAGTTACTGCTAAGGCGGTGCCATGAAGGATTTTAT

TTCAGCTGCCATAGGCCGCAGCACCTATTATATCTGCCATAG

GTCGTAACACCATGTT

Ca_LG_4:9774632 TTGCCACAAAACTTAATCTTTCCCTCTTTACTGAAATGAATTTG

TTGAACTGATTAGAAGAAACAGGTTACACCCAATATTTTCCAG

TGCTGTCAAGTTA

A/T CTGCTAAGGCGGTGCCATGAAGGATTTTATTTCAGCTGCCAT

AGGCCGCAGCACCTATTATATCTGCCATAGGTCGTAACACC

ATGTTTATATGATGGAT

Ca_LG_4:10004378 ATGTTGAATACAGTCGAATGTTGTCGATATCATTAGGCATTCA

ATTCAGAATGCTTCTCATTTTGAAGTAGCTGCTCAACAGTTGA

AACAACATGCCTTC

C/A ATTGTAAGTAATATGTTCAACAATTGTCATTCTCAAATGTTTG

GGAAGGAATAGTCTGTGTTTTATGCTGCACTTTCATATTTTTA

CAACTAGACCACAA

Ca_LG_4:10123762 GTTCAAAGGTTCGGTTTATCCGTAGGAACCATAAGTATAACGA

AGCTGCGAGGACTACTGCTGCGCCTAGGGTTGGGTTTGGTTT

GGCTTCGGAGTTGCG

G/A GCGTGCTGGTGTTTTTGTGAAGGTTGTGGAGGATGGTGATA

AGGTAAATGCTGCCGATTCGTCGTTGAAGAGGGAGATGGTG

AATGGAGGGATTGATTGG

Ca_LG_4:10410130 AATGAGATTGAATTCCTCTTCATGATTGTTTGGATCTTTATTGG

TGAAATTGTAAGCAGGTAGATAAGTAGGTGCAGCAGATGTAC

TAATACATATGTCA

A/T GAGAGTTTAGCATCCAAACAAGGTGATTTCTCAAGCTGCATA

AATTAATTCATTTGTTATACACAATTAATCATAATCGTTGACTT

CAAATATCTTACAA

Ca_LG_4:10431489 ATTTGTTAATATGGGTGAGAAGATGAATCATTATTATTAAAAAA

TAAAAAATAAAAAAGTAATAAGAGCAGCATGTTGGCTTCTGTA

TTAAGTAAAAAAT

T/A ATCATAAAGATGGAAAAAGTAATCCAACTGTTCACATAGTAG

ACCGTCCCCCACTCACATCTTACAAGCCTCTCAAAAACATTC

CCTTTTTCTTCTTCTT

Ca_LG_4:10553679 AGAATAGCCAATAAGTAAATATAATTTACAGAATAATATTAAAA

CCCAGAAGACTTTGCAAGAAAAAAATTATACAGCTGCTCAGAC

CTGAAGTACCAAC

C/T GCCCAGTTGTACAGTGCATCATAATCTTCAGGGTTCCTCTCA

ATAGCAGCAGCATACCTAGAAAATCCAAGTAAGAAAATTGTA

AGTTTGAATGAAGATT

Ca_LG_4:10553868 GAATGAAGATTTCCGTCCCTGAGAAGCACAGGCAAAACAGCA

ATGCCCGCAATGATAGGGTTCCTAATATTTGGGAAAGATTACA

AAACAGATTGCAGTG

G/A TTGCAAGAATTGATTGCAGTACCTCCTGGCAGCAAATGTAAG

AATCCGTTGTCGGGACCGTCCCTCCTCATCAACACCAACAA

CGCTATTTATCAATTCC

Ca_LG_4:10949166 GAAAGCGAAGCCGAAGAGATAGTAGGAGAGTCCACCGGCGG

CAGCATCAAGGACGTTGGTGAGCATGATGTTCATCGTGTTTTT

GGCTCGAACGGAGCCG

G/A GCGCAGAGCATGGCGAAGCCGAGCTGCATGGCGAAGACTA

AATAAGCTGAGAAAAGAAGGTACGTGTTGTTCACTGCATAG

GTGGTGTCGCTGAGTTGAT
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Ca_LG_4:11432192 AAGAGAAAAAACTTATGTATGATTTGAGAATTTTTTTGACACTT

TTCTATTTCTAGTGTAAGTTTATGTCCCCAACTTTTGTTTTCTTT

TTATTTTAATA

A/G AACTTTTAGCTTAGAAAAACACGAGTTCAACTTTATAACCTCA

TGGAATAAAGCTCCTATCTCCTCGGCAACAGTTGTAAACTGG

TTCACGACTTTAAAT

Ca_LG_4:11852996 TAAAAAGAAAAAGAAAATGGAAGGAAATAGTAATGGAAATGTA

GAACAGGTTCGGTATAGAGGAATTCGTAGAAGACCATGGGGT

AAATTTGCAGCAGAG

G/A ATTCGTGACCCAACAAGAAAAGGGACAAGAATATGGCTTGG

AACATTTGATACTGCCGAGGAAGCTGCACGTGCTTATGATGT

TGCTGCTTTTCATTTTC

Ca_LG_4:11853005 AAAGAAAATGGAAGGAAATAGTAATGGAAATGTAGAACAGGT

TCGGTATAGAGGAATTCGTAGAAGACCATGGGGTAAATTTGC

AGCAGAGATTCGTGAC

C/T CCAACAAGAAAAGGGACAAGAATATGGCTTGGAACATTTGA

TACTGCCGAGGAAGCTGCACGTGCTTATGATGTTGCTGCTTT

TCATTTTCGTGGTCATA

Ca_LG_4:11853012 ATGGAAGGAAATAGTAATGGAAATGTAGAACAGGTTCGGTAT

AGAGGAATTCGTAGAAGACCATGGGGTAAATTTGCAGCAGAG

ATTCGTGACCCAACAA

A/C GAAAAGGGACAAGAATATGGCTTGGAACATTTGATACTGCC

GAGGAAGCTGCACGTGCTTATGATGTTGCTGCTTTTCATTTT

CGTGGTCATAGAGCTAT

Ca_LG_4:11853021 AATAGTAATGGAAATGTAGAACAGGTTCGGTATAGAGGAATTC

GTAGAAGACCATGGGGTAAATTTGCAGCAGAGATTCGTGACC

CAACAAGAAAAGGGA

A/T CAAGAATATGGCTTGGAACATTTGATACTGCCGAGGAAGCT

GCACGTGCTTATGATGTTGCTGCTTTTCATTTTCGTGGTCAT

AGAGCTATTCTTAATTT

Ca_LG_4:11853024 AGTAATGGAAATGTAGAACAGGTTCGGTATAGAGGAATTCGT

AGAAGACCATGGGGTAAATTTGCAGCAGAGATTCGTGACCCA

ACAAGAAAAGGGACAA

A/C GAATATGGCTTGGAACATTTGATACTGCCGAGGAAGCTGCA

CGTGCTTATGATGTTGCTGCTTTTCATTTTCGTGGTCATAGA

GCTATTCTTAATTTCCC

Ca_LG_4:12009712 ATTCTTTCCTTGAGGCTGACAAGGTCAAGGAGTTCCTAAAGG

ACCCAAGCAAGTTTTCTGTAGCTGCAGTTGCTGCCCCAACTG

CTGATTCTGGTACTGC

C/T CTCTGCTGCTGCTACCAAGGAGGAGGAGAAAAAGGATGAAT

TGATGGTATAGTCTATGTTATTGATCCTGGATTTGCTATGCA

GAATGAGTTGTTTGAGG

Ca_LG_4:12415083 TGAGAAATAGCGGAAGCCGCATAACAATAATTATTTATAAAAC

AAAGCATGTTGCATACAAATAAAAGCTGTCTAAATAGAAATTT

AAAACTCAAAATCG

G/A AAATTCAAAATCTCAATAATTGAATTCAAAACAACTAATAGTG

CATATTGCCTACTGCCTACCTGCAGCCTAAATAGAAATCCAT

AAAGTGATATAAAAC

Ca_LG_4:12415117 TTATAAAACAAAGCATGTTGCATACAAATAAAAGCTGTCTAAAT

AGAAATTTAAAACTCAAAATCGAAATTCAAAATCTCAATAATTG

AATTCAAAACAA

A/C CTAATAGTGCATATTGCCTACTGCCTACCTGCAGCCTAAATA

GAAATCCATAAAGTGATATAAAACTCAAAATCTCAATTCAAAA

TAACTAATAATTTTT

Ca_LG_4:12451717 CTGCAGAAGCAACAGCCATGTCAGTCTTAGCCATCTTCTCATC

ATCCTTGTTGTTAGATGCAGCAGCTGTTGCTGCAGTGATGGC

TGCAACTGCAGAGGA

A/C AACAGCAGCTACACAAATAGCAGCATGCAGTTGAGCATTAT

GGTTTCTGTTTTCTTCTTTCTTTTTTTCTCTTCTGTCTTTTAGC

CATCTTCCTACTGTT

Ca_LG_4:12477345 TAAGTATGCTTGAAGAGACTAAGAAAATTGCTGAAAGAAGAGA

GCAGCAAGTAATTCTTTCTCTCATGTCATTTGTTAATCATGAAC

CAAAACTTTCTTG

G/A TAGTCTATTTATTGTACTTGTAGCATTTTTGTTGTTGCTGTTA

ACCTTGAAATCTTTTCATTCCTATGAGTGCAGCTTGTTTTGGT

CAATCCCGGAAGTG

Ca_LG_4:12952417 TAGTGAGTATGATGTTGTTATTGGTGCAATTCAACAGAGGAGA

TGTAATTGGAATCAAGTGCTGCTTATGCAGCAATACTATTCGG

TTTCCGAGGTTTCG

G/C TATGCGCTGCAGCAGGTGGCGTGGAGGCGGCAACAAAGGG

TGGTAAAGCCGGTTGTTAAGGAGTTTAGGAAGGTTAGGCAA

TGGCAGAGGTTTGAGGGTG
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Ca_LG_4:12963452 GGCAACAAACAGACTTCGTTGAACAGATGTTAAGTTGCTGCA

ATGAAGGCAGCAAAAAAATATATATATCTTAAATTACTGCAAT

GAAGGCAGCAAAAAA

A/G AATCTTAAATTGTTGCAACGAAGGCAGCAAAAAGGGCCACA

ATGAAGGTGGCTAAGGTTTCAGAAAAAAGAAAACCGCAATG

AAGGCGGCAAATTTGTGC

Ca_LG_4:12998156 TCTGGTTAATGCAGCCTCCTTAATTTTTGCTTCATCTACTGTTC

TTCCATCAGCTTTTATACAATGAATATGTTCTGGTGGTTCTAGT

AGTGGTGGTGCT

T/C GTGGTGAATTGGTTAGCCTGTGTGCCACATGCCTCTCCAAG

GTTGTTGATATGTTTAAGACACCATCACCATGTTGTTGATGC

CATATACTGCTGCTCAG

Ca_LG_4:13001285 TGGGCGGCCGCAGGACAGTGGCTGGGGTGATGAAGCAGCAC

CCTTGTAACACAGGTTTTGGTTGAAGGGTAGGATGCCGTAAA

TTTTAATTAAAATGAGG

G/A GTTTTCGTAGGGCTGCGTTTCGAGCATACAAGCCAAAAAGT

GTCATGTCCTTCATCATCATCAAACCTAAAGATCCGAAGTTG

AGAATCCTCTTCAAGAG

Ca_LG_4:13575562 GGTCCAGTTTTGACATGGGCATAGAGAATAAAAATTGATGTTG

GGGATGCAAGAGGGCTTGAATACTTGCATGAGAAAGCTGATC

CCCATATTATTCACC

C/G AGGACATCAAGTCAAGCAATGTGCTGATCTTTGATGATAATG

TTGCTAAAATTGCAGATTTTGATTTGTCAAATCAGGCTCCAG

ACATGGCTGCACGTCT

Ca_LG_4:13575601 GTTGGGGATGCAAGAGGGCTTGAATACTTGCATGAGAAAGCT

GATCCCCATATTATTCACCAGGACATCAAGTCAAGCAATGTGC

TGATCTTTGATGATA

A/G ATGTTGCTAAAATTGCAGATTTTGATTTGTCAAATCAGGCTC

CAGACATGGCTGCACGTCTTCATTCCACCCATGTCCTTGGAA

CCTTTGGTTACCATGC

Ca_LG_4:14208847 GACCGATGTTCGCAATATCTTCAAATGATAGCTTTATGCCTAA

ATGCGCTTGAATTGCAGCAACATCCTGAACAACTGAATTCAGA

GAAGCCTGGAGAGA

A/T TGTCAAGGCAGCTTCCATTCTAGCCTGTGACTCTTGCATTTT

GGCATTGTGAGCCATCTGAACTTCCATAAATTCCAGCAGTTT

TGCGATGTACTCAGGA

Ca_LG_4:14209005 TGAACTTCCATAAATTCCAGCAGTTTTGCGATGTACTCAGGAG

GGGCTGCCACTAGTTCAGCAGCTTGTTGAGGATTAGGTTGAG

CTGGTTCAACATTCG

G/A GCAGTGGTCTTATCCAAATACCATGCACCCTTTTCAATTGCA

TCTGATTAACAATTGATTCACCAAAAATAAGGGTGGTCTTGG

AAGATTCTTCATTAAC

Ca_LG_4:14209007 AACTTCCATAAATTCCAGCAGTTTTGCGATGTACTCAGGAGGG

GCTGCCACTAGTTCAGCAGCTTGTTGAGGATTAGGTTGAGCT

GGTTCAACATTCGGC

C/T AGTGGTCTTATCCAAATACCATGCACCCTTTTCAATTGCATC

TGATTAACAATTGATTCACCAAAAATAAGGGTGGTCTTGGAA

GATTCTTCATTAACAA

Ca_LG_4:14300967 GGTTTCTTGTAATTCCTTGATCTTGTTAAGCTCGGAAAGGCCA

CTATCGGAAGTTCCTCTATGAAGTTGGAGACTCATTGCCTTTG

AATCGCGTTCTTCG

G/A GCAGCTAATAGATCAGGCTCAGATGATCGGCCAGATTTTTTG

GTAACGATCCATTCGTAGGAACTTCCTAATTGGAACAAACCA

GATACCATGGCGTTGA

Ca_LG_4:14920983 TCCTTTGAAGATTTCTCAAATTTGTCAGGATTGCCCTTTCATG

GAAAGTCAATAGATGGCAGTTCTGATGCTGATGCTGCAGATG

AAGGATGGGAAGCAT

T/G CTTTTGACAGGCACACTGCTGTGAAGGACTTGATGGTCGAA

GGATTTGTTGAAACTATTTCGCTGCCAATCGGTCAAATGAAG

GTCCATCATCAGATGCT

Ca_LG_4:14920994 TTTCTCAAATTTGTCAGGATTGCCCTTTCATGGAAAGTCAATA

GATGGCAGTTCTGATGCTGATGCTGCAGATGAAGGATGGGAA

GCATCTTTTGACAGG

G/A CACACTGCTGTGAAGGACTTGATGGTCGAAGGATTTGTTGA

AACTATTTCGCTGCCAATCGGTCAAATGAAGGTCCATCATCA

GATGCTTATGTATACCT

Ca_LG_4:14921033 AATAGATGGCAGTTCTGATGCTGATGCTGCAGATGAAGGATG

GGAAGCATCTTTTGACAGGCACACTGCTGTGAAGGACTTGAT

GGTCGAAGGATTTGTT

T/C GAAACTATTTCGCTGCCAATCGGTCAAATGAAGGTCCATCAT

CAGATGCTTATGTATACCTTAACCCGGATGCTAGTGCCATGA

TCCGGAAACCATGCCG
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Ca_LG_4:15160508 CACATCTTCCTTAGACACCACTGCAGCAGTACTCTTCAACAAT

TCCAAGGCCTGCTTTGAACTGATACGAGATGACTCAAACTTAG

CTTTCAAATCATCG

G/A CGCTCTTGTTGTGCTGCAACAAGGCTACTATGTGTAGCATCC

TTTTCGTTACTCAAAAGATCGACGCGGCTTCTGAGCTCCTTG

TTTCTCTCATTCATCT

Ca_LG_4:16440728 CTGATAAAACTTTATTTCCCTACAAACTAGTTTAATAATTAGAA

AGCATTCCAAGTTACACATGCAGCTATTGAGGGCTAAACTACC

ATTCATATATACG

G/A AACCTTTATACAGAGTTATCATTGGGATCTAAAATGCAGCTA

GCAATAGTGCAGACACCAGCTATAACAACTGTTTTTCTAAAT

AATTGAAGAAGAAACA

Ca_LG_4:16444752 ATTATCTTCTATGTAGCCAGAATTATCATGTTCCTTACTTTCAT

TCAAAAATTTCCTAGCAACATGCTGCCATATATTCCTTAGTTCT

TCCTCTCGTACA

A/G GGCTTAATAAAATAATCACAAGCTCCGTGTCTAATTCCCTTC

ATGACAGTACTCGTCCTATCATCAACAGACATCACTGCAGCA

TGCAGAACATAACCAA

Ca_LG_4:16499218 GACTTTTCAGTGACATGGTGACAATTTCAACTGTTGCACCAAG

GTTTCCTTTCAGTAGTGCTGCTTGATTGAATGGGTTTCTGTTC

TTTCTATACCTTGC

C/A ATTAATGTTATAGTACTCTCATTTGATCATTCAGCTTATTATA

AATTGTTAAGGTTATTGGAGCTGCGATGTTCTATGTAAAAGT

AGGAGACGCAGAAAT

Ca_LG_4:16541980 GCCATAAGTTACTTGAACCACTTCCGAAGGAAATGCGGCAAC

AAAAGAATCATTCTTCCAAACATGCACTGGTTCATTCACATGT

GGAGCTATTTTCTCA

A/G CAGCTTTTTCCATCAACATCAGTTGCTATCTCTAAACCAACTT

CTTCCAAGGCTGCCACCCATTCCCTTGCCGACCCGTCAAAT

ATAGGAATCTGTGCTA

Ca_LG_4:16995927 ATTTTGAACTTGAAATTTGTCTACATGCTTATCACCCCTTATAA

TATTTTTGACATACTGGTGATCTTTTGCAGCTACTGCATCTCAA

CCACTTCTTGAG

G/A GAGGGTGACTGATCTGTAGCTGATGAATCATCAAAATAGTAC

TCAGTACTATAGTAGAAATACAAGAAAGTTGTAAGATTTTGG

TAATGACTCTGACTTT

Ca_LG_4:17065080 AAGGACCTCCAGGAAACATGGGTTCATCAGGCTGGTGCTCCT

GACCATGTTCATCATCAAACTGTTGCTGCTGCTGGTCATATTC

ATCATAAAACACATA

A/G ATCGTGCTGGGACTGCTCATCCTGTTCTGCATCAAACATAAG

ATTTTGCTGGGGCTGCTCGTCCTGGGGCGCCTGCCTTTCCT

CATTTCTCTTTCTCATT

Ca_LG_4:17065092 GAAACATGGGTTCATCAGGCTGGTGCTCCTGACCATGTTCAT

CATCAAACTGTTGCTGCTGCTGGTCATATTCATCATAAAACAC

ATAATCGTGCTGGGA

A/G CTGCTCATCCTGTTCTGCATCAAACATAAGATTTTGCTGGGG

CTGCTCGTCCTGGGGCGCCTGCCTTTCCTCATTTCTCTTTCT

CATTTTTTCAACAGCA

Ca_LG_4:17065141 CTGTTGCTGCTGCTGGTCATATTCATCATAAAACACATAATCG

TGCTGGGACTGCTCATCCTGTTCTGCATCAAACATAAGATTTT

GCTGGGGCTGCTCG

G/A TCCTGGGGCGCCTGCCTTTCCTCATTTCTCTTTCTCATTTTTT

CAACAGCAGCTCTCCTATTTGATTGTGTAGGAGGCGAACTC

GCGAATAATCACCACC

Ca_LG_4:17313865 AGAAAATACATCCAAAACAGGAGAGACAATGGTTGTTTCGGA

AAACTTTTCCAACAGCAACGGCAGGCAGCAGCAAACGGCGG

CAGCGGCAGTAGCAGAC

C/T GGGGCAGCAGCGACGATTGTGGACGGAAGTGACAGCAGGA

AACAGATCTGAAATTAATTCCAGCAAATATCCTATTGATATGC

AGCCTTTATGGCAGATC

Ca_LG_4:17361117 GTACAAGGAGTAATTTTTAACAGAAAGATTGAAGATTGCTTGT

GTTCATCAGCCTCTTAACAGGTTCATCAAAATGGCATTATGTT

TGTGGAATTTCACC

C/T TGTCATATGCTGCTTTTATGATGTTTAACTTACAAAACTTATA

TTACTTAAGAATTATATTCTTGATGACACTGCTGCAAAGTACC

TGTATTTTAATTAT

Ca_LG_4:18177920 GCAATTACAGTTGCAGACCATTGTTATCATTGGCGTCCGGTG

AATTATGGCTGCCAGGCAAAAACCTGCCGTATAAATATGGGG

TTGTGGCTCATGTCCC

C/A AAACATGCCAGATATAATAGGCGTTGCGTCCAATAGCATCCA

GCACATAATCTGCAATGTCAGCAGATTGACAACAATATTGTA

GACCGCAATTTAAAAC
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Ca_LG_4:18178044 TGCGTCCAATAGCATCCAGCACATAATCTGCAATGTCAGCAG

ATTGACAACAATATTGTAGACCGCAATTTAAAACATTGCATAA

AAGGGCAATAATATT

T/A AACGGAAAAAGCAGCCTGTATCGGGTATAAAATCTCACAGA

AATCACTAGGTTACATTTCCATCACCAAGGAAGTATATCCAA

CTTTNNNNNNNNNNNNN

Ca_LG_4:18769377 CTGGGTGTCCTTGTGCAGTCACTGTTAATTGCTGCAGGGTTG

CGGCCCACTCCTGCACAAACAACTGCTGTTAGCTGGGTAATT

TGATACTAATTTCGCG

G/A TCATGGCATTTGCTGCAATTTAAAGTTTGATTCGGTGGTAAT

TGTTTATTAAAACCTATGTACTTCATGATTAAGAACTTTAGCA

TGCATCTTTTCTAGA

Ca_LG_4:19118253 TTGTGATTTTGTGAGGGCTTAGGCAGCCACAAAATCCAGTTAA

ATGTTTAAAAATTTGTGAGGGTTTTTTCAGCCACAAAATATAAA

TTTTGTGAGGGGA

A/C AATGCCTCCACAAAAGACTGAAGTGACATGTCCATTTGTGGC

TGCATAGGCCGCCACAAAAGCAACTGAACGTTACTAATTATA

TTTTTAATATTTTTTA

Ca_LG_4:19118256 TGATTTTGTGAGGGCTTAGGCAGCCACAAAATCCAGTTAAATG

TTTAAAAATTTGTGAGGGTTTTTTCAGCCACAAAATATAAATTT

TGTGAGGGGAAAT

T/G GCCTCCACAAAAGACTGAAGTGACATGTCCATTTGTGGCTG

CATAGGCCGCCACAAAAGCAACTGAACGTTACTAATTATATT

TTTAATATTTTTTAAAT

Ca_LG_4:19118290 AGTTAAATGTTTAAAAATTTGTGAGGGTTTTTTCAGCCACAAAA

TATAAATTTTGTGAGGGGAAATGCCTCCACAAAAGACTGAAGT

GACATGTCCATTT

T/G GTGGCTGCATAGGCCGCCACAAAAGCAACTGAACGTTACTA

ATTATATTTTTAATATTTTTTAAATTTAAACAAACAACAGACTA

AATGTACTTGGAAAA

Ca_LG_4:19118304 AAATTTGTGAGGGTTTTTTCAGCCACAAAATATAAATTTTGTGA

GGGGAAATGCCTCCACAAAAGACTGAAGTGACATGTCCATTT

GTGGCTGCATAGGC

C/T CGCCACAAAAGCAACTGAACGTTACTAATTATATTTTTAATAT

TTTTTAAATTTAAACAAACAACAGACTAAATGTACTTGGAAAA

GAGAGCATGATGCC

Ca_LG_4:19118319 TTTTCAGCCACAAAATATAAATTTTGTGAGGGGAAATGCCTCC

ACAAAAGACTGAAGTGACATGTCCATTTGTGGCTGCATAGGC

CGCCACAAAAGCAAC

C/G TGAACGTTACTAATTATATTTTTAATATTTTTTAAATTTAAACA

AACAACAGACTAAATGTACTTGGAAAAGAGAGCATGATGCC

GCAGTTTTGGCTTCA

Ca_LG_4:19189914 AATCTTGTATCAGTATACCAAATATGAGAAGTCTTTTTAATAAA

GGAAAATCATAGAAGGAGATAAAATGAAATGAAACCTTGCAG

CCCTTCCAGATGAG

G/A GTGAAGCAAATGATAACAGAAGCTTTAACCTTGATGGCCGC

GCGAACCTGTATGTTTCGGCAAAAAGAAGTTTACTTTCAAAT

ATATACTTCAATTAGTA

Ca_LG_4:19189926 GTATACCAAATATGAGAAGTCTTTTTAATAAAGGAAAATCATA

GAAGGAGATAAAATGAAATGAAACCTTGCAGCCCTTCCAGAT

GAGGTGAAGCAAATG

G/T ATAACAGAAGCTTTAACCTTGATGGCCGCGCGAACCTGTAT

GTTTCGGCAAAAAGAAGTTTACTTTCAAATATATACTTCAATT

AGTATATAGTTCTTTG

Ca_LG_4:19189932 CAAATATGAGAAGTCTTTTTAATAAAGGAAAATCATAGAAGGA

GATAAAATGAAATGAAACCTTGCAGCCCTTCCAGATGAGGTG

AAGCAAATGATAACA

A/C GAAGCTTTAACCTTGATGGCCGCGCGAACCTGTATGTTTCG

GCAAAAAGAAGTTTACTTTCAAATATATACTTCAATTAGTATA

TAGTTCTTTGAGCAAA

Ca_LG_4:19439675 AGCAACTCTTCTTGATATTTTTGCTGCTAAGGAAATTTCTGTAT

GTAAAATGCTACAATTACGGCATGAAAGTTACCTTATAATAGT

ATTATTGTTTGCT

T/A TAAAGTAAATTATAAAACTGATTAGGTAGCAGCTAACAATGA

TTATCCATTGATATTTTTCCCTAGATATATTAATATTCAATTAT

CTAGCCCCTGCATT

Ca_LG_4:19697024 AATGTAAAGTTTGACTTTTTGTATGGTAGTAATAATAATATTCA

AGTTTTTCTTTATTTAATTTTTTGCTTTTGCAAATTGCAGCTATC

TACTAGAGTTT

T/A TTGGCAAAGGAAGGTTTTCTTGTTGTGGTGGTGCCTTACAAT

GTGACATTTGATCATTCTCAAGCTGCTAAACAAGTATATGAG

AGATTTCATACTTGTT
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Ca_LG_4:19697065 TCAAGTTTTTCTTTATTTAATTTTTTGCTTTTGCAAATTGCAGCT

ATCTACTAGAGTTTTTGGCAAAGGAAGGTTTTCTTGTTGTGGT

GGTGCCTTACAA

A/G TGTGACATTTGATCATTCTCAAGCTGCTAAACAAGTATATGA

GAGATTTCATACTTGTTTGGATACAATCCTCACATATGGGTT

GCCTCAAGCCAATTTG

Ca_LG_4:19839586 CCCACTACCTGCACTAGTCCCATTTGGCCTAGTTTCAGGTTGC

AGCTGGTTGGTGAAGTTGTCATGGGTACAAGACAAAATGACA

AATATTTAATCCAAG

G/C AAAAACAAAATGCTACACAATCTACCACTTATATTAATTCTCC

CTTAGATGTCAACTTGGGTTTTGAACCTAGGCCAAATGGGTT

AATGTTGGATTTGGA

Ca_LG_4:19839598 ACTAGTCCCATTTGGCCTAGTTTCAGGTTGCAGCTGGTTGGT

GAAGTTGTCATGGGTACAAGACAAAATGACAAATATTTAATCC

AAGAAAAACAAAATG

G/A CTACACAATCTACCACTTATATTAATTCTCCCTTAGATGTCAA

CTTGGGTTTTGAACCTAGGCCAAATGGGTTAATGTTGGATTT

GGATTCAATTCACAC

Ca_LG_4:19839602 GTCCCATTTGGCCTAGTTTCAGGTTGCAGCTGGTTGGTGAAG

TTGTCATGGGTACAAGACAAAATGACAAATATTTAATCCAAGA

AAAACAAAATGCTAC

C/A ACAATCTACCACTTATATTAATTCTCCCTTAGATGTCAACTTG

GGTTTTGAACCTAGGCCAAATGGGTTAATGTTGGATTTGGAT

TCAATTCACACCTAT

Ca_LG_4:19839612 GCCTAGTTTCAGGTTGCAGCTGGTTGGTGAAGTTGTCATGGG

TACAAGACAAAATGACAAATATTTAATCCAAGAAAAACAAAAT

GCTACACAATCTACC

C/G ACTTATATTAATTCTCCCTTAGATGTCAACTTGGGTTTTGAAC

CTAGGCCAAATGGGTTAATGTTGGATTTGGATTCAATTCACA

CCTATGACAAAGATT

Ca_LG_4:20666584 AGAAAAAAAAATCATCACACATCATCCAAAAATACTAGTCACT

AAGGAAACAAGATCATTGTTATAGATGAACCTGCTGAAGCCAT

GAAACATGTGGAAC

C/T GGATGAAGAAAAAAACAGAAACCTCTGACTTACCGGATGCC

GCAGCCTTTCATATCAGGCTGACACTTTGTGAAAACATCAAA

TTAGTAATCCAAAAGCC

Ca_LG_4:21216323 CATGCAACTATTTTACAACCCCTCTAATGTTGAAAAAAAAAATA

TTTAAAACCTCACTCATTTCTCTTTACAGCTAAATTATATATAC

ACAAAAATTGTC

C/T AAGGCAGTGGGGCAATAAAATAGGATCTTTGTCCCTTGGAG

CAGCTTTTTCACTTGGCATTTCCACTTCTTCTTTTAGCATCAA

TTGATCCTGAATGCTT

Ca_LG_4:21216549 GTTTCCTTGTTGACGATGAGATCATACTCCTAATTCACATTCA

AAAAGTTATAGGAAATGATATAAAGTAAGTTAGTAGTTGATAA

TAATATGATCCTTT

T/G AAAAGAACTTAAGCAACATGAAATGCAGCAATACCTGGTTTC

TAAGTTCTTTGCTTGTTTATAATGAGTTGATTTATTTGGTCTA

GACGCTAATACATTG

Ca_LG_4:21288798 CCCACCCCCACCTCCACCACCACCTCAACAAACCTCATCATC

TTCAATACCTCCTCCTCCTCTTCCTCCTCCAAGAAGTGTGAAC

AACTCTGCTGCTATG

G/C TCCGGTCCTCCTCCACCACCTCCACCACCACCTCAACAAAC

CTCATCATCTTCAATACCTCCTCCTCCTCTTCCTCCTCCAAG

AAATGTGAACAACTCTG

Ca_LG_4:21876993 GCTTAAAACTGGTTTTATTTTCTATTGGATGCTTAGCTTCAGAT

TTTCCAATTTGTGCCAAGATTGCTTTTTTTGTTGTTGATAGGCT

TTAGGAAAGCAC

C/T GCTTGCTTGCCAGCCTGTATGAATGGCTGCTGCCAGGCTGT

TCACGATACTTTTGATTTCCTATTAGTTGTTCACGATACTTTT

GCATTCCTATTAGCTA

Ca_LG_4:21928427 TTTTTTTTTAATACTGATTTATTGTACCATTTGTTAGAATAAATG

GGCAGCATCAAAATCAAATTCAAAATCAAATTCAAAATCAAAA

TCAAATTCAAAT

T/A TCAAAATCCTGTTATAGGGACTGCTCCTGCACAACATGGTAA

CTTAATAAATCATGTGGATCATTCAATACCATCTACTTCTACT

GCAACAAATCCAAAT

Ca_LG_4:22125617 TTTTCCTTCCTTCGTCGCCCCTCCCCTCTTAGGTACAGCACCA

CCGCACCGCTGCTCCACTGCATAGCACCACCACACCGCTGCT

CCACTGCAATACTGT

T/C CGTACTGCTGCAACACACCGCACCGCTACATCATCACTGCA

TCGTTACAGCACCGCCGCTCCACTGCAACATTACTACAGATC

TTTGTTCTCGTTGTCTC
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Ca_LG_4:22254115 GACCCCTACTTGATAATCTAAAAACTTTCAAGAGAAACCAAGT

GCTAATGGGTTTTCTAAAACAATATCAAAGAAGGGGCAAAAAT

ACAAGAAAGGAAGA

A/C AAATTTCTTCTTTTTATGCAAAAAAAAAAAATAATTGATGGAG

AAAATAACAAAAAGAGAAAAAAGAATCCACATTTTCACAAGC

TGCCTAGTGTGTACA

Ca_LG_4:23575398 GGATTTTGTATCAGTTATTTTGAGACTGAAAAATAAATTGTATA

AAATGCAGCATTTAGAAGATATGAAGCAGCAGGGTGGTTGAG

AAAAATGGTTGGAG

G/C TTGTTGCCGCTAAAGATTTACCAGCAGAGCCTTCTGAGGAA

GAGTTTAGGCTTGGTTTGAGGAGTGGGATCATTCTTTGTAAT

GTTCTTAACAAGGTTCA

Ca_LG_4:23846047 CGAAAGTAATCCTTACTTGGCCTTACCGTTGAGGTGTTTGTTA

ACATGAGCTTGAAATTTGACTTGAGATCATGCTTCTTGTTAGT

TCTAGCTGCAATTT

T/G TCTTGATTTCATTGTTCTATCAATAATGGGATGTGATATGAGT

ACAGGAAATATAAGATATAAGTTATTTTATAATTTTATAATTTT

ATTTGAGAGTATA

Ca_LG_4:23846209 AGTTATTTTATAATTTTATAATTTTATTTGAGAGTATACTATTTT

TTGTTAATTTTCTATCTAATATTTTTAATGTCTTTTTTATATACTT

TGATTTAAA

A/T GTTGCAGCTCTGTTTTTTTTTTATTATTTAAAATTTATTGTTGG

TGTTTAATTTGAATTTTGCATAGAAGATACTTTCAGATACTTT

TGTTTTCATGTGA

Ca_LG_4:23846243 TATACTATTTTTTGTTAATTTTCTATCTAATATTTTTAATGTCTTT

TTTATATACTTTGATTTAAAGTTGCAGCTCTGTTTTTTTTTTATT

ATTTAAAAT

T/A TTATTGTTGGTGTTTAATTTGAATTTTGCATAGAAGATACTTT

CAGATACTTTTGTTTTCATGTGAGTATTTGATAATTGACACCA

GTTCTATATTGTAT

Ca_LG_4:23846424 CACCAGTTCTATATTGTATTTCTTTGTGCTTTGAGTGATTGACT

TGATAAACAGCCATGGTGTTCATTGTGCTTTCACCATATAAGC

TTATTTTAGTTAG

G/A TCATGGAGTCACCCACATCTCATGTTTGCTGCAGTGGAGAG

GCAACTAGAGCTTGCTGCAGTGGAGAGGCAACTAGAGCAAT

TCCAAACCGATTGTGATG

Ca_LG_4:24393454 GTCCACATTTAAATGTCTTGTGAACAGCACCCAACTAGTTTCA

TCATCTAATAACTGCAGTTGGTGAACAAAGGTTGCATCTGCAG

CATGTTGTGCAACA

A/G TTTGCATTGCGAGTGGTAACAAGAATTCTGCTGCCCGTCGAT

GTATCGGGAATGGCCTCTTTCAAGGTATCCAAGTACACTTGA

GAAGTTTCTTTTATGC

Ca_LG_4:24394311 GAACATCCAGAAATAGCGCATCCATCAATTCCTTTTCCCCTCT

TATTGATTGGATCTTCTCTTTGAGCCCAGTGACAGGTTGATAC

AAAGAGGCAGCTGG

G/T TTCCATCGCCTGTGCTGGTGCTGACGTAGCACCAGAACTGT

CAACAATGATTTCACTCTCTTGTATGCTGCTAATTGGGCCTT

CTAATAACGGTACAATT

Ca_LG_4:24394319 AGAAATAGCGCATCCATCAATTCCTTTTCCCCTCTTATTGATT

GGATCTTCTCTTTGAGCCCAGTGACAGGTTGATACAAAGAGG

CAGCTGGTTCCATCG

G/A CCTGTGCTGGTGCTGACGTAGCACCAGAACTGTCAACAATG

ATTTCACTCTCTTGTATGCTGCTAATTGGGCCTTCTAATAAC

GGTACAATTAGCTCTTG

Ca_LG_4:24394321 AAATAGCGCATCCATCAATTCCTTTTCCCCTCTTATTGATTGG

ATCTTCTCTTTGAGCCCAGTGACAGGTTGATACAAAGAGGCA

GCTGGTTCCATCGCC

C/T TGTGCTGGTGCTGACGTAGCACCAGAACTGTCAACAATGAT

TTCACTCTCTTGTATGCTGCTAATTGGGCCTTCTAATAACGG

TACAATTAGCTCTTGTT

Ca_LG_4:24763278 GTATATGTGGATTGCTTGTGTCAGGTTGCTCCTGCAGAACTC

GAATCGGTGCTGCTAAGTCATCCCCTTATTGTTGATGCAGCA

GTTATACCGTGCGTTA

A/G CCCTCAGCGCAGTTTCACTCTTTTTTCATTATCTTTGACTTTC

TCATGTGAAAAGATATGTTGTAGGGTTGAAGATGAAGAAACT

GGGCAGATACCGATG

Ca_LG_4:24763287 GATTGCTTGTGTCAGGTTGCTCCTGCAGAACTCGAATCGGTG

CTGCTAAGTCATCCCCTTATTGTTGATGCAGCAGTTATACCGT

GCGTTACCCTCAGCG

G/A CAGTTTCACTCTTTTTTCATTATCTTTGACTTTCTCATGTGAA

AAGATATGTTGTAGGGTTGAAGATGAAGAAACTGGGCAGAT

ACCGATGGCGTATGTG
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Ca_LG_4:24763309 CTGCAGAACTCGAATCGGTGCTGCTAAGTCATCCCCTTATTGT

TGATGCAGCAGTTATACCGTGCGTTACCCTCAGCGCAGTTTC

ACTCTTTTTTCATTA

A/C TCTTTGACTTTCTCATGTGAAAAGATATGTTGTAGGGTTGAA

GATGAAGAAACTGGGCAGATACCGATGGCGTATGTGGTGAG

AACAGCTGGTTCTGAAC

Ca_LG_4:25231360 GAGTTAGGTTGTAGGAAGAAAAAAAGAATAATGAATTGACTTA

CTTTGGTTGTGCTTGGCAACAAGCTGCGTAACTTAGCAAGAT

GATTATTGATTCTCT

T/C CTCTACGTCTCCTTTCAGCTTCACTATGACTCTTTGATGCAG

CAAGAGCCTTAGCTTCCATGATTTCTTGAGCACTCATCTTTC

CAATTTCACCTTGAAG

Ca_LG_4:25425715 ACCCATATACGACAACATGTATACAGCCCTAGAATACATTTTC

CACGGACGACCCAAATATGTTTGAACGCTGCCCTTAACTGGG

GCAAGATCTGGGGCG

G/A GGTAGGATCCGACAATCATGAATAGATATACCCGTATTTTGA

TTCGGGTCTTTTCTATTTTGGGCCGTGATAGTGTTCTTTTGTT

GGTCCATGGGCTTTC

Ca_LG_4:25443745 ATTGAATTTGTGAGGGCCAAAAGCCCTCACAAAGGAGTGGAA

GCAGTCAAAAAGGAGATATTTGTGGCAGCCAAAACGGCCACA

AAATTTGAAAATTTCG

G/A TTGCCATTTGTGAAGGCAAAGGCTGCCACAAAGTCCTTATTT

GATGAGGGCTTAGGCCGCCACAAATGTCTCATGTTGTGAGG

GTTTAGACCGCCACAAA

Ca_LG_4:25845032 CTGCAGGGGTTGAGATGTGAGACGGTGCAGCAATTTCAACAG

AGTTTAGTGAACCCTTTCTCTAAGAGGTTTATGTGGGAAAACA

GCTCTCCTCGAGGAT

T/A TGACTTGGTCTTGCCAAGATGATGTGGTTTTAAAGGAGAAAT

ACTGCGGTTTGCCATCAAAGGCTGGTTTGAAGCTCCTAGTC

ACTCAAAAGTTTGTGAT

Ca_LG_4:25845067 TCAACAGAGTTTAGTGAACCCTTTCTCTAAGAGGTTTATGTGG

GAAAACAGCTCTCCTCGAGGATTGACTTGGTCTTGCCAAGAT

GATGTGGTTTTAAAG

G/A GAGAAATACTGCGGTTTGCCATCAAAGGCTGGTTTGAAGCT

CCTAGTCACTCAAAAGTTTGTGATAGCAAGCAGCAACTAGCT

TGTTTAATCTTTTTTTT

Ca_LG_4:25845078 TAGTGAACCCTTTCTCTAAGAGGTTTATGTGGGAAAACAGCTC

TCCTCGAGGATTGACTTGGTCTTGCCAAGATGATGTGGTTTTA

AAGGAGAAATACTG

G/T CGGTTTGCCATCAAAGGCTGGTTTGAAGCTCCTAGTCACTCA

AAAGTTTGTGATAGCAAGCAGCAACTAGCTTGTTTAATCTTTT

TTTTAGGCAATACTA

Ca_LG_4:25845079 AGTGAACCCTTTCTCTAAGAGGTTTATGTGGGAAAACAGCTCT

CCTCGAGGATTGACTTGGTCTTGCCAAGATGATGTGGTTTTAA

AGGAGAAATACTGC

C/T GGTTTGCCATCAAAGGCTGGTTTGAAGCTCCTAGTCACTCAA

AAGTTTGTGATAGCAAGCAGCAACTAGCTTGTTTAATCTTTTT

TTTAGGCAATACTAG

Ca_LG_4:25845130 ATTGACTTGGTCTTGCCAAGATGATGTGGTTTTAAAGGAGAAA

TACTGCGGTTTGCCATCAAAGGCTGGTTTGAAGCTCCTAGTC

ACTCAAAAGTTTGTG

G/A ATAGCAAGCAGCAACTAGCTTGTTTAATCTTTTTTTTAGGCAA

TACTAGCAAGTTTAATCTCTTAAACCAATTAGTCTTAATTTTC

AGTTTGTAACTTGC

Ca_LG_4:26710224 TGCCAGAGCGCACGATGCTGCTGCGCTCTGCGTCAAAGGAA

ACTCCGCCATTCTTAATTTTCCTCACCTTGCTTCTTCTCTTCCG

AAACCCGCTTCTTTG

G/A ACACCTCGCGACGTTCAAGCCGCAGCGGCTAAAGCAGCTCA

AATGGACAACAAAATTGAATTATCATCGTCCACATCATTATCA

TCGTTCTCATCATCGA

Ca_LG_4:26710248 GCTCTGCGTCAAAGGAAACTCCGCCATTCTTAATTTTCCTCAC

CTTGCTTCTTCTCTTCCGAAACCCGCTTCTTTGACACCTCGCG

ACGTTCAAGCCGCA

A/G GCGGCTAAAGCAGCTCAAATGGACAACAAAATTGAATTATCA

TCGTCCACATCATTATCATCGTTCTCATCATCGACAACGTTG

TCATCAGCATCATTGA

Ca_LG_4:27047159 AGCAGGAAATTACAAACATATCTGGATATATTTAGTGGCGCCG

ACGCTCGGTGCTCTTGCTGGTTCTGGAGTTTATACGCTTGTCA

AGCTGCGTGACAAC

C/T GAAGCTAATCCAGCGCAATCGGTTAGAAGCTTCCGTCGCTA

GATCTGGCTGCGGCACTGCTCTCTAGTCTTTACCATACCCTA

CTGCTCATGTTTCAAAC
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Ca_LG_4:27047161 CAGGAAATTACAAACATATCTGGATATATTTAGTGGCGCCGAC

GCTCGGTGCTCTTGCTGGTTCTGGAGTTTATACGCTTGTCAA

GCTGCGTGACAACGA

A/G AGCTAATCCAGCGCAATCGGTTAGAAGCTTCCGTCGCTAGA

TCTGGCTGCGGCACTGCTCTCTAGTCTTTACCATACCCTACT

GCTCATGTTTCAAACTC

Ca_LG_4:27047166 AATTACAAACATATCTGGATATATTTAGTGGCGCCGACGCTCG

GTGCTCTTGCTGGTTCTGGAGTTTATACGCTTGTCAAGCTGC

GTGACAACGAAGCTA

A/G ATCCAGCGCAATCGGTTAGAAGCTTCCGTCGCTAGATCTGG

CTGCGGCACTGCTCTCTAGTCTTTACCATACCCTACTGCTCA

TGTTTCAAACTCCTTGT

Ca_LG_4:27060282 AATATTGCAGAGGGTTGCATTGCTGGAGGTGTTGCCGGTGTT

GCTGTAGAAGCAGCTTTATACCCCATTGATACCATCAAAACTC

GACTACAGGTGAATT

T/G AAGTATATTGAGTGAATATTTTTAATTCTATTTTGTCTGTTTTT

ATACCCCTCGGGTGGGGATTGTCAGGTACTAATAATATATAC

CCCATTTGGATGCT

Ca_LG_4:27089264 TTTATTTTATATATATATATATAATTACATAATTTATATCACATG

TAAAGAGCTGATTCATTCTTTAGTCTGTAAAGCAGCAGCAGCG

TTTTGGTCAATC

C/T GTAACGCTGAAAATAATTGTTTCTAATTCCATATGAAAGTATT

TTATGGCTTCTGCTATATTAGAAGTTCAAATGTAATTCCATTT

CATTGGTTTTTATG

Ca_LG_4:27089341 CAGCAGCAGCGTTTTGGTCAATCGTAACGCTGAAAATAATTGT

TTCTAATTCCATATGAAAGTATTTTATGGCTTCTGCTATATTAG

AAGTTCAAATGTA

A/T ATTCCATTTCATTGGTTTTTATGACATTATTTGTGCTTTTCCAT

AGGATCAAATTGCTGCATATGTTGAGTACTTGATTCAGTTTA

CATCCGAACAATTT

Ca_LG_4:27092161 TAGAAATTGGATGCACTTGCATTTCTTGCGTGCAATAGGGACT

GCAATGTCCATGAGAGCTGGCATAGCTGCTGATGCTGCAGCT

GCTTTGCTTTTCCGC

C/T ATACTTTCACAGCCAGCCTTACTTTTCCCCCCTCTTAGGCAA

GTTGATGGAGTTGAAGTTCAGCATGAACCTTTGGGTGGTTAT

ATATCTTCCTACAGCA

Ca_LG_4:27092349 CTTCCTACAGCAAGCAGGTTGTTTTCATATTCATTTTCCATTTT

ATTTATATTTCATTCTTATTTTGTAAAGTGTTGAAGATCTAATAT

ATTTGTTGTTG

G/C ATCAGATAGAAGTTCCTGCTGCCGAAGCCTCTATTGACGCTA

CTGCCCAAGGCATTGCATCATTGCTGTGTGCTCATGGTCCA

GAAGTTGAATGGAGAAT

Ca_LG_4:27092420 GTGTTGAAGATCTAATATATTTGTTGTTGATCAGATAGAAGTT

CCTGCTGCCGAAGCCTCTATTGACGCTACTGCCCAAGGCATT

GCATCATTGCTGTGT

T/C GCTCATGGTCCAGAAGTTGAATGGAGAATTTGCACCATTTG

GGAAGCTGCTTATGGCCTGATTCCTGCAAGTTCCTCAGCTG

TTGATCTTCCAGAGATTA

Ca_LG_4:27118358 AGATAAAAGCCTATGTTTGTGCAGTTGCTTTATAGGCTGCTGT

GAGATTGTTTGGGATTATTTACGAGGAAAAATGAGAGATCATT

CATAATGTCTAAAG

G/T GATGAATGATGTTTATTGGATTGGAGAGGATCAGATGTGTCG

TAATTTTTTTTGATTGATTTGTTACTTGCTATTCTAGATTAAAG

CAAGCTGCTAATAA

Ca_LG_4:27251145 TATCTGCAGTATGGGTTTTAATTTTATATCATCAAGCATAACCT

AACGGTAGATGATAATGCCTCTAGGCTGAAACTAAGGTTTGC

AAAAGATAATAATT

T/G ATGCATGAATTTAATTTCAAATGCAACATTTAACAACTTAGCA

GCTTATATGACATATCTGTATTTGATGATAGATAGAACAAAAA

TAAAGCTAATACAA

Ca_LG_4:27499435 GAATACATTAAGTCTATGAAGTTAGTAGCAGATAGTGTAGCGT

AGCGGCCGACTCCCAAAACGCTATAGCTGGTAGCAGCATGGT

ATGGCCGCTACGTCG

G/A AAGTCTAGAAAAATATTACAAGCACTTTCAACCATACACATAT

GATGGCTAAAAAATTAGATTAATGCACAAAACTAAACACATA

TTTATAACTAATCAC

Ca_LG_4:27502909 TTGGGAAGTATATATGCGGTAAGGTAACCAATTTGCAATGAGA

ATCAGTTACGTTAAGGAATTATTATAGATAGAAGATATGAGCA

TCCTAATTCTCAAC

C/G AATTATAATCAGAGAAACCCTCAGAGTTGGCAGCCAAATAGA

AAGCTGCCATCTGCATTGGATATAAAGCCTATATGATCAACA

AACTTAAATCACTACA
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Ca_LG_4:27628912 AAATTTATATTTATATCATTTTATGTAACCCAGCAGCCGCAACA

CACGAAATACAAACAGTGCTGCTGTCTTCTTCTCCTTCTTTTTT

GAATGCGTGATA

A/T TTGCCAGAGAGAGCAAAAAAACAGCTGCACAAGACAGCCAG

CAACCAGCGATGGTGACAGAGGGAGACTGGGTTTTCGATTT

TTTGCCGAAAAATGAATT

Ca_LG_4:27630244 TGTAAGAGAGCTGCTAAACGACAGTAAAGAAGCCAGCTTTAC

TTTATTTTGTATAATATCTGCAAGTTATTGAGTTGTGTAAAAAT

GTTGATATTTCGCG

G/A CCGCGATAGCGGCAATATTTCTCACTATTGATAACATAGATT

AGAAAACAAAACATTTAATGCATTGACTACAATAAATGCAGC

CATTTTCGATAAATTT

Ca_LG_4:27859952 AGAGTCCAATCTCAGTAGCAGCAGTAGCACCAAAGAAATATC

ACAAAACTTTCCTCGGACCCCAAAGCAATTACTTTATGAATGT

GCTAGTGCACTTTCG

G/A GATGGAAATGAAGTAAAAGCCTCGGCGATGATAGATGATCT

AAGGCAGATGGTTTCGATTCAAGGAGATCCTTCCGAAAGAA

TTGCAGCCTACATGGTGG

Ca_LG_4:27880564 TCCCAGGTTCATATGCTGGTTTCGCAGGAGACCTTATAGGCA

TATTCTGCTGTTGAAACTGCTGCGGTAGCTGGGACCGTTGCT

GAGGCATTGCCTTTAA

A/G GAGTTGCTGCTGCTGTTGATATTGCATTAGTCTCTGTTGTTG

CAAAAGATTCATCTGTGCAGCAGTAGCCTGAGAGGTTTGCC

TTGACATATGGAGAAGT

Ca_LG_4:27910434 GGAGGTGTTCTTGAGGGGAAGTCTTCATAATATAATGCTTGA

GGCATGTAGGAGAAAATGATCTCTGGTTTTTGTTGTGGTGAAA

TGCTGCTTACATGAG

G/A GAAGGATTGGACAGATTTTGTATAGTTTTAGGATACCTTTGT

TTTTCTATTCTCTTTTTGTAGAAGCCCCCTTTTTTCATGAATG

ATCATTTTTACTCAT

Ca_LG_4:27947794 CTATGTGGCCCTCTTGTAATGTCATTAACTTCCATTGCCATTG

GATTGAGAGGAAAAAAACTGCATACTGCCATTGTGCAGGTAC

TTATGTTGCATATTT

T/C GTGGAATGAATTTAAATCTCTATAGACACATGCAGCACATGG

AAATTATGTCTGATAATATATCAGAACAATGTGTGTATGTTTC

TTCTGTAATAAATGT

Ca_LG_4:28020670 TCTGGAAAGCCAATCGCAGATCGATGTAGATTTGCAAATCTGT

CTTCTTTGAAATCATAACTTACAACCTGATTCCCAGAATTAGCA

AATCAGAATTAAA

A/C TCATATGATGCAGCTGAAAAAACTATCAAAATCACCATTCAA

TTTATATTTGTATTGAAGCATGATACTAGGTTAGAAAATGATT

TCCAAAACAGAGATC

Ca_LG_4:28021749 CCAATTGAAAGCACCAACACACCCCGAGTGCTTATGCTAAGC

ATGAATCTGTAACAACACATTCCTTCTACAAGCTGCCATAGAA

ACACCACCAGTCCGG

G/A TCCTTAAAGACACAACCCCACGTTGTCAGCCCCTCTTATCGC

ACCCAACATCCACTTGTGCAGTAAACTCGGCAGAAACAGAA

TTGGACAACAATCGGTT

Ca_LG_4:28021771 CCCGAGTGCTTATGCTAAGCATGAATCTGTAACAACACATTCC

TTCTACAAGCTGCCATAGAAACACCACCAGTCCGGTCCTTAAA

GACACAACCCCACG

G/A TTGTCAGCCCCTCTTATCGCACCCAACATCCACTTGTGCAGT

AAACTCGGCAGAAACAGAATTGGACAACAATCGGTTATGCT

GCAGAGTTTCAATCATT

Ca_LG_4:28021789 GCATGAATCTGTAACAACACATTCCTTCTACAAGCTGCCATAG

AAACACCACCAGTCCGGTCCTTAAAGACACAACCCCACGTTG

TCAGCCCCTCTTATC

C/G GCACCCAACATCCACTTGTGCAGTAAACTCGGCAGAAACAG

AATTGGACAACAATCGGTTATGCTGCAGAGTTTCAATCATTT

GTGTCCTCATATTGGCG

Ca_LG_4:28021797 CTGTAACAACACATTCCTTCTACAAGCTGCCATAGAAACACCA

CCAGTCCGGTCCTTAAAGACACAACCCCACGTTGTCAGCCCC

TCTTATCGCACCCAA

A/G CATCCACTTGTGCAGTAAACTCGGCAGAAACAGAATTGGAC

AACAATCGGTTATGCTGCAGAGTTTCAATCATTTGTGTCCTC

ATATTGGCGTGGTTGAT

Ca_LG_4:28913588 CAGGATGTTTAGATTTTATCATAGCAGCAATTCCACTAACATG

TGGACTTGACATTGAAGTACCAGAAAGTATATTGAATTTCACT

CTTCTTTGATCTGT

T/C TGGTAAACTTGATGGACCAGTGACACCACTCCAAGCAGCAA

GAATGTTCACACCAGGAGCAACTATATCAGGTTTTAGAATTT

CTGGTGTTAGATAATTA
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Ca_LG_4:29821986 CACAAAGTTTGTAAAACACGTTGCCATTTGTGAGGGCCTTTGC

AACCACAAAAGGCTGCCTTTGTGAGGGCCTTTGCAGCCACAA

AAACTTGCATTTGTT

T/G AGGGCACATGCCGCCACAAAGGACAGACTGATTTTAAAAAA

TTCAGCCTTTGTGAGGGCCTAGGCTGCCACAAAATCCCTCC

TTTGTGAGGGTTTAGGCC

Ca_LG_4:29822021 GCCTTTGCAACCACAAAAGGCTGCCTTTGTGAGGGCCTTTGC

AGCCACAAAAACTTGCATTTGTTAGGGCACATGCCGCCACAA

AGGACAGACTGATTTT

T/C AAAAAATTCAGCCTTTGTGAGGGCCTAGGCTGCCACAAAAT

CCCTCCTTTGTGAGGGTTTAGGCCGCCACAAAGTACCATCC

AGATTAAAAATAATATTT

Ca_LG_4:30361309 TTGATTATTGACTGAAAAACTATGAATAATTGCATGACTCATAA

AGGTGACATTCTGTACTTGCTAGATTGAAGAGATTATTGCTGC

TTTGTGTATTAAG

G/C TGGATGTAGTCAGCATTCTGAAAATTTATAAAGGAGAATGGC

AGTTACATTTGCAGCAAATATGTGTTCCATCACAAGTTCTAAA

ACGAAGGAAGGGATC

Ca_LG_4:30361322 GAAAAACTATGAATAATTGCATGACTCATAAAGGTGACATTCT

GTACTTGCTAGATTGAAGAGATTATTGCTGCTTTGTGTATTAA

GTGGATGTAGTCAG

G/T CATTCTGAAAATTTATAAAGGAGAATGGCAGTTACATTTGCA

GCAAATATGTGTTCCATCACAAGTTCTAAAACGAAGGAAGGG

ATCAAAAGGTTTGACA

Ca_LG_4:30791507 CATATTATCTTGACCTTGACATTGATGATAATGCAAACTCTTTC

ATCAATGCCAAGCTGCAAAAGGCCACAGCAAGTGGCTTTGGA

ACACCAAGGAAGAG

G/C TTATTGGACTGTTCTTAGAGAAGCTGCCAAAAAGGAAGCTGA

GGCTAGAATCCGACTCGGCTTGGAGCCAGCTGAGCTGTTAA

TAGTTAATCCTAATAAA

Ca_LG_4:30842459 GCCAACCATAACTGGAGGTGATGGGGACTGGTTGGAGCTTG

CAGTCTGCACTTGTGAGGTGGACGATTTTGGATTTGCTGCAA

AAGATATTTGTGTGTGC

C/G CCCTGCTGCTGGGAACGAACCTGCTGCTGTGGAGGATTTTT

AATCGATGATGACGATGTTGAAGCCATAGTTGGAGGTGGTG

ACAGAGAAGTGTTGGTTG

Ca_LG_4:30843944 CACATGGGCTGGTATTGGAAAAGGGTAAGGATTATTCTGCAA

AATAGCCAAGTACTGAGTTTCATTGCCAGGCATATTTGGATAG

GTGAAACTCATTGTT

T/A GGAGCAGCAGCAGCAGCTCCAGCACCAGACGTATTCGGTG

GAGCTGAATTGGATGTAGAAGATGGCTGTCCATTGCTTGTTA

CTGGCAAAGACTTCACAG

Ca_LG_4:30843980 CTGCAAAATAGCCAAGTACTGAGTTTCATTGCCAGGCATATTT

GGATAGGTGAAACTCATTGTTGGAGCAGCAGCAGCAGCTCCA

GCACCAGACGTATTC

C/A GGTGGAGCTGAATTGGATGTAGAAGATGGCTGTCCATTGCT

TGTTACTGGCAAAGACTTCACAGATCCAGGTCGAACAGATG

CTGCTGCTGCCACCGCTG

Ca_LG_4:30844004 TTCATTGCCAGGCATATTTGGATAGGTGAAACTCATTGTTGGA

GCAGCAGCAGCAGCTCCAGCACCAGACGTATTCGGTGGAGC

TGAATTGGATGTAGAA

A/G GATGGCTGTCCATTGCTTGTTACTGGCAAAGACTTCACAGAT

CCAGGTCGAACAGATGCTGCTGCTGCCACCGCTGCTTGTTG

CTGATTCATGGGGAAGA

Ca_LG_4:30845093 TCTTAACTTCAAAATTGAACTTACCATTTTTCTCTGAGCCTGTT

TGATGTTGCTGCTGCAACTGATGCTGATGCCTCTGACCATTAT

GATGTTGCTTCTG

G/T GTTAAGATTATTGCCATTGTCATTGCCATTTGTATCCAACCTA

TCTGATTTCTCTAACTGAAGCTGCAGGTCAATGCCTCTCTCT

TTCTGCACAGTTATA

Ca_LG_4:31306006 TAAGAATCTCTCTTGCTAACACATAAATGATCATAAACACAAAA

ATTCTATAGCATTTGAAGAAGAGTCTTACTCTTACCTAATCATT

TTGGCAGCGCCG

G/A AATCCGAGACTGTCATTAAACAACTCTGTCATGTATTTCTTCT

GTACAAGCAGCTGAACCTCAGGATTGTTATAGATTCCTGGAA

GATATGCCTCACCAG

Ca_LG_4:31628069 TTTTTCAGCCACAAAATCTAAATTTTGTGAGGGTAAAGGCCGC

CACAAATTCCTGAAGGGACGTTACACTTTGTGGCTGCAAAGG

CCGCCACAAAAGCCC

C/T GAACCTTTGCATTTTGTGGCTGCAAAGGCCGCCACAAAAGA

ATAAATTTGCGTGGCATTTTATGGCCGCCCAGGCCGCCACA

AAGTTTTATACCTGTTAC
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Ca_LG_4:31673469 TAATTAAAATGATTTGCATCAGTGCCATTTTAACTACAAGCTGT

TATCAGCTTTACCACTTTCTGTAAGATATATATCAGGGCGCGA

TGCCGATGATATC

C/T GGTTCTGATATTACTATTGTTTGTTTGTGCAGTGTGAAACAAA

TGATGGGTGAAGCACCACACACTCAACTTGATGCTGAGTTA

GCTGCAGGGATGGGAA

Ca_LG_4:31673483 TGCATCAGTGCCATTTTAACTACAAGCTGTTATCAGCTTTACC

ACTTTCTGTAAGATATATATCAGGGCGCGATGCCGATGATATC

GGTTCTGATATTAC

C/T TATTGTTTGTTTGTGCAGTGTGAAACAAATGATGGGTGAAGC

ACCACACACTCAACTTGATGCTGAGTTAGCTGCAGGGATGG

GAATGCCAGATAATGGA

Ca_LG_4:31673486 ATCAGTGCCATTTTAACTACAAGCTGTTATCAGCTTTACCACTT

TCTGTAAGATATATATCAGGGCGCGATGCCGATGATATCGGT

TCTGATATTACTAT

T/C TGTTTGTTTGTGCAGTGTGAAACAAATGATGGGTGAAGCACC

ACACACTCAACTTGATGCTGAGTTAGCTGCAGGGATGGGAA

TGCCAGATAATGGACCA

Ca_LG_4:31673547 AGGGCGCGATGCCGATGATATCGGTTCTGATATTACTATTGTT

TGTTTGTGCAGTGTGAAACAAATGATGGGTGAAGCACCACAC

ACTCAACTTGATGCT

T/C GAGTTAGCTGCAGGGATGGGAATGCCAGATAATGGACCAAA

GCTTATGTCTATGTAACTTTTTCTTTTGTAGTGGTTGGGAGAT

TTTGGTAGAAACTGGT

Ca_LG_4:32132436 AAAGCAAGTGTTGGGGTTCAAAGTTGGTGTTAAAGATTATAAA

TTGACTTAATATACTCTCGACTATGAAACCAAAGATACTAATAT

CTTGGCAGCATTC

C/T CGAGTAACTCCTCAACCTGGAGTCCCTCTTGAATAAGTAGAT

GTTGCGGTAGCCGAATCTTCCATTGGGACATGGACAACTGT

GTGGACCGATGGGCTTA

Ca_LG_4:32132463 TGTTAAAGATTATAAATTGACTTAATATACTCTCGACTATGAAA

CCAAAGATACTAATATCTTGGCAGCATTCCGAGTAACTCCTCA

ACCTGGAGTCCCT

T/G CTTGAATAAGTAGATGTTGCGGTAGCCGAATCTTCCATTGGG

ACATGGACAACTGTGTGGACCGATGGGCTTACCATTCTTGA

TCTTTATAAAGGAAGAT

Ca_LG_4:32132465 TTAAAGATTATAAATTGACTTAATATACTCTCGACTATGAAACC

AAAGATACTAATATCTTGGCAGCATTCCGAGTAACTCCTCAAC

CTGGAGTCCCTCT

T/C TGAATAAGTAGATGTTGCGGTAGCCGAATCTTCCATTGGGA

CATGGACAACTGTGTGGACCGATGGGCTTACCATTCTTGAT

CTTTATAAAGGAAGATGC

Ca_LG_4:32132470 GATTATAAATTGACTTAATATACTCTCGACTATGAAACCAAAGA

TACTAATATCTTGGCAGCATTCCGAGTAACTCCTCAACCTGGA

GTCCCTCTTGAAT

T/G AAGTAGATGTTGCGGTAGCCGAATCTTCCATTGGGACATGG

ACAACTGTGTGGACCGATGGGCTTACCATTCTTGATCTTTAT

AAAGGAAGATGCTACCA

Ca_LG_4:32648363 TCGAAAAAGGTATGGTTTATTCTGCTAAATTTCTTTAACACATG

AAAATTAATATCATTTGTTGCATAAATTAGTTTGAGATTTATATT

GGAATTTATTA

A/C TGTTTTTTGGAGCAGCAAAGGGAGCACTATGAGCGTTTGTC

ACAGAGTCTTAAAGCAGCAGGGCAATGACTTTTTTTGTTTTT

TAATAGTATGTATCATT

Ca_LG_4:32678083 TATCACATATTCTTTATGATCTTAAGGCTGCACCAAGCTCTGT

ATTCTTGACAGCTTTCCCACAAGAGAAGTCAATACCTAATATG

ATTAGTATAAATGG

G/A CTTCTTTTTTCTCATGAAGAAGTTCAATTCTAAAAACAAAGCA

TGCTGTATACAGTCTGAACAGATTGTGGCAGCTATGCATTTG

GTAGATTTTGCCATT

Ca_LG_4:32934124 TCGGTATGGTTTCCACGCCCCATTCATGTTTTAGTCTTTGCAT

AATACATGAAGTTGCATGTTATTTTGTTGCTGCTAGCTTAGGG

AATATGATTATTCG

G/A GTGATGTGTTGTCTCAGTGGATTCTTATGTGTCCAATGTTTC

TGTGCTGCTTTCAGTATCGATTCTCCAATGTAGATTACAACA

TAACAAGCGGTAACCG

Ca_LG_4:33011268 TCATTTACTCAAATATGTAGTTGTTGGCTTTTTAGGTAATGGAA

GAGTTGGACGCATTGTGATGGCTGCTGCTGCTAAGCACCTTA

CACCAGTTGTGCTT

T/G GAGCTTGGAGGAAAATCACCAGTTGTTGTTGATTCAGATATC

AACTTAAAGGTATACTCTTACTGTCTCTTTTTGTATTTAACAA

ATAATTGCCATCACC
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Ca_LG_4:33011292 TGGCTTTTTAGGTAATGGAAGAGTTGGACGCATTGTGATGGC

TGCTGCTGCTAAGCACCTTACACCAGTTGTGCTTGAGCTTGG

AGGAAAATCACCAGTT

T/A GTTGTTGATTCAGATATCAACTTAAAGGTATACTCTTACTGTC

TCTTTTTGTATTTAACAAATAATTGCCATCACCCTAGCTACCT

TCTACCTCATTAAG

Ca_LG_4:33041382 AGCATCAACAGATTCATTGAATCAGCTCATAGCTGTTTTGCGT

CTTGGATCAAGAAATGCTAGATATAGTGCAGCAAGAGCACTT

CATGAACTTTTTGAT

T/A GCTGAATATATCAGAGAATCAGAATTAGCTAAACAGGCCATT

CAGCCACTGGTTGACATGCTTAACACAACATCAGGGAGTGA

GCAGGAAGCTGCTCTCA

Ca_LG_4:33050134 TACAAAGCGTGCCTTGTTGCCAAGGGGTTTGATCAAACCCAT

TTTCCTCTCTATAAGAAATAACGAGTTTTTGTCTTCCGTTGGA

GCCGACCCCAGTAGA

A/T TGGGGATAAGTACTGTCTTATCTCATTCCCACTACCAATTGA

GCTGCCAATAAAGGTAAAGGCTGAGGTGTTACACCAAATAA

CTACTAGTTCAACATAT

Ca_LG_4:33094489 CTTGTTTATCACCTAGAGATAGTAGCTAGGTGACACTGTGATG

TTCTGGGGACAACACTTTGGCACGGATGATAAAGCTGCACTA

TGGTATAATTATACC

C/A TTGGCATTAGGAAAATCAGTGGAGAAACAAGGCTGGATAGG

TGTGTTTATACTGAAATTGCAGCAGGCTGCAATATTGTGAAG

ATTTCACATGTATGATA

Ca_LG_4:33094497 TCACCTAGAGATAGTAGCTAGGTGACACTGTGATGTTCTGGG

GACAACACTTTGGCACGGATGATAAAGCTGCACTATGGTATA

ATTATACCTTGGCATT

T/A AGGAAAATCAGTGGAGAAACAAGGCTGGATAGGTGTGTTTA

TACTGAAATTGCAGCAGGCTGCAATATTGTGAAGATTTCACA

TGTATGATATGATCATT

Ca_LG_4:33094520 GACACTGTGATGTTCTGGGGACAACACTTTGGCACGGATGAT

AAAGCTGCACTATGGTATAATTATACCTTGGCATTAGGAAAAT

CAGTGGAGAAACAAG

G/A GCTGGATAGGTGTGTTTATACTGAAATTGCAGCAGGCTGCA

ATATTGTGAAGATTTCACATGTATGATATGATCATTACAACTT

AGTACACACAATGGCT

Ca_LG_4:33094526 GTGATGTTCTGGGGACAACACTTTGGCACGGATGATAAAGCT

GCACTATGGTATAATTATACCTTGGCATTAGGAAAATCAGTGG

AGAAACAAGGCTGGA

A/T TAGGTGTGTTTATACTGAAATTGCAGCAGGCTGCAATATTGT

GAAGATTTCACATGTATGATATGATCATTACAACTTAGTACAC

ACAATGGCTGCATTA

Ca_LG_4:33135730 CGTAGGAGGTTTTAATTAGAATGAGTTAATGGTTCTTCATTTAT

GAACAAGTTGTTAGAAGCAGCTTATAGGTGTTTATGAACAAGT

GAAACCAAAAAAT

T/A TTTTAAAAAGTTGAGCTGCATCCGTGCCAAGCTAATTTTAAG

TCCAACTAATACAAGATGAGATTGTTTTAAAACTCATGGCTG

CTATAAGATTCTTTTA

Ca_LG_4:33414141 TTTGTTAAAGATAAGGGTTAGTGAGAAAAACATGGGTTGTGTC

GCCTCTAAACTAGAGGAAGAAGAAGAAGTTGTAGCTATCTGT

AGAGAGAGGAAACGC

C/T CAGTTGAAACTAGCTGTGGAGAAAAGGTATGAACTTGCTGA

AGCTCATTGCAAGTATTTTCATTCTTTGAATGCTGTAGCTGCT

TCCATTAAGCTTTTTG

Ca_LG_4:33414169 AACATGGGTTGTGTCGCCTCTAAACTAGAGGAAGAAGAAGAA

GTTGTAGCTATCTGTAGAGAGAGGAAACGCCAGTTGAAACTA

GCTGTGGAGAAAAGGT

T/A ATGAACTTGCTGAAGCTCATTGCAAGTATTTTCATTCTTTGAA

TGCTGTAGCTGCTTCCATTAAGCTTTTTGTTGCACGCCATTC

TTCACCTTCTTCACC

Ca_LG_4:33416822 AGTCAAATACTTTACATGTCCTGCATATGGGAAATTTTGCAAT

CAATCTCGTGGGTTAGCAACTCTTCAGCTTGAAGCCGAGCTT

CACCACTGGCGCGCG

G/A TGCTTTAGAGAGTATACTGCAGCTCAAAAAGCATATGTACAA

GCTCTTCACGGATGGCTAAGTAAGTTCATAGTCCCCGAAGTT

GAATTCTACTCAAGAC

Ca_LG_4:33528038 CAAGACCAGACCACAAAACCATCACTGGCATAGAAATAGCAG

CTTCAATTCTGACTTCTCCAGCTTTGTCTTGGAGACCCAAATC

TAAAACTTCAAAAAA

A/C AACTTCACTGCTCAAGCTTGGACCTAACTTCGATAATACTTG

AAGAGAAAGGCATTTGGTTTTCCAAGGCAGCTGCTTATCAAT

AACAAGGAGCACATGA



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_4:33561693 TTTATAACACAAAAATAAATGTCAACACAATATAAGTGGAAGA

CAATTTCAGTATAGTTGCATATGTAACATAAAAATGAAGCATCT

TACAATCCATATG

G/A TTGTCAACACCACCAAGAACAGCAGCAGCCAACTTGGAGCG

GAAAGGGTTCCAAATTCTGTACTCAGTCTTAGTACTGTCCTC

ATTCTGTAATATGTATG

Ca_LG_4:33676618 ATGGAATGCATTCTATTACATTCCACTCAATCACATTCTGTTTT

TAACAATCCAAACAATGGAACATAAACTTATTCCATTCTATTCC

ATCCCATTCCAA

A/T CTCATACCACCAATCCATAGTCTAAGTCTTGGCTTATGCATT

ATTTTATTTTATTTTATTTTATTTCTGGTGTTATGTTTGTTTTG

CTGCTGTACATTGT

Ca_LG_4:33782852 TGCATTTACAGAAAACCCTGAACAGATCACCTCTAAAGCTGAT

ATTGTAGTTTCAGCTGCTGGAGTCCCTAATTTGGTTCGGGGG

AACTGGATAAAGTCT

T/C GGTGCAACTGTGATCGATGTTGGAACAAGTCCTGTTGAGGT

GAGCTTGCAATAATATATATATATTTTTTCACATTTTGCTTGC

TGCATATCAGTTAACC

Ca_LG_4:33843812 CTGCTGTGATGACAATTGTTCCCAAACTTGGGAAAAAGGATAT

ATATTTAGCATACTTGCCAATGGCTCATATCCTTGAGCTAGCA

GCTGAGGTATGCAA

A/G GGGGATATATAACTTTTTGGAATAGATTCAATAAATGTTTCAG

TTCAACATTGCATTCTGTTTCCATTTATTTTGTGTATTGATAAA

CTCGAATACATTT

Ca_LG_4:33895688 TATTCTTACCTAATCAAATTCAAGATTTAGTCCCACAAGAAAGT

CATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGACTACTGA

ATCTACTGCACAA

A/G TGAATCTTTATCACTCTATAGTGGTCCAATTCCATCCAAAGAT

ACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTGCATCTA

CTGTTTTCACCTTC

Ca_LG_4:33895692 CTTACCTAATCAAATTCAAGATTTAGTCCCACAAGAAAGTCAT

AGACCTTATCTTTTTCGGTAAGCTCCTTCAAGACTACTGAATC

TACTGCACAATGAA

A/G TCTTTATCACTCTATAGTGGTCCAATTCCATCCAAAGATACTT

CAATTGCTTGGCATATTATGTTACCTTGCTTTGCATCTACTGT

TTTCACCTTCACAT

Ca_LG_4:33895725 AGAAAGTCATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGA

CTACTGAATCTACTGCACAATGAATCTTTATCACTCTATAGTG

GTCCAATTCCATCC

C/G AAAGATACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTG

CATCTACTGTTTTCACCTTCACATCATACACTTTGGCAACATA

TTTAGCCTTTGAAT

Ca_LG_4:33895726 GAAAGTCATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGAC

TACTGAATCTACTGCACAATGAATCTTTATCACTCTATAGTGGT

CCAATTCCATCCA

A/G AAGATACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTGC

ATCTACTGTTTTCACCTTCACATCATACACTTTGGCAACATAT

TTAGCCTTTGAATA

Ca_LG_4:33895731 TCATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGACTACTG

AATCTACTGCACAATGAATCTTTATCACTCTATAGTGGTCCAAT

TCCATCCAAAGAT

T/G ACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTGCATCTA

CTGTTTTCACCTTCACATCATACACTTTGGCAACATATTTAGC

CTTTGAATAGGTTT

Ca_LG_4:33895742 ATCTTTTTCGGTAAGCTCCTTCAAGACTACTGAATCTACTGCA

CAATGAATCTTTATCACTCTATAGTGGTCCAATTCCATCCAAA

GATACTTCAATTGC

C/G TTGGCATATTATGTTACCTTGCTTTGCATCTACTGTTTTCACC

TTCACATCATACACTTTGGCAACATATTTAGCCTTTGAATAGG

TTTGTTCCATTGCA

Ca_LG_4:34242774 GGAGGCTGATCATGGGCAGCAACTGATGAACCCAAGTGTTTG

GTAACTCATTCCAGAACGAGTCCAAACTGAGTGATAGTGTTTT

GAAAGTGAGAAAAAT

T/G TAACCAACAACTTCTTTTGGTCTTTCCTAATGGTCTTTAGAAG

CTTTAAAAACCTTTTGTTCTCAGTTTCTGCCGATTTCATGCCG

GTGGTTGAATCATT

Ca_LG_4:34242781 GATCATGGGCAGCAACTGATGAACCCAAGTGTTTGGTAACTC

ATTCCAGAACGAGTCCAAACTGAGTGATAGTGTTTTGAAAGTG

AGAAAAATTAACCAA

A/T CAACTTCTTTTGGTCTTTCCTAATGGTCTTTAGAAGCTTTAAA

AACCTTTTGTTCTCAGTTTCTGCCGATTTCATGCCGGTGGTT

GAATCATTACGCGCT
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Ca_LG_4:34243041 GGAGATTTGGATTTTTCTTGTAAATCCGAATCAGAATTAGATT

GAGCAATATTTGGAGAGATAGGAGAAGAGTTCAGACTTACTT

GAGATGGTATGTTCC

C/T TATGAGGGCTTTTTGAAGAATGGTGATCATATGATACGTTCA

GATCAAAGACTAAGTGTTCACCATCCTTAACTGAAGGAGCAG

CATTATGCGTAGATGG

Ca_LG_4:34243049 GGATTTTTCTTGTAAATCCGAATCAGAATTAGATTGAGCAATA

TTTGGAGAGATAGGAGAAGAGTTCAGACTTACTTGAGATGGT

ATGTTCCTATGAGGG

G/A CTTTTTGAAGAATGGTGATCATATGATACGTTCAGATCAAAG

ACTAAGTGTTCACCATCCTTAACTGAAGGAGCAGCATTATGC

GTAGATGGATCCTTAC

Ca_LG_4:34243058 TTGTAAATCCGAATCAGAATTAGATTGAGCAATATTTGGAGAG

ATAGGAGAAGAGTTCAGACTTACTTGAGATGGTATGTTCCTAT

GAGGGCTTTTTGAA

A/G GAATGGTGATCATATGATACGTTCAGATCAAAGACTAAGTGT

TCACCATCCTTAACTGAAGGAGCAGCATTATGCGTAGATGG

ATCCTTACTGACTTGTG

Ca_LG_4:34243061 TAAATCCGAATCAGAATTAGATTGAGCAATATTTGGAGAGATA

GGAGAAGAGTTCAGACTTACTTGAGATGGTATGTTCCTATGA

GGGCTTTTTGAAGAA

A/G TGGTGATCATATGATACGTTCAGATCAAAGACTAAGTGTTCA

CCATCCTTAACTGAAGGAGCAGCATTATGCGTAGATGGATC

CTTACTGACTTGTGGAG

Ca_LG_4:34243730 GATATCTTGAAGAACTGAGGTTCGAGTGACCATATACTGGATA

TACCAAGTTTCAGCAAAACAGTGGGCTCCAGCATCTTGTATAT

CAAGAATTTTGCAT

T/C AGTGAAGTGGGGTTTACGTCCAAGTGTACACCCTTAAGTAC

AAAACTGAACCCAAGGCTTCCTTTACAGCCATTGCATGCAGC

ATAAAATGCCTTTACCA

Ca_LG_4:34243736 TTGAAGAACTGAGGTTCGAGTGACCATATACTGGATATACCAA

GTTTCAGCAAAACAGTGGGCTCCAGCATCTTGTATATCAAGAA

TTTTGCATAGTGAA

A/T GTGGGGTTTACGTCCAAGTGTACACCCTTAAGTACAAAACTG

AACCCAAGGCTTCCTTTACAGCCATTGCATGCAGCATAAAAT

GCCTTTACCAGTCTTG

Ca_LG_4:34243745 TGAGGTTCGAGTGACCATATACTGGATATACCAAGTTTCAGCA

AAACAGTGGGCTCCAGCATCTTGTATATCAAGAATTTTGCATA

GTGAAGTGGGGTTT

T/A ACGTCCAAGTGTACACCCTTAAGTACAAAACTGAACCCAAG

GCTTCCTTTACAGCCATTGCATGCAGCATAAAATGCCTTTAC

CAGTCTTGGGTATTGCG

Ca_LG_4:34243769 GATATACCAAGTTTCAGCAAAACAGTGGGCTCCAGCATCTTGT

ATATCAAGAATTTTGCATAGTGAAGTGGGGTTTACGTCCAAGT

GTACACCCTTAAGT

T/C ACAAAACTGAACCCAAGGCTTCCTTTACAGCCATTGCATGCA

GCATAAAATGCCTTTACCAGTCTTGGGTATTGCGGTTCATTC

ACTCTAAAAAAGGAAG

Ca_LG_4:34243785 GCAAAACAGTGGGCTCCAGCATCTTGTATATCAAGAATTTTGC

ATAGTGAAGTGGGGTTTACGTCCAAGTGTACACCCTTAAGTA

CAAAACTGAACCCAA

A/G GGCTTCCTTTACAGCCATTGCATGCAGCATAAAATGCCTTTA

CCAGTCTTGGGTATTGCGGTTCATTCACTCTAAAAAAGGAAG

TCCATCCTAATTTATC

Ca_LG_4:34243790 ACAGTGGGCTCCAGCATCTTGTATATCAAGAATTTTGCATAGT

GAAGTGGGGTTTACGTCCAAGTGTACACCCTTAAGTACAAAA

CTGAACCCAAGGCTT

T/G CCTTTACAGCCATTGCATGCAGCATAAAATGCCTTTACCAGT

CTTGGGTATTGCGGTTCATTCACTCTAAAAAAGGAAGTCCAT

CCTAATTTATCAAATA

Ca_LG_4:34430500 CTGTTTTTTCGATTTCGAAGCTGTTTCTATGGCGGATGCTCTA

ACGGTGATTCCGGCTGCCGTGCTCCGTAATCTCGCCGATAAG

CTTTATGAGAAGCGC

C/A AAAAATGCTGCTCTCGAGGTTTTCTTCTCTCTCTCATTGTGAT

TTTTTGTTAGTTATTGCAATTTGGTTGAATTTGAAGGATCTTT

TGTGGAAATAGGTT

Ca_LG_4:34438641 TGAATTAGTGGTTTGATGTTTACATCTTGACTCTTAATTTTATA

CCACCATGCAGCAAAGTGCAGCCTTTAAGATACTAAAAACTC

GTTTAAAAGCTGTG

G/A CCGTCATATTCTTTCAATCGTGGACAACTGAATAGAGTGCCT

TCTGGGGATCCCAACCAATTTCCTCATCAGATGCCTGATGGA

TATCAAACCAATGAGG
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Ca_LG_4:34438809 TCAGATGCCTGATGGATATCAAACCAATGAGGATGGTGATGT

AACTGAAGATGATGGGAGCCCATATAATGGAATAAACTTTGCT

GCGAGGTTGCAACAA

A/G TTTCAGCAAATGCAGAAGCAGCACCGGGTACACACTAAATC

ACGAACAAAGTCACGCAGTGTGTCCATTTCATTACCAAAGGT

TGTTGGCCTCTTCATTC

Ca_LG_4:34596612 TCCTTGAAACCAAGTTCCCACAGCAACAGCCCAATCTGCATAA

TTGGCAAAACCAACCAATTTTTCGCAAGAAATGAGTGGAAATG

TATTGAAACTGAGC

C/T GCAAGAAAAAGCAGCAACAGTTACAGTGTCGGGGGAAGTTT

GTGGAAAAATCACCAAAAGATGGTAAACACCTCGGAATGTG

GCATAGGGGTTTCTGATG

Ca_LG_4:34596851 GTACGGGTTTTGTGGTGGCGTGTGGGGCCCACATGCAGAGA

AGGTGGAGGCACGTGTGGTGGTAAAGCATAGTCGTGTTTGTC

AGAGGATTGTGCAGCGA

A/G TCTGTGGTGGTTTTAGCAGTGGGGGGCACAGGAAAAGGTG

CAGCTGGTGTTGAGGAAAAAACGTTGATTATGGCCCTGAAA

AATGCAGAGAAGACAATGG

Ca_LG_4:34906257 ACTTTCCACGATATGTGAAAAGAGAAAATTCTGAAAGTGATGT

TATCGTTGGTGTAATCAATTCTGGATTAACAAAGCATGTATAT

ATATTATCAGTCTA

A/C ACTTACATCAGTGTCAAATGATACTATATACTTTAAAAATGTA

ATTTCCATTGGATCATTACATGCTATGCAACATGGAGTGTTG

ACAATATTGGTAGCT

Ca_LG_4:34906346 TTATCAGTCTAACTTACATCAGTGTCAAATGATACTATATACTT

TAAAAATGTAATTTCCATTGGATCATTACATGCTATGCAACATG

GAGTGTTGACAA

A/G TATTGGTAGCTGGAAACACGGGTCCTTGTCCTTCAACCTTAG

ACAATTTTTCACCATGGGCAATTGTTGTGGCGGCTAGCAGAT

TAGATAGAATTTTTCT

Ca_LG_4:34906353 TCTAACTTACATCAGTGTCAAATGATACTATATACTTTAAAAAT

GTAATTTCCATTGGATCATTACATGCTATGCAACATGGAGTGT

TGACAATATTGGT

T/C AGCTGGAAACACGGGTCCTTGTCCTTCAACCTTAGACAATTT

TTCACCATGGGCAATTGTTGTGGCGGCTAGCAGATTAGATA

GAATTTTTCTCTCTGCC

Ca_LG_4:34906364 TCAGTGTCAAATGATACTATATACTTTAAAAATGTAATTTCCAT

TGGATCATTACATGCTATGCAACATGGAGTGTTGACAATATTG

GTAGCTGGAAACA

A/T CGGGTCCTTGTCCTTCAACCTTAGACAATTTTTCACCATGGG

CAATTGTTGTGGCGGCTAGCAGATTAGATAGAATTTTTCTCT

CTGCCTCTCATTTTTA

Ca_LG_4:34906373 AATGATACTATATACTTTAAAAATGTAATTTCCATTGGATCATT

ACATGCTATGCAACATGGAGTGTTGACAATATTGGTAGCTGG

AAACACGGGTCCTT

T/A GTCCTTCAACCTTAGACAATTTTTCACCATGGGCAATTGTTG

TGGCGGCTAGCAGATTAGATAGAATTTTTCTCTCTGCCTCTC

ATTTTTAGGTTTGTTA

Ca_LG_4:34906389 TTAAAAATGTAATTTCCATTGGATCATTACATGCTATGCAACAT

GGAGTGTTGACAATATTGGTAGCTGGAAACACGGGTCCTTGT

CCTTCAACCTTAGA

A/G CAATTTTTCACCATGGGCAATTGTTGTGGCGGCTAGCAGATT

AGATAGAATTTTTCTCTCTGCCTCTCATTTTTAGGTTTGTTAT

TTTTAATTAAACATT

Ca_LG_4:35013400 GACGACCAACCGAACAATGCCCCCTCTGCCCCGTTAACTATG

GACTTACTTGCTGTTCTTTCGACCTCTCCATCCGCACCTGCTC

AAAATGGCGGCAACG

G/A CATCCATGACTAGTGCGGACCAGATGAGAGAACAGCAATTC

ACTTCAGTCGTTGGAGAAAGAAGCAGCGGCAGTTCTCAGTC

TCCAAATGATGATTCAGA

Ca_LG_4:35108781 TTCCAGGTTGATTCCTTCTTTTTTTCTGAGGCAAAACAGTTGAT

GAAGAAGCAGCTGTGGAAGATTGATTTTGTGTAATCTGACTTT

GATGAATTTCTTG

G/T TCTGATTTCCAAGAAAGGTGTAGATGAAGAAGAAGCAGCCA

TATTTTTTTTTTTTGCAAATCTGAAAAATTCTTAAATAAATTTG

TTACAATCTATAATA

Ca_LG_4:35142837 AGGCAGCAGACGGCAGCGACAGATCTACTCGCATGAGAGAT

TAGCAGCACATGAGAGCGCGTGTGACGGCTTTTGGCGACGC

GCTTTCAGGCATAACCTG

G/A ATCTGGAAATGACTGATATTCGCAGGAAAATTTGCCGAAAAT

AGTGGCAGCGGCGGCAATAGCGAATTGAATCAAAAACGAGT

GAAACGTGTGGAAATAT
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Ca_LG_4:35329973 GAGTCTACAATCCATGAGTTAGATATTCCCTTGTCAACAAAAT

AGACACATGAAGAATTATCTTTTTGGGCCAAGGCAGCAGTTG

AGTGTGTACTAGTGT

T/C TTTGAAGGGATTGTTGTAGCAATTTTTGCAACACCTCCATTT

GTTCCTTGCTGAATGGACTTGGTTCAGGTGTTGGGGCTGCC

AACACTTTACCTCTTTC

Ca_LG_4:35496143 ATTTTGGTTGTTTCGTCTTTTCCAAATGAGTAAATTAGTAGACG

TTTTAAATTAGGCTCGCTTCGGGCAGCAGACGGTAAAGAGGG

AAAATGGTTAATTT

T/C GCGGCAGTAGCAGGAGTAAACGTTTCAGGCAAAGAGTTGTT

GGTTTTACATTGCAGCTTATTAGAGGTCTGTGGTCATTGTTA

GTAGTTGTTTGCAGGTT

Ca_LG_4:35496689 TATGATGGAATGAGAGTTTACTGTTTACCTTCATATGTTATCTG

GTGAGATAGATTGCAGAACTTCAATTCAGAGGATAATGTATTT

GGGCAGCTGCAAT

T/G GGAAAATTTGGGAAAATCAGGTTATACTTATAGACACATTCA

TGTACATAAATTTAGGAAAATCAGTTTCATTTTGAAAGAATAT

GCAGAAAGTTTATCT

Ca_LG_4:35510109 GTAAGTGATTGATGCACAATATATGTAAGTGTTATAAATTTAAG

GGTATTAAATTATATCTATACCAATAAAAAAACTAGATAGTAAT

CGAATTCCACTG

G/A CACGAAATGAGATATATAACAATTTTTTCGCAGCGACAATCA

ATTTGCTAGAAACAACATGCATATGACCTCGACTTATTTAAGT

CATTGTAATAAGATT

Ca_LG_4:35554744 GTTTGAAACATCATATCAATTCCTAACTCACATAAACGACAATT

TTTTTAAGTGTGGTTTAGTTCTGTTGGGTTTTTCTGTTTTTTTTT

CTTTTCTTAAC

C/G TGTTCTATGCAGCACAAATCAAATATATTATATTTGAATCCTA

CCCTATTTTGGTGAACAGGCTGTAAGGCCCATGACCCTTCT

GCAAATCTGTCAAGCG

Ca_LG_4:35835436 ATTTAAACAAGATTCCAACTTGATTAAAGTGATAAATATTTTAT

CACATTGATAAATTTTCCACCATATATTCAATTCTATTCTAAAT

GATGCTTGTTCC

C/T AATTTAAAAGATTTGTATTAAATTTCAATTGATTGAGTAAACA

TCACGACATCGGTTGGAGCGGTGGGCGGCGGCTAGTCAGA

GGCGGTAGTGTGAGAAC

Ca_LG_4:35835439 TAAACAAGATTCCAACTTGATTAAAGTGATAAATATTTTATCAC

ATTGATAAATTTTCCACCATATATTCAATTCTATTCTAAATGAT

GCTTGTTCCAAT

T/G TTAAAAGATTTGTATTAAATTTCAATTGATTGAGTAAACATCA

CGACATCGGTTGGAGCGGTGGGCGGCGGCTAGTCAGAGGC

GGTAGTGTGAGAACGAC

Ca_LG_4:35835466 GATAAATATTTTATCACATTGATAAATTTTCCACCATATATTCA

ATTCTATTCTAAATGATGCTTGTTCCAATTTAAAAGATTTGTAT

TAAATTTCAATT

T/G GATTGAGTAAACATCACGACATCGGTTGGAGCGGTGGGCG

GCGGCTAGTCAGAGGCGGTAGTGTGAGAACGACGGCATCG

ACGGTGTCGCAACTAAGAGA

Ca_LG_4:35835468 TAAATATTTTATCACATTGATAAATTTTCCACCATATATTCAATT

CTATTCTAAATGATGCTTGTTCCAATTTAAAAGATTTGTATTAA

ATTTCAATTGA

A/T TTGAGTAAACATCACGACATCGGTTGGAGCGGTGGGCGGC

GGCTAGTCAGAGGCGGTAGTGTGAGAACGACGGCATCGAC

GGTGTCGCAACTAAGAGACG

Ca_LG_4:36157742 TAGGAATAAAGAGCAATTTGCTGAGCATTGGGCAGCTGATTC

AAAAGGGGTTTCAGGTGATCATGAAGAACGATGCCTTAGAAA

TGTATGATGGGCAGAA

A/G GAAGATGATACTCAAGGCTCCTCTTTCAAAGAACATAACCTT

CATCATCAACATACAAGCTGCTGATATTCAATGTTCGAACGC

AACAAGTTCAATTGAT

Ca_LG_4:36157778 TGATTCAAAAGGGGTTTCAGGTGATCATGAAGAACGATGCCT

TAGAAATGTATGATGGGCAGAAGAAGATGATACTCAAGGCTC

CTCTTTCAAAGAACAT

T/G AACCTTCATCATCAACATACAAGCTGCTGATATTCAATGTTC

GAACGCAACAAGTTCAATTGATGAAAACTGGTTGTGGCATTC

AAGATTTGATCATCTT

Ca_LG_4:36247317 CTTATTGGATGCAACTGGCTCCTTCTCACTGGTATTATTTGTT

GTATTTTCACTGACTTTAATTAGTTTTTGGATTTGGTATTGTTG

TTTTTTGTCGATC

C/T GGTCGAATCTGCAGCAGATAGCAGGATTTCAGATACATATTG

TCTTATGTAAATATACAGTGTTGACAGGATAAAACGGACCTT

CTCTAAAAATAATCTT
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Ca_LG_4:36790362 CCTGAGGACTACGACGGCGTGCCAAATGAGGAGAAGTTAAAT

GGTTAAGCCAGAGGATACAAGGGATGCAGCCTGTTCCGTCGT

CGATTGCGAATCGGAT

T/G GAATTTTCCAGGTTTGTGATCGCGTAGGGTTATGGTTCCTAG

GGTTTCGGCGCGTGTGATTGGGATTGATTTGCGAGTGAAAG

GGTGGTCGGGGGATGAA

Ca_LG_4:36807377 ATTGTAACGACAGAAGTCTTCTAACCCTCTTGACTCTGCAGCA

CGGATCTCTCTTCCCCTCTTTTCAAGATCCCGTTGAGTCTTGG

CGGCAGTCTGTGCG

G/A GCGACAGAAGCAGCCATGTTATTCATAGCCTCTGCCATTTGA

TCATTCCTATTAGCGTTGGCTCTCGAAGCGTCATTTCTTCTT

GGCGGCATGGTTTCCT

Ca_LG_4:36807380 GTAACGACAGAAGTCTTCTAACCCTCTTGACTCTGCAGCACG

GATCTCTCTTCCCCTCTTTTCAAGATCCCGTTGAGTCTTGGCG

GCAGTCTGTGCGGCG

G/C ACAGAAGCAGCCATGTTATTCATAGCCTCTGCCATTTGATCA

TTCCTATTAGCGTTGGCTCTCGAAGCGTCATTTCTTCTTGGC

GGCATGGTTTCCTATA

Ca_LG_4:36822272 ACATGGGAGATGATCAAAAAAATATGAAGAAAAATAAAAGAAA

CATACTGAAATTGGAGCAGCACCACATTTCCACTTGTTTACAG

GATTCTTCAAGTTG

G/A GTTACAGTTGCCATATATCCATTCAAACCAGCAGCCAGTATA

TGGTAGCAGATGTGTCCAAGAACCTGCAATAATATCAACAAG

TTATAACAAGTGAAAA

Ca_LG_4:36822287 AAAAAAATATGAAGAAAAATAAAAGAAACATACTGAAATTGGA

GCAGCACCACATTTCCACTTGTTTACAGGATTCTTCAAGTTGG

TTACAGTTGCCATA

A/G TATCCATTCAAACCAGCAGCCAGTATATGGTAGCAGATGTGT

CCAAGAACCTGCAATAATATCAACAAGTTATAACAAGTGAAA

AATCGAACACTGATGC

Ca_LG_4:36824657 TTTCTGCAAGCTGTGCGGCATCTGTGTTAGATGTCACACCTG

AAATAAAATACCGTTTCAACATTAAGAAACACCTTTTGAAGAT

GTGAATATAACCATA

A/C CATGAAGATTCAGGAAGAAGTATACCTCCAATTATGACAAGT

CCATCAAGTTTCAAATCATTGCATGCGGCGAGTGCAGCATTA

ACTTGTTCTGTGGTTC

Ca_LG_4:36869088 CAACTCCCTACCAATTTTCTTAACATGCATAAAATTACAATAAC

CGCCACGGTTACAACTATTCTCCTCATACTGACGACACGTGG

CTTCACGAAAATCG

G/T GTCACCGGCGAAAAATCAGCTAAAATCGGACGACCGGAGTA

AAACCTCCCGTGCAGCGAAGCCAAAGCAGCCGCAGCGTGA

TCCTCCTCACGAAACAGAA

Ca_LG_4:37080038 TATGTGTCAAGCAAAAAAATATGGAGCATTAATCTTCTAAGTA

ACCAATTCAAATACTCCAAATATGGCTACATAGATGCAGCCTA

TGAAAGCAAGTTCG

G/A GCTAACATGATGTGTGAATCAAAAATGATGTTAGCCAAATTG

TTCGGCTAAGCAAGTTCGTCTAACTACAAAGATGCAGCCTAT

GAAAGCCAAATTGTGT

Ca_LG_4:37080073 TCTAAGTAACCAATTCAAATACTCCAAATATGGCTACATAGAT

GCAGCCTATGAAAGCAAGTTCGGCTAACATGATGTGTGAATC

AAAAATGATGTTAGC

C/T CAAATTGTTCGGCTAAGCAAGTTCGTCTAACTACAAAGATGC

AGCCTATGAAAGCCAAATTGTGTTCCATTTCCATATCATTATC

AAGAACAGTACCACG

Ca_LG_4:37134986 TCCAAAGTAAAACAGAGCTGAAAAACATTATGCAGAAATTCTA

GACTTACAGCAGCAGCAGCAGCAACAAGTAGCTTATATACTC

TAAGCTGTTTTTCAT

T/C ATTGATGCAATCTTTTACTAGTTCGTTAAAAATATAAATGAAA

CAATTGATTCATAACCTATGAAAAAACCCTTATATTATTAGAT

GAGCACAGGGCAGC

Ca_LG_4:37323433 TCCTAGAAATTCTTATAAGATTGATGAACAACACCCTGGATCT

GATCTTGCTGCTGAAACTTCAGCTGCTTTGGCTGCTGCTTCCA

TTGTTTTCAATTCC

C/T GTGAATCCCAAATATGCATCCAAATTGTTAACTCACGCTACA

CAAGTATGATTTATTTTTCTTTTTTTTTTGTCATACCTCTATTA

TATGCAAATTATTT

Ca_LG_4:37323682 CTTAAAGAAATGCATCTAAATAGAAAATAGAAAGTTTTTTTTTG

TTAGGTGAAAATTTTTTATAATATTTTTGTTGCAGCTGTTTGAC

TTTGCAAACAAC

C/T TATCAAGGCTTATACCATAATAGTATCCCACCGGCAGCGAAA

ATATATTCCAGCAGTGGATATAAGGTAATCTACTTAATTGTAT

TTGAATTTACTAAAC
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Ca_LG_4:37323692 TGCATCTAAATAGAAAATAGAAAGTTTTTTTTTGTTAGGTGAAA

ATTTTTTATAATATTTTTGTTGCAGCTGTTTGACTTTGCAAACA

ACTATCAAGGCT

T/A TATACCATAATAGTATCCCACCGGCAGCGAAAATATATTCCA

GCAGTGGATATAAGGTAATCTACTTAATTGTATTTGAATTTAC

TAAACAAAGAAAGTG

Ca_LG_4:37323714 AGTTTTTTTTTGTTAGGTGAAAATTTTTTATAATATTTTTGTTGC

AGCTGTTTGACTTTGCAAACAACTATCAAGGCTTATACCATAA

TAGTATCCCACC

C/T GGCAGCGAAAATATATTCCAGCAGTGGATATAAGGTAATCTA

CTTAATTGTATTTGAATTTACTAAACAAAGAAAGTGGAAAATA

GAAAACATTTTGTGT

Ca_LG_4:37323814 GGCAGCGAAAATATATTCCAGCAGTGGATATAAGGTAATCTA

CTTAATTGTATTTGAATTTACTAAACAAAGAAAGTGGAAAATAG

AAAACATTTTGTGT

T/C AAGAATATTGAAATTATTTGTACAATTACAGGACGAGTTACTA

TGGGCAGCAGCATGGCTTTACCGTGCAACGAACATGAATAA

ATACCTTGATTACCTT

Ca_LG_4:37535970 ACACAAACCTTTTCACCCTCCTTCTCCTTTCATTCTCGGAAAA

CGGTTACGTTCTGAACAAGATGACGCCGTTTCCGTTGCTGCA

CCTACCGCTCCACCT

T/G GCTCTTTGGGCGCTTCCGTCAAGGCCTGACTTCGCTCAACT

TTGGAGCTTCGCCGCCGCCGCAGCACAACCTCCGTCGGAA

GTTCTTTCCATTTCTCCGC

Ca_LG_4:37864970 CCCCAAGGAAGAAACGACATGACTGAAGCAATCCAAGCCATG

AATACAATGGCCGCAGCAATGGCCCAACAAGCTGCGATCCAG

GCTCAACGAGATGCAT

T/C AGAGGGATAAGAGGGATGGAGCAGCCAGTGCAGCAAGAGC

CTTGAATGAATTTTGTCAACAAGATTTGCCTAAATTCAAAGG

GGAACATGACCCGACAAG

Ca_LG_4:38023251 GCTCTTCTTCGTCACACGTGCCTACTCTCACCCCTGATTCAAA

TTCAACTCCTGCCGCACCAAAACTTGTCATGCTCTCTCCCACC

CCTGGTTCAGAGTC

C/G TAGGCCAGCAGCTTCTGCACCTAATTCTGTCCCCATCAGAGT

TCCTCCTCAGAATACACATTCCATGCAAACAAGAGCCAAGAA

TGGCATTATGAAGCCA

Ca_LG_4:38023378 TGTCCCCATCAGAGTTCCTCCTCAGAATACACATTCCATGCAA

ACAAGAGCCAAGAATGGCATTATGAAGCCAAAACTGCATCCC

ACTCTGCTACTTACA

A/G CACCTAAAACCTACCACTGTCCAACAGGAACTTGCTGCCCC

ATAGTGGTTGGCAGTAATGAAAACTGAGTATGCTGCTCTTCT

TCATAACAATACTTGGT

Ca_LG_4:38127899 ATAACAAGGCCACAAAAGCAAAACTACTGCTGCGATTAGACT

GACATACCTAGAGAGATTTTACGAGATTCGTAAATTAATCATT

CAACTTTTGAACACC

C/T TTTTTGACACACTTACAAAACTTATAATAGACATTAACTGCAG

CCTTTATGTTTCTCCAATTCAAATTCGGAATTCCATATATTGT

GTGGTCAAACAGCA

Ca_LG_4:38127903 CAAGGCCACAAAAGCAAAACTACTGCTGCGATTAGACTGACA

TACCTAGAGAGATTTTACGAGATTCGTAAATTAATCATTCAACT

TTTGAACACCTTTT

T/G TGACACACTTACAAAACTTATAATAGACATTAACTGCAGCCTT

TATGTTTCTCCAATTCAAATTCGGAATTCCATATATTGTGTGG

TCAAACAGCAATTA

Ca_LG_4:38169648 GATGAATCACACTTGATTTCGAAGGGGGTGGTCCACTTGGAT

GGCTGAATGATGGGAGTGGAGGTCACTGTTGCCTTAAAGCAA

TTAAACGCCTTCTTGC

C/A ATTTGTCATCAAAGGTTAAAGTGACATCTTTTTGCAGCAAATT

TGACAGTGGAAAAGTTATCTTGTTGAAGTCTTTGATAAAGCG

CCTGTAAAAACTTGC

Ca_LG_4:38169653 ATCACACTTGATTTCGAAGGGGGTGGTCCACTTGGATGGCTG

AATGATGGGAGTGGAGGTCACTGTTGCCTTAAAGCAATTAAA

CGCCTTCTTGCATTTG

G/A TCATCAAAGGTTAAAGTGACATCTTTTTGCAGCAAATTTGAC

AGTGGAAAAGTTATCTTGTTGAAGTCTTTGATAAAGCGCCTG

TAAAAACTTGCTTGGC

Ca_LG_4:39255326 AACACATGGATGACAGGATGAAAGAAAGAACGCATGAAATGA

TGCTCCACATATCAGATATAGAACATGAAAATGGAAAGCTGTC

AATGCGTGTTTCTGT

T/C TTTAGAAGATGAAGTGAGAGATTTGACAAACGAACAAGAGTC

CCAATTATCAGAGCTAGAGAATGATAGAAATCAAGCTGCAAG

GCTCCGAGAGAAGATT
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Ca_LG_4:39255573 AAAACTGAAGACGACACAATTTCATTGGTCAGAAGCACAAGA

AGAATCTGAATAATCTTAGAGGAGAAAATCAGCAGCTACAAAT

TACCATTGAAAATCC

C/T TGAAGACGAGTGCAATTCATTTGAGAATCTAAATGGATATTT

GAGGCAGCAGAAGTTGGAGTTAGAGGACAATTGCTCCCTTA

TGGGAGCCAGGTTGAGG

Ca_LG_4:39255601 TCAGAAGCACAAGAAGAATCTGAATAATCTTAGAGGAGAAAAT

CAGCAGCTACAAATTACCATTGAAAATCCTGAAGACGAGTGC

AATTCATTTGAGAAT

T/G CTAAATGGATATTTGAGGCAGCAGAAGTTGGAGTTAGAGGA

CAATTGCTCCCTTATGGGAGCCAGGTTGAGGGAATCAAGTG

AAAGGTTTGCTGATTGCT

Ca_LG_4:39255616 GAATCTGAATAATCTTAGAGGAGAAAATCAGCAGCTACAAATT

ACCATTGAAAATCCTGAAGACGAGTGCAATTCATTTGAGAATC

TAAATGGATATTTG

G/A AGGCAGCAGAAGTTGGAGTTAGAGGACAATTGCTCCCTTAT

GGGAGCCAGGTTGAGGGAATCAAGTGAAAGGTTTGCTGATT

GCTGTGGAAGAGTGGGAT

Ca_LG_4:39940251 AATTTGTGTGTGAACTTTTGTTTTACCAAATTGGTCAAGATACC

TTAAGAATTCAAGGACATGAGCTCCACTACAACGTGAGAGTG

AGAGTGGTGGTCTA

A/G TGGTTTCTTAGGTATTGTCCAAAAGTGTTCCAATCTCTTCTCT

TTTGATTCTCATATCTACTTGGTGTTGTTGATGTTGAAGGTG

GTGATGTTGTTGATG

Ca_LG_4:39940272 TTTACCAAATTGGTCAAGATACCTTAAGAATTCAAGGACATGA

GCTCCACTACAACGTGAGAGTGAGAGTGGTGGTCTATGGTTT

CTTAGGTATTGTCCA

A/G AAAGTGTTCCAATCTCTTCTCTTTTGATTCTCATATCTACTTG

GTGTTGTTGATGTTGAAGGTGGTGATGTTGTTGATGATGTAG

TAGATGATGATGATA

Ca_LG_4:39940275 ACCAAATTGGTCAAGATACCTTAAGAATTCAAGGACATGAGCT

CCACTACAACGTGAGAGTGAGAGTGGTGGTCTATGGTTTCTT

AGGTATTGTCCAAAA

A/C GTGTTCCAATCTCTTCTCTTTTGATTCTCATATCTACTTGGTG

TTGTTGATGTTGAAGGTGGTGATGTTGTTGATGATGTAGTAG

ATGATGATGATATGG

Ca_LG_4:39940284 GTCAAGATACCTTAAGAATTCAAGGACATGAGCTCCACTACAA

CGTGAGAGTGAGAGTGGTGGTCTATGGTTTCTTAGGTATTGT

CCAAAAGTGTTCCAA

A/G TCTCTTCTCTTTTGATTCTCATATCTACTTGGTGTTGTTGATG

TTGAAGGTGGTGATGTTGTTGATGATGTAGTAGATGATGATG

ATATGGTCATCATGG

Ca_LG_4:39940293 CCTTAAGAATTCAAGGACATGAGCTCCACTACAACGTGAGAG

TGAGAGTGGTGGTCTATGGTTTCTTAGGTATTGTCCAAAAGTG

TTCCAATCTCTTCTC

C/T TTTTGATTCTCATATCTACTTGGTGTTGTTGATGTTGAAGGTG

GTGATGTTGTTGATGATGTAGTAGATGATGATGATATGGTCA

TCATGGATGTTGATG

Ca_LG_4:39941694 AGAATGGAAGATGATGATCAATAATCATGCACAGTATTAGCAA

GTTGTCAAATGCCGTGTATAGTTTTAGTGTAATATTTATGTATA

GTTTTTGTCTTCT

T/A ATATGTATCTTTTAATTAAATAATAAGAGTAGTTAATTTGCGA

TTAAAAATTAGACCAACTTTCTTAAATTCATATAATTTTGGTTT

TTGTATGTTATTT

Ca_LG_4:39941711 TCAATAATCATGCACAGTATTAGCAAGTTGTCAAATGCCGTGT

ATAGTTTTAGTGTAATATTTATGTATAGTTTTTGTCTTCTATATG

TATCTTTTAATT

T/C AAATAATAAGAGTAGTTAATTTGCGATTAAAAATTAGACCAAC

TTTCTTAAATTCATATAATTTTGGTTTTTGTATGTTATTTATTT

AATTATTTATATA

Ca_LG_4:40180408 CAGCCTTTTGTGGCTGCAAAAGCCCTCACAAATGCCAACGTG

TTTTACAAACTTTGTGGCTGCAAAAGCCCTCACAAAAGTTTGT

AACCAGCTTATTTGT

T/C GGCTGCCTTAGGCCGCCACAAATAACCCCTATGTGGCAGCT

ATTTGCCCTTTGTGAGGGTTTTTGGCCCTCAAAATGCCTTGT

TTTCTTGTTGTGGATTA

Ca_LG_4:41056739 GTGTGTACTTTGTCTTCTGTTCTTGGTGGTAATCTGTATTGAAT

TTCATTTGCAGCCATTGTTCAGGTTTTACTAGATTATGACGCA

AGCTTAAGCAAAA

A/G CCATTGGTCCATCCAATGCCACTCCACTTATAACTGCAGCGA

CGAGAGGGCACGTCGAAGTGGTAAACGAACTGCTGTCAAAG

GATGGAAGCTTGTTGGA



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_4:42064694 CCTCACAAATGTTTAAAAATTTAGGTAGATTTTGTGGCTGCAT

AAGCCCTCACAAAATCACAACAAAATCACAACGTTGTGATTTT

GTAAGGGCTTAGGA

A/C AGCCACAAAATCCACCTAAATTTTTAAGATTTTTGTGAGGGC

TTTTACAGCCACAAAATCTAAATTTTGTGAGGGTAAAGGCTG

CCATAAATGCCTGAAG

Ca_LG_4:42064902 CACTTTGTGGTTGCAAATGCCGCCACAAAAGCCTGAGCCTTT

GCATTTTGTTGCTGCAAAGGCCGCCACAAAAGAATAAAATTAC

GTGGCATTTTTTGGT

T/C CGCCCAGGCCGCCACAAAGTTTTATACCTGTTACATTTTGTG

GCTGCTTTGACCGCCACAAAGGATCAACCAAATCCTATATAT

ATTACTCCACTCCTCT

Ca_LG_4:42065641 TTTGTGGCAGCCTATGCCCTCACAAAGGCAGCCTTTTGTGGC

TGCAAAGACCCTCACAAATGGCAACGTGTTTTACAAACTTTGT

GGTTGCAAAAGCCCT

T/C CACAAAAGTTTGTGACCAGCTTATTTGTGGCTGCCTAATGCC

GCCACAAATAGCCCATTTGTGGCTGCTATTTGCCCTTTGTGA

GGGCTTTTGGCCCTCA

Ca_LG_4:42080626 ACCTCACAATTATGTAAGTTAATAGATCATATATTAATTCTCTT

TCTCTAAAAATATAGAAAAAAGGGGTTTGTGCACCAATATCTG

CCATAAAAGGTCT

T/C CAGCCATAGTAGATAAGAAGCTATATGACTTAACTCCAACAT

AATTATTCGTATATAGCTGGCTGTTTTAGGTACTTGAATATTT

CCCAATTGTTCTGGT

Ca_LG_4:42384000 TCTTTTGGACCTGAAAAGATCCCATCTATGTTGCATTTCAGTTT

TCCTGTTGGTGGCTTGGTCCATAATTGACTGGCAGCACCAGC

TTGCACTGCTGTTC

C/T CAGAAATTCTCCTCCTGCTGGTGACTTCCTGCTGCGTGTCTA

GCTCCATATTCCAATCTGCCCAGTCCACCCAAGCCCAATGAA

GAATTTGGATAGGGTC

Ca_LG_4:43193173 ACTTGGCTATTACCTGAATGATGACTTTCCACTGTCTCCAAAT

GCTATAAGAAATTAAAATATGTCTATGGTCAATTAATTTGTTCT

TTGTTAATGTCTA

A/G TAAAAGATAAAACTAGTTTATAATTTACCATGTGATTGGAGCA

TGTGACATTAGCACCACTATTGTGTTTTCTTTGTCCCACCTTT

AATTTTTTCTGCAT

Ca_LG_4:43193220 TAAGAAATTAAAATATGTCTATGGTCAATTAATTTGTTCTTTGT

TAATGTCTATAAAAGATAAAACTAGTTTATAATTTACCATGTGA

TTGGAGCATGTG

G/T ACATTAGCACCACTATTGTGTTTTCTTTGTCCCACCTTTAATT

TTTTCTGCATATAAAACAACATGTCAGTATTCATCCGAGTAC

GTATAAATGATATAT

Ca_LG_4:43193229 AAAATATGTCTATGGTCAATTAATTTGTTCTTTGTTAATGTCTA

TAAAAGATAAAACTAGTTTATAATTTACCATGTGATTGGAGCAT

GTGACATTAGCA

A/T CCACTATTGTGTTTTCTTTGTCCCACCTTTAATTTTTTCTGCA

TATAAAACAACATGTCAGTATTCATCCGAGTACGTATAAATG

ATATATTGTGCTTGA

Ca_LG_4:43215941 TATGTATATAGATATAAATAAAATAATACCAGGAGTTAGCTCTA

ATACAAGGAGTATCGCATAGGAGCCGCATTCCAATTTCAGCA

AAATTAGGATTTGC

C/T AATTCCATTAGCCGCATTCCAAATTCAATTGCAGCCGCATTC

CAAATTCACTTCCAATTTCATCAGATTCCCATTTGGATCCAAT

TTCCAATTCCAATCA

Ca_LG_4:43215945 TATATAGATATAAATAAAATAATACCAGGAGTTAGCTCTAATAC

AAGGAGTATCGCATAGGAGCCGCATTCCAATTTCAGCAAAATT

AGGATTTGCAATT

T/C CCATTAGCCGCATTCCAAATTCAATTGCAGCCGCATTCCAAA

TTCACTTCCAATTTCATCAGATTCCCATTTGGATCCAATTTCC

AATTCCAATCACAAT

Ca_LG_4:43215955 TAAATAAAATAATACCAGGAGTTAGCTCTAATACAAGGAGTAT

CGCATAGGAGCCGCATTCCAATTTCAGCAAAATTAGGATTTGC

AATTCCATTAGCCG

G/A CATTCCAAATTCAATTGCAGCCGCATTCCAAATTCACTTCCA

ATTTCATCAGATTCCCATTTGGATCCAATTTCCAATTCCAATC

ACAATTCCAATTCCA

Ca_LG_4:43467673 AATGACGCTCCAAGAGTCAATGTCAATAGGGACGACCAAATG

GCGGAAGCTATGAATAATATGGCTGCTTCTTTTGCTGCACGG

ACTGCTGCAAAGACTT

T/C TGCGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGAT

GAGTCAAGAGGATTGGAAGATTTTCGCCGTTATAATCCTCTC

AAGTTTAAGAGTGATGA
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Ca_LG_4:43467674 ATGACGCTCCAAGAGTCAATGTCAATAGGGACGACCAAATGG

CGGAAGCTATGAATAATATGGCTGCTTCTTTTGCTGCACGGA

CTGCTGCAAAGACTTT

T/A GCGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGAT

GAGTCAAGAGGATTGGAAGATTTTCGCCGTTATAATCCTCTC

AAGTTTAAGAGTGATGAG

Ca_LG_4:43467675 TGACGCTCCAAGAGTCAATGTCAATAGGGACGACCAAATGGC

GGAAGCTATGAATAATATGGCTGCTTCTTTTGCTGCACGGACT

GCTGCAAAGACTTTG

G/A CGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGATGA

GTCAAGAGGATTGGAAGATTTTCGCCGTTATAATCCTCTCAA

GTTTAAGAGTGATGAGA

Ca_LG_4:43467691 AATGTCAATAGGGACGACCAAATGGCGGAAGCTATGAATAAT

ATGGCTGCTTCTTTTGCTGCACGGACTGCTGCAAAGACTTTG

CGGGATCTAGAAAAGA

A/G GGGAAAGAGAGATCCGTGCTGATGAGTCAAGAGGATTGGAA

GATTTTCGCCGTTATAATCCTCTCAAGTTTAAGAGTGATGAG

AATTCAGAGAAAGCGGA

Ca_LG_4:43478844 CACTTGAGATGAAAGCAACTAAAACTGCTATGCTAGAAAGTGA

GACAGCCAAAACCCTTGTTCTTCCAATTGCAGCAGATAAGCG

GAAAAGGGATAGAGT

T/C CATTTGATTCACACAGAAGAATGCCAATAGTTGACGGAAAAA

CCTGTAATAGAAATTTGTATATATAATTAAACAAAATTTACAA

CTCAAAAACCTCATG

Ca_LG_4:43497433 TGATGGTCTAACTACAGCAGCGGGAGGATTAGAAGGGATATA

TGATTGGAGCAGCAACAACAAATTTTAAAAGAATTGCGGATGC

CATAAGAATAAGATA

A/G AAACAAAAATTAATGGTTGGGTGGAGCTGCAGCTGCCATCA

CCTATCACTTACACATATGCACAAGATCCCTTAGAAAAGTTTT

ATCCCGATGATGGTGA

Ca_LG_4:44270158 GCATCCACGAAAATCCCGCATGGGGTGTGGATGGTTTCGATC

CTTTTGTTCCAGGGGGGATGGCCTCTCATCATATTGCAGCAG

GGACATTGGGCATATA

A/T AGCGGGCCTTTTCCATCTTAGTGTACGTCCACCTCAACGTTT

ATACAAAGGGTTGCGGATGGGAAATATTGAAACCGTCCTTTC

CAGTAGTATCACGGTT

Ca_LG_4:44273946 AATCTTGTGCATCCACGTAAATCCCGCATGGGGTGTGGATGG

TTTCGATCCTTTTGTTCCAGGGGGGATGGCCTCTCATCATATT

GCAGCAGGGACGTTA

A/G GGCATATTAGCGGGCCTTTTCCATCTTAGTGTACGTCCACCT

CAACGTTTATACAAAGGGTTGCGTATGGGAAATATTGAAACC

GTCCTTTCCAGTAGTA

Ca_LG_4:44274053 TAGCGGGCCTTTTCCATCTTAGTGTACGTCCACCTCAACGTTT

ATACAAAGGGTTGCGTATGGGAAATATTGAAACCGTCCTTTCC

AGTAGTATCGCGGT

T/C TGTATTTTTTGCAGCTTTTGTTGTTGCTGGAACTATGTGGTAT

GTTTCAGCAACTACCCCGATTGAATTATTTGGTCCTACTCGT

TATCAATGGGATCAG

Ca_LG_4:44274098 ACAAAGGGTTGCGTATGGGAAATATTGAAACCGTCCTTTCCA

GTAGTATCGCGGTTGTATTTTTTGCAGCTTTTGTTGTTGCTGG

AACTATGTGGTATGT

T/G TTCAGCAACTACCCCGATTGAATTATTTGGTCCTACTCGTTA

TCAATGGGATCAGGGATACTTCCAACAAGAAATATATCGAAG

AGTTGGTGCTGGGCTA

Ca_LG_4:44389251 TCTATGTTATGTGTTCTACCATGAAGCCTCAAGGAGTCACAGA

AGACCACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAGAT

GCTGCCAAGGACTG

G/T GTTATACTACCTTCAACCGGGTTTTGTTACAAGTTGGAATGA

TCTCAAGATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAGT

GTTGCTTCAATCAGA

Ca_LG_4:44389271 ATGAAGCCTCAAGGAGTCACAGAAGACCACATTAAGCTGAGA

GTCTTCCCATTTTCACTCCAAGATGCTGCCAAGGACTGGTTAT

ACTACCTTCAACCGG

G/T GTTTTGTTACAAGTTGGAATGATCTCAAGATATTGTTTCTAGA

AAAATTCTTCCCTGCCTCAAGTGTTGCTTCAATCAGAAAAGA

AATATGTGGCATCAG

Ca_LG_4:44389292 GAAGACCACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAG

ATGCTGCCAAGGACTGGTTATACTACCTTCAACCGGGTTTTGT

TACAAGTTGGAATG

G/C ATCTCAAGATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAG

TGTTGCTTCAATCAGAAAAGAAATATGTGGCATCAGGCAGAT

TGACAGGGAATCATT
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Ca_LG_4:44389293 AAGACCACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAGA

TGCTGCCAAGGACTGGTTATACTACCTTCAACCGGGTTTTGTT

ACAAGTTGGAATGA

A/G TCTCAAGATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAGT

GTTGCTTCAATCAGAAAAGAAATATGTGGCATCAGGCAGATT

GACAGGGAATCATTA

Ca_LG_4:44389299 ACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAGATGCTGC

CAAGGACTGGTTATACTACCTTCAACCGGGTTTTGTTACAAGT

TGGAATGATCTCAA

A/T GATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAGTGTTGCT

TCAATCAGAAAAGAAATATGTGGCATCAGGCAGATTGACAG

GGAATCATTACATGAG

Ca_LG_4:44881279 TGTAAGAGCTCAACGGGGTATGGGGTAGAGATTGTGTTCTTA

GGGGGGAGGATTTTCAGCTGATCTACCTTATGGTTGGATAGA

TAAATGTTTTGATTTA

A/C TGCAATTATTTTTTAACAAGGGTTATTGAATATAAAAAACTTA

TTACACGAAACCCTATTTTCTTAGAACAGGTTGAGGGAGTAG

GTATTATTGGTAGAG

Ca_LG_4:44896437 TTGGCAACCTACAAGGCTGCAATGTTAATTAAAATAGCTGGAG

CAGCTATGGCTGCAGAATCAGTAGAAGCTGGGGCCAAATACT

TTCTTGATTGATGGA

A/T TAGATCAAATTGCGGATGCTAATTATAACACCAAATATTTTAT

TACAGGAATGCTCACAGTAAATTTGCTGCTGTGTTTTCCCCC

TTCTTACTGTAAACA

Ca_LG_4:45129743 GTTGCGTTGTATTGTATACAGATTAAGCCTAATTTTTTTGACAC

AACTAGTTCATCCACGGCTGCACTAGTACATTGCTCGGACCC

AATATGCCCTATCA

A/G CGGTTCAAGGTGCGCAAGTTAAATGCTCTCGTAAGGTTAAG

CATAATCAGTGCAGCTACAACTTTCAGTTTCAAGATAAGAGT

GCTACCTCTGGTGTCTA

Ca_LG_4:45681679 AATAAGGCAGCTTCTAGAACACCCTAATTTCTTGGGTCTCAAG

TCCGCGCAGTGTAATAATAATAATATGCATCTAAGCAATGGTG

ACTTAAACAGTAGG

G/A TGCAGCCACCGCATACCACATTTAACCCTTATTACGACCTAA

TAAATACTAGTATACCAAATATTGGTTTACCAAGCAACAAAG

CGCGAAAATATTCTCC

Ca_LG_4:46585492 GCCAAGTTCCCATTCCCCATGGGCAAAATGGCACTTGTCACC

AAATTTGCAGCCTTCAGCAGAATTAAACTTGTTACATATGCGG

CTTTTAACAGCAGAC

C/A GGTGCAGAACCATTGTTAGCGACTGGGGGCGGTGCGACAA

CATTTCTGGATAATTGAGGTGCAGCAGAAGATTTTAGATTCA

TCATCTGGGCAACAGCAT

Ca_LG_4:47315089 GGCATCCAAAGTGAAGACCAGCTGTTTGCAGCTGGATCTTTG

ATATCAAGGAGTGATTATGAAGATGTTGTAACCGAAAGGTCCA

TTACAGAAGTGTGCG

G/A GTTATCCATTGTGCTGCAATGCTTTGCCATCTGAACGCCCTC

GGAAGGGTCGATATCGAATTTCATTGAAGGAGCACAAGGTG

TATGACCTGCACGAAAC

Ca_LG_4:47321057 GATAAATAATTTTATAACCAAGACAGACAGTAAAGAAGGATTT

ATAAATTGCAATGGTGGTTACAGCTATGCTGCAATCGTTGATA

TTGCAGGAAAATGC

C/T AAACATATGTGTGACTAATACGGGCGTAATTGCAGTTGCAGA

GGCCTAAAATCTTTTACGCTGCATACACAATTTCAGTTGTGG

ACTAAAATTTAAAACC

Ca_LG_4:47321058 ATAAATAATTTTATAACCAAGACAGACAGTAAAGAAGGATTTA

TAAATTGCAATGGTGGTTACAGCTATGCTGCAATCGTTGATAT

TGCAGGAAAATGCA

A/G AACATATGTGTGACTAATACGGGCGTAATTGCAGTTGCAGA

GGCCTAAAATCTTTTACGCTGCATACACAATTTCAGTTGTGG

ACTAAAATTTAAAACCA

Ca_LG_4:47911371 AATCCAAGAAAAGTTGGAAAAAAGCAGCATTCAGTTCACACCA

GAATTTGTTATGGAGATATTGCAAATATGTGGTATGCATGGCT

GCACTGTGCTAAAT

T/A TTTTTTTCATGGGTAGGAAAGCAGCCCGGCTACAGACACAC

AGCAGAATCATACAACATTGCAATCAAAATTGCAGGCCAAGG

GAAAGATTTCAAGCACA

Ca_LG_4:47911395 CAGCATTCAGTTCACACCAGAATTTGTTATGGAGATATTGCAA

ATATGTGGTATGCATGGCTGCACTGTGCTAAATTTTTTTTCAT

GGGTAGGAAAGCAG

G/A CCCGGCTACAGACACACAGCAGAATCATACAACATTGCAAT

CAAAATTGCAGGCCAAGGGAAAGATTTCAAGCACATGCGCA

GCCTATTCTATGAAATGA
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Ca_LG_4:47977459 AGCATTGCATATAAGTGGTGAAAATAATTTTACCAGAGAGACC

GTTGCTCAGCCTCTCCCAGATGCAGCATTTGGTATAGATGGT

GAAAATAGCTTTACG

G/A CGATATTCTGTTACTCAGCATCTTCCTAATGCAGCATTGAAT

CTAGGTGGTGAAAATAGTTTTACCACAGATGCTATTGCTCAG

CCTCTCCCAAATGCAG

Ca_LG_4:47977597 GAATCTAGGTGGTGAAAATAGTTTTACCACAGATGCTATTGCT

CAGCCTCTCCCAAATGCAGCGTTGACTCTAGGTGGTGAAAAT

AATTTTACCACACTG

G/A TCCACACATACTATTACTCAGCCTCTCCATAATGCAGCATTG

AATCTAAGTGTGGAAAATAATTTTACCAGAGATACTATTACTC

AGCCTCTCAATAATG

Ca_LG_4:48000234 AAATATGTACAGCAGCAACAACCTTGCAGAACTGAACAAAATA

ATTATTTATTTGAGTTCAGATCAGAACACTTTGTTAACCGAGCT

TGTGAAATTGTAC

C/T GATACTCCTCAATGGCTTCCTTGTAAGCATGATCCTGTTGTT

TTTCCATTATGACATATTCAACCTGCAGCAGCATAGTGAGCC

TTTAAAAGTATATATA

Ca_LG_4:49261527 AACCACAAAATCAACTCTTTGTGAGGGTAAAAGCCGCCACAA

AATCCCAAAGTGACGTTACCTTTTGTGGCTGCAAAGGCCGCC

ACAAAAGTCTGAGTCG

G/A TTACCTTTTGTGGCTGCAAAGGCCGCCACAAACTCCAAAAG

GGTTGTTGCCATTTGTGGCCGCCACAAACGCATGCCTTTCT

GACCGTTTTGACCGCCAC

Ca_LG_4:49685210 TCCAACGGATTCGACCCGTTTTGCCACCCCTAATTTTAGTGCA

GCATAGCCATAACCAGATAGGTGAAGAAAGTGAACTAGGAGC

ACACATAGTGATCGG

G/A AAGTAAAATAAAGAACAAAATTTGGCTGCTTTAGAATTGGAG

TAAATTGTCCCAAGTTTTGGAGAAACAATTTATTCACTTTACG

GGTTTTTGTTCTTCC

Ca_LG_4:49685219 TTCGACCCGTTTTGCCACCCCTAATTTTAGTGCAGCATAGCCA

TAACCAGATAGGTGAAGAAAGTGAACTAGGAGCACACATAGT

GATCGGAAGTAAAAT

T/G AAAGAACAAAATTTGGCTGCTTTAGAATTGGAGTAAATTGTC

CCAAGTTTTGGAGAAACAATTTATTCACTTTACGGGTTTTTGT

TCTTCCTATAATTTG

Ca_LG_4:49701750 TTAGAGAGAAGGTAGAAGTGAAAAATGATAAGAGGAGTGGAG

TGATATTTATAGAAAATTATTGATCTTTTGTGGCGGCTTTAACG

GTCAGAAAATAAGG

G/A AATTTGTGGCGGTCTGGGCGGCCACAAATTGCAACGGATCA

ATGGGCATTTATGGCGGCCTTTGCCCTCATAAAGTGCAACG

GACCAATGATTTTGTGGC

Ca_LG_4:49707939 ACAAACCTTAATATGCAATGATGCTACTTCCCATCTTTGTCTTC

GACGACGCTGCTTCCCACCTCTGTCTCCGACGCTGCTTCCCA

CCTCTGTCTCCGAC

C/A GATGACGCTGCTTCTCGCCTATGTTTTTGGCATCAGCGCTG

CTTCCCATCTTTATCTCCGGCGTCGGCGCTGCATTTAAAAAC

CCTATTGGAGGTGGTTA

Ca_LG_4:49707974 TTTGTCTTCGACGACGCTGCTTCCCACCTCTGTCTCCGACGC

TGCTTCCCACCTCTGTCTCCGACGATGACGCTGCTTCTCGCC

TATGTTTTTGGCATCA

A/G GCGCTGCTTCCCATCTTTATCTCCGGCGTCGGCGCTGCATT

TAAAAACCCTATTGGAGGTGGTTAGAACTGTCATAAACATTT

GCAGTAGTTGGAACAAC

Ca_LG_4:49707991 TGCTTCCCACCTCTGTCTCCGACGCTGCTTCCCACCTCTGTCT

CCGACGATGACGCTGCTTCTCGCCTATGTTTTTGGCATCAGC

GCTGCTTCCCATCTT

T/C TATCTCCGGCGTCGGCGCTGCATTTAAAAACCCTATTGGAG

GTGGTTAGAACTGTCATAAACATTTGCAGTAGTTGGAACAAC

AATTTTTTTAACCGTCG

Ca_LG_4:51096414 AAACTTTGCAACGAATTTGCTGCGGAATTTGCTACGGAATTTG

CTACGGAATTTGCTACGGACATTTACCGGAGATAAATCATATG

GAAAAAATATGAAC

C/T GTTGCTGCGGAAATATATTCGTATGTAAATCCGCAACAACAA

AAAATGTTACCTGCCGTTTACCTGCGGAATATGGTACCGCA

GGAAACGTCTTAAGATA

Ca_LG_4:51294972 CCGGCAGTTTGGCGTTTAAATAAGCCTGTGTTAGAGCATGGA

AAGGAGATATTCTAGAAACATAACCAGATTGTCTCAATCTATA

GAAAATCTTCTCTGT

T/C ATTATGGACATCACCCCTCTTTGCATACTGCTCCATAATAGT

CATATAAGTAGTAAATAATGGCTTCATCTTATTCTGCTGCATT

GCCTTCTGCAAAACA
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Ca_LG_4:51391473 CCGTCACCACCAAGATTGTTGCCACACATCTGGAGCAGGAAC

CTCCACCCCTTCGATTCCAGACTCCCAACTTTCACTCTATGTA

CTCAATAGCAGCCGT

T/C TGTGGCCGCGATTGTGGCGATGGCAATGGCTCTGCGCTACA

CGAAACGGTGTTGCAGCACAGTTTAGGATTGTGGCTGTAGC

GGCGTTCTTCGCGGCACA

Ca_LG_4:51629260 TCAAAAACCTAAATTGATACTAAAATTACAATAAAAAGGATAAT

GAAAGCTGATGAAAATGGTCATATACAAAAGATGATATAGGAG

CTGCTATTAAAAT

T/G TAATTATGCTTTTGATTTCTCGGAATATAGCATTCTTAGGTTC

TAAGGTCCGAAAATTTTCACCATAGATTTGTCAAAATCACAG

CAAAATTACATGAGT

Ca_LG_4:51629261 CAAAAACCTAAATTGATACTAAAATTACAATAAAAAGGATAATG

AAAGCTGATGAAAATGGTCATATACAAAAGATGATATAGGAGC

TGCTATTAAAATT

T/C AATTATGCTTTTGATTTCTCGGAATATAGCATTCTTAGGTTCT

AAGGTCCGAAAATTTTCACCATAGATTTGTCAAAATCACAGC

AAAATTACATGAGTC

Ca_LG_4:51629281 AAAATTACAATAAAAAGGATAATGAAAGCTGATGAAAATGGTC

ATATACAAAAGATGATATAGGAGCTGCTATTAAAATTAATTATG

CTTTTGATTTCTC

C/T GGAATATAGCATTCTTAGGTTCTAAGGTCCGAAAATTTTCAC

CATAGATTTGTCAAAATCACAGCAAAATTACATGAGTCAAAA

TTTTCATGTATTACAT

Ca_LG_4:51697856 CCACTACAATTAAGTATATATAGTTCAACCTAATAAGACTCATT

AATTAAAAACAGATAAAAATTAATTCATTATTTATGTTATTTTAT

AGCTGCCACAA

A/G AAGAATCAATTAGCAATTGCAACTGAAAGCCAACAAGTTGAA

GCTCTTCCTGCCAATGGTACATATCTATGTGTGCTTAGTTAT

TTTCCTGACTATTGTT

Ca_LG_4:52255582 GAAATCTGTGCAGCATTTGAGGAATTAGAGAAACAGAAAGCT

GGTGGTATGACAGATGACACTGATGATTCCCATTTTGGTTCAG

AGGCCCCTTCTTTTT

T/G ATGGGGCAGCGAGCAGCATAAAGGATGCTACTGATGTTGTG

GTATTAAATGCAGAAAAGGCTAAGACTATTATGGAAGATGTT

GGCTCAAATTTGGATCA

Ca_LG_4:52302185 CGGGTTTATCGTATCATTGCTTTGGTTCCTTCCTTGAGAGATG

TTTGCTTTGCTTTATTGGAGACAAGTGAAATAGCAGCAGTTAA

GAAAATTGCAATGG

G/A CTACTTGGAATGAAAGGAATAAGATGCAATGGGATGATGAG

GTTGAAGAGTGTAGGATTCCAACTCAACGAGCTAATGGGAC

GTTTTACGCAGATCGGAA

Ca_LG_4:52302368 TTTTACGCAGATCGGAAAAATGCAGCAGCACAGACGCGTATG

GTTCGGGGGCAGCAGATGGAAAATTCTGATGTTGGGGACGG

TGCATTGGAGTACTCCA

A/C GTGTAATATTGATGCAGCATTTTTTCAACAAAGAGCTACAAC

TATTGGTATGTGACTGTGTGATCAGCAAGAACGGACTACATT

CCATTCCAAAGAGCTA

Ca_LG_4:52303691 ATTTTTGTTTATATATATTATACACATATATATGACATGTGAGA

GGATATAAAAGGCAAAATACACCAGCTTGCGATTTTGTTAATA

CAAATGCTGCAGC

C/A AAGTAGATAGGGATCAACAAGTCACTTCCAGTATTTGAGAAA

ACGATAGTATAAGTTGGGTTAACAATTGAAAAACTGCTAACA

TACCTTTGGACTCAAG

Ca_LG_4:52310252 TGGCTGGTTGCTAGAAAGGCAGCCGGAGTTGACAGCGATGG

ATGACTGTATGAAGCCAAAAATTGAAAGACTGAAAGGTGGTG

CTTCTGGTGGCAAATGC

C/T CCCCGCCGGCAGCGGTAGTGTGAAGCACAGAGACGCATAA

TAAGAATCTGTTCCGATACCATGTAAAAATGAGTAACTTATG

CGTGTCTAATGAGACACC

Ca_LG_4:52311412 ATGCTCAATGTGGTTGCTGCTGCACCTTTGGGTGCAAACCCA

CCTTAATTTTGTGGGGGGTGTATGAATGTACTAGTTTACATAG

TTTTACTTTACTCTA

A/T GTTTCTGTTTAGCTCTAGAATACTATTCTGCCATGTGGCAGC

TCTGTTAAAGAGTTAGTTACAGGGGTGTAGGCTAAGCCCCTT

AGAGTGTAGGATAAGA

Ca_LG_4:52320309 TGTACCCTGGACATTGTCACACTCACCTAATTTGCATTGTCTA

GAGCCTAATTTCATTTTCATGCAGCAAGGTCAAATGTTTTATC

CACACCCTTCCCAT

T/C ATAAAAAAAAATTAATTAACGAAATAAAAGAAGGTATGTTAAG

ATGCACTAAGCAGCAACTTTATTACCAGCAGAAGATTTAGAG

AAGAATCCTCCAGGT
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Ca_LG_4:52329402 TTTGCGGCTGAGGTGACTGTTCTATATTTGACAAAGCATTTGC

AGCTTTCTGCATAAGAGCATCAAATAATAATGAATAATAACAAT

AACAACAACAATA

A/G ATGATAACAGCAGCAGCAGCAACAACAACAATAATATTACAA

TAATAATAACAACAACAACAACAATAACAAAAAGGGTAAGCC

ACCATTTTAGTCCCTA

Ca_LG_4:53224488 CTTAGTCTTGCCCCAGCTGCCACTCCAACACACGGCTCGGCT

CAGCTCCGTTTTTCTGGATACTCCCCTTAGAATTATTAGGGTA

GAGGCATAATTATAT

T/A TATATGGCTGCTTGTACATTTTCTTTTTTCTTTTTTTAGCTTTT

TTGATAAATTTATTTCACTTGGTACACATTCAACAACTTCTCT

TTACTTCTTTTCT

Ca_LG_4:53291168 GCAACAGTCATTTGGGCATTTGTGGCGGCCTTTGCCACCACA

AAATGTAACGGATATGTGAATTTGTGACGGCCTGGGCGGCCA

GAAAATCAGTTTCACC

C/A TTTAATCCTTTGTGGCGGCTTTTGCAGCCACAAAAGGTAACG

GTCATAGGCTTTTGTGGTGGCCTATATAGCCACAAATTGACA

TGCGTTTTCAGTCATT

Ca_LG_4:53376164 GTCTTTGATTTATGGCTAGTGTGATAAACTGTTCATGTTGACG

AGTGCATTGGATGCAGCCTTTCGGAGCCTTGGACTAGCTCTA

GCAACTTTTTTTATG

G/T ATTTTGTACGACCACAGCTGCGAAAGGACCACAAGTTTGCAT

TTGTGAATAGTCATGATGAATAATTAACATGTTTATCTACCAT

TTTCACTTTCCTTGT

Ca_LG_4:53785677 AATTAGATAAACCTTGCGAATAAAACCCCATCGGAGCTCAGGT

GATTCAATCATATATGGATAAAGGCTGCCATGTGCTTGGGGA

AACCCTGCCTCAATA

A/G TCACCCTTACCCATGGCGCCGCACGGAAACAAACAACCTCA

AACACAATTAATTAGATGTTTAATTATGTCTCAATTCAATTTG

TTTTTTTGTTATTGTT

Ca_LG_4:53785704 CCATCGGAGCTCAGGTGATTCAATCATATATGGATAAAGGCT

GCCATGTGCTTGGGGAAACCCTGCCTCAATATCACCCTTACC

CATGGCGCCGCACGGA

A/T AACAAACAACCTCAAACACAATTAATTAGATGTTTAATTATGT

CTCAATTCAATTTGTTTTTTTGTTATTGTTGTTGCAAATTGTAA

CTATTTGTCTTGG

Ca_LG_4:53802031 TGGTGTTTTAAGGCTGGTGTTACTGATGGATGCAGTCGAACT

GTTGGAAACCTAATTTACACAGTAAGTTTCATTTTTGCATTATG

CATGCAGCATTACG

G/C CAGCTTAAAATGCTTCAATGTTATATATAATTGTACTTTTGTA

GATAATTTTTTTATATTTTGATTGTTTTTTGTTTGTTAATTGCT

GACATTTCTCTTT

Ca_LG_4:54016880 TAGGAACCCACACCCCAGACAAGGCAGAGTTAGTGAGCCTTG

TAATAGGCCACCATTTCACACGGTTCGGGGGAACGTGAGTCA

GCCGCCGGCGCCCGAT

T/C TGCGTCTTGACCTCTATCCAATTTTTGGGCCAATTCCCCCTT

CGTACTACCAAAAATTGAGTCCAAAAATTAAAACAATCGGAT

AATATAATTTGAGAGT

Ca_LG_4:54016893 CCCAGACAAGGCAGAGTTAGTGAGCCTTGTAATAGGCCACCA

TTTCACACGGTTCGGGGGAACGTGAGTCAGCCGCCGGCGCC

CGATTGCGTCTTGACCT

T/C CTATCCAATTTTTGGGCCAATTCCCCCTTCGTACTACCAAAA

ATTGAGTCCAAAAATTAAAACAATCGGATAATATAATTTGAGA

GTGAGGTATTTTGGT

Ca_LG_4:54016937 TCACACGGTTCGGGGGAACGTGAGTCAGCCGCCGGCGCCCG

ATTGCGTCTTGACCTCTATCCAATTTTTGGGCCAATTCCCCCT

TCGTACTACCAAAAAT

T/A TGAGTCCAAAAATTAAAACAATCGGATAATATAATTTGAGAG

TGAGGTATTTTGGTGTAATATATATATATATATATATATATAAA

AGAATCCACACAAT

Ca_LG_4:54111380 TGAGGGATCTGTAACCATGTCAAAATGTTTCAAACTGCAAGCA

TCATCGTTGCAACTTGCAGGAGCATTTTCATTCTTCAAGCTGC

ACAGTGTCTCGGAG

G/T GCTTCCACATCGGATCCTTCTGGAAGAAAGGCTTCCTCATTT

TTACAACTCTTGCTGCCCGAATTGTCACCATCAATGGCAACA

CATTCCCGAGAACTGG

Ca_LG_4:54123542 GTAACGGTCTAATTGTTTGTGGTGGCCTGGGCGGCCAGAAAT

GCCAACGTCATTGTGCTTCCTTTGTGGCGGCGGCCTATGGAG

CCATAAATGCCAACGT

T/C ACACTTGCTTTTGTGGCGGCCTATGCAGCCACAAATGCACAT

CTCACTTCAGTCATTTGTGACGGCTTTGCCCCTCATAAGATT

TATTTTTTGTGGCTGT
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Ca_LG_4:54316004 TGTATGTGAAGCAGCCACCAGGATATGAGTAAAAGGCAAGGA

AGACAGTGTATATAAGCTGAAGAAAACACTATATGGCATGAAG

CAAGCTCCTAGAGCT

T/C TAGAACAAGAGGATTGGCAAATTCCTTCTAGAGCAGCAATTT

GAAAAATATGTCAATGAGCATGGAGTTTATGTTAAGAAGAGA

GCAGCAACACCTGCAC

Ca_LG_4:54727814 AGGCAACAATAGCTTGTAAGCCACATGACCCACCCTAGCTAG

CACTTGATAAGGACCATAGAATCTTGCTGCTAACTTAGCATAA

GGTCTTGAGGCTAAT

T/G GATTTTAATTTGTACGGCTGCAGCTTCAAATAAACCCAATCA

CCCTCTGAAAACTCTTCAAATCTCCTGTGTTTATTGGCTTGG

GCTCGCATCTGGTCTT

Ca_LG_4:54727829 GTAAGCCACATGACCCACCCTAGCTAGCACTTGATAAGGACC

ATAGAATCTTGCTGCTAACTTAGCATAAGGTCTTGAGGCTAAT

GATTTTAATTTGTAC

C/T GGCTGCAGCTTCAAATAAACCCAATCACCCTCTGAAAACTCT

TCAAATCTCCTGTGTTTATTGGCTTGGGCTCGCATCTGGTCT

TGAGCCCTAAGTAGAT

Ca_LG_4:54728337 GTACCAGCTGCTTTGAATAACTCCTTCCAGAAATGGCTTAAAA

AAATAGGATCCCTATCAGAGACAATAGTTGAAGGGAAACCAT

GAAGTTTAACAACTC

C/T CTGAAATGAAGACATCAGCAACTTCCTTAGCTAAAAATGGGT

GGCCCAATGCAACAAAATGGGCGTACTTAGATAGCATGTCT

ACTACTACTAGAATAGT

Ca_LG_4:54839408 ATCTTTCACAAGTGTGTTGTCACCACTTGCTACCCATTTTCCA

AGCTGCATGGACTCATTGATTGATGATTTCTCATATGCCTTTG

CTGCTGATACTAGA

A/T GGTTGAATGTCAATTTCAGCCTCACCCATAAAATCATCCGTT

TTGAATGAATCCTTGTCATATACAATCTGCATTTAAATATCAC

ATCAAATCTGATCAA

Ca_LG_4:54839420 TGTGTTGTCACCACTTGCTACCCATTTTCCAAGCTGCATGGAC

TCATTGATTGATGATTTCTCATATGCCTTTGCTGCTGATACTAG

AGGTTGAATGTCA

A/T ATTTCAGCCTCACCCATAAAATCATCCGTTTTGAATGAATCCT

TGTCATATACAATCTGCATTTAAATATCACATCAAATCTGATC

AAACATGAAAGGCA

Ca_LG_5:219198 TTATAAGTAATTAATTAATTTATTTAAATGTAATAATAATAACAA

CGGCAGCTGCTGCTGCAATAACAACAACAAGAACAACAACAA

CAATATCACCAGC

C/G ATGTATCTAGTTTTTTGCAATGAGAATCTACGTGGACTGTATA

AGTGTTATTGTTATTTTTTGAATGGACTATATCTTCAAACTTA

AAAGTGAGTTATTA

Ca_LG_5:219230 ATAATAATAACAACGGCAGCTGCTGCTGCAATAACAACAACAA

GAACAACAACAACAATATCACCAGCATGTATCTAGTTTTTTGC

AATGAGAATCTACG

G/A TGGACTGTATAAGTGTTATTGTTATTTTTTGAATGGACTATAT

CTTCAAACTTAAAAGTGAGTTATTATTAGCATGGTCTGACAG

GTTTATGGATTACTT

Ca_LG_5:330349 AATCGCCCTTCACCAGCATTGAATCAACTGCTTCGTATGCTTC

TTCCAGTGTCATGGCAACAGTAACTCCTTTTCCAGCAGCCAGT

CCATCTGCTTTGAT

T/C GACAATCGGTGCTCCTTCTTCTTGAATATATTGCTTGGCTGC

AATCGGGTCTGTAAACGTTTTGTACTGCACTAATAAGTCCAT

TATAAGTAAACACAAC

Ca_LG_5:330356 CTTCACCAGCATTGAATCAACTGCTTCGTATGCTTCTTCCAGT

GTCATGGCAACAGTAACTCCTTTTCCAGCAGCCAGTCCATCT

GCTTTGATGACAATC

C/T GGTGCTCCTTCTTCTTGAATATATTGCTTGGCTGCAATCGGG

TCTGTAAACGTTTTGTACTGCACTAATAAGTCCATTATAAGTA

AACACAACACAAAAA

Ca_LG_5:330386 TGCTTCTTCCAGTGTCATGGCAACAGTAACTCCTTTTCCAGCA

GCCAGTCCATCTGCTTTGATGACAATCGGTGCTCCTTCTTCTT

GAATATATTGCTTG

G/T GCTGCAATCGGGTCTGTAAACGTTTTGTACTGCACTAATAAG

TCCATTATAAGTAAACACAACACAAAAACTTGGAAGCAAAAT

AGACAAACAAAGAGAG

Ca_LG_5:330977 TGTCACACAAATGCTTCATGAAATTCTTAGAACCTTCAAGAGC

AGCAGCCTCTGCAGATGGACCAAAAGTTGGAATTCCAGCCTT

AACTAAATAATTTGA

A/C AAGACCTGCAACAAGTGGGGCCTCAGGTCCAACAACAACTA

GTCCCACCCCCCATTTCCGACAAAATGAAACTACTGCTGCTC

CATCATAAACATCAAGG
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Ca_LG_5:330987 ATGCTTCATGAAATTCTTAGAACCTTCAAGAGCAGCAGCCTCT

GCAGATGGACCAAAAGTTGGAATTCCAGCCTTAACTAAATAAT

TTGAAAGACCTGCA

A/C ACAAGTGGGGCCTCAGGTCCAACAACAACTAGTCCCACCCC

CCATTTCCGACAAAATGAAACTACTGCTGCTCCATCATAAAC

ATCAAGGTCTGAGATGC

Ca_LG_5:330996 GAAATTCTTAGAACCTTCAAGAGCAGCAGCCTCTGCAGATGG

ACCAAAAGTTGGAATTCCAGCCTTAACTAAATAATTTGAAAGA

CCTGCAACAAGTGGG

G/A GCCTCAGGTCCAACAACAACTAGTCCCACCCCCCATTTCCG

ACAAAATGAAACTACTGCTGCTCCATCATAAACATCAAGGTC

TGAGATGCACGTTGCAT

Ca_LG_5:331010 CTTCAAGAGCAGCAGCCTCTGCAGATGGACCAAAAGTTGGAA

TTCCAGCCTTAACTAAATAATTTGAAAGACCTGCAACAAGTGG

GGCCTCAGGTCCAAC

C/T AACAACTAGTCCCACCCCCCATTTCCGACAAAATGAAACTAC

TGCTGCTCCATCATAAACATCAAGGTCTGAGATGCACGTTGC

ATTTCCTGAGCTTGCA

Ca_LG_5:1897496 TTAAAAACTCTAAAAAGAAAATTCACCTTGGTAGTTGGAACTT

ACCTTTGTAGAAACTGGAATGATTTCTTCTTTGAATTTACCAGC

TGCTGTTGCAGCT

T/C GCGGCGCGCCTGTGAGACTCGACCTAATTACATATTAAAAA

GAGTTAATTCACCCTGATAATCTCTTTATAGATTCTCATAGTA

AATTAAATGCATATTT

Ca_LG_5:1897502 ACTCTAAAAAGAAAATTCACCTTGGTAGTTGGAACTTACCTTT

GTAGAAACTGGAATGATTTCTTCTTTGAATTTACCAGCTGCTG

TTGCAGCTGCGGCG

G/A CGCCTGTGAGACTCGACCTAATTACATATTAAAAAGAGTTAA

TTCACCCTGATAATCTCTTTATAGATTCTCATAGTAAATTAAA

TGCATATTTCATGCT

Ca_LG_5:1897517 TTCACCTTGGTAGTTGGAACTTACCTTTGTAGAAACTGGAATG

ATTTCTTCTTTGAATTTACCAGCTGCTGTTGCAGCTGCGGCGC

GCCTGTGAGACTCG

G/A ACCTAATTACATATTAAAAAGAGTTAATTCACCCTGATAATCT

CTTTATAGATTCTCATAGTAAATTAAATGCATATTTCATGCTT

ACAGCAGCCTGATC

Ca_LG_5:1897557 ATGATTTCTTCTTTGAATTTACCAGCTGCTGTTGCAGCTGCGG

CGCGCCTGTGAGACTCGACCTAATTACATATTAAAAAGAGTTA

ATTCACCCTGATAA

A/T TCTCTTTATAGATTCTCATAGTAAATTAAATGCATATTTCATG

CTTACAGCAGCCTGATCTTGCTCCTGCCTTGTGACGCCATAA

CGCTCAGCAACGTTT

Ca_LG_5:1897564 CTTCTTTGAATTTACCAGCTGCTGTTGCAGCTGCGGCGCGCC

TGTGAGACTCGACCTAATTACATATTAAAAAGAGTTAATTCAC

CCTGATAATCTCTTT

T/C ATAGATTCTCATAGTAAATTAAATGCATATTTCATGCTTACAG

CAGCCTGATCTTGCTCCTGCCTTGTGACGCCATAACGCTCA

GCAACGTTTTCAGAAG

Ca_LG_5:1897577 ACCAGCTGCTGTTGCAGCTGCGGCGCGCCTGTGAGACTCGA

CCTAATTACATATTAAAAAGAGTTAATTCACCCTGATAATCTCT

TTATAGATTCTCATA

A/T GTAAATTAAATGCATATTTCATGCTTACAGCAGCCTGATCTT

GCTCCTGCCTTGTGACGCCATAACGCTCAGCAACGTTTTCA

GAAGTGATTCCCATAGG

Ca_LG_5:2079020 GCCCATATTCCTTTTTACTTGGATGTCAAGACACGCCCCGTAT

TTAGCAAGGCATGGCTGACTTATTTTAGGAGCAGCAGCGACT

GATTTTCCCTGATCC

C/G AGTTTTTTAGCTGCAACTATGGCAACTTTATTACCCTCCAGC

TTTTGTAGTTTGCCAGCTTTATTACCCTCCAATTTTTGAGGTT

TGCCAGCTTTATTTT

Ca_LG_5:2187260 TTAACTGCAACAACTTAAATATACGCTATTGGAGCTGGAATTA

CCGCGGCTGTTGGCACCAAACTTGCCCTCCAATGGATCCTCG

TTAAAGGATTTAGAT

T/G TGTACTCATTCCAATTACCAGACTCAATGAGCCCGGTATTGT

TATTTATTGTCACTACCTCCCCGTGTTAGGATTGGGTAATTT

GCGCGCCTGCTGCCTT

Ca_LG_5:2372833 CTTAAACCAACTAGCTTATGATTCAAACAAAGGAGAAACCTTT

TTTATTAAGAGGCAAAAGAATTTATTTATAATCATAATTGAGCC

ACAAGATGTGGAA

A/G GGAATGAAAAACAGTTTGTTACAAGAAACTGCAAAAATGCAG

TTAACACCAGAACCAAACGATTGCTCCTATGCTTAACCAATA

GCATTCACTGATATAA
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Ca_LG_5:2383126 TAGAATTAGTCCAATATATTCAAAATAGTAAAAAAAAACAAAAG

GATTTATAGCTAACAAAAGAAATGCACAACATTCTAAAACATA

CCACAATTTGTGT

T/C CTAAAACATACAGCTTATCCAAAGTCAAGTGGTGCTCTACAG

ATCTTAGTGCTGCAATTGAAGAAATTATTTTGCATTACAACAT

AACGAGTCGCAGTGG

Ca_LG_5:2383137 CAATATATTCAAAATAGTAAAAAAAAACAAAAGGATTTATAGCT

AACAAAAGAAATGCACAACATTCTAAAACATACCACAATTTGT

GTCTAAAACATAC

C/G AGCTTATCCAAAGTCAAGTGGTGCTCTACAGATCTTAGTGCT

GCAATTGAAGAAATTATTTTGCATTACAACATAACGAGTCGC

AGTGGAGAAAGTAACA

Ca_LG_5:2383150 ATAGTAAAAAAAAACAAAAGGATTTATAGCTAACAAAAGAAAT

GCACAACATTCTAAAACATACCACAATTTGTGTCTAAAACATA

CAGCTTATCCAAAG

G/T TCAAGTGGTGCTCTACAGATCTTAGTGCTGCAATTGAAGAAA

TTATTTTGCATTACAACATAACGAGTCGCAGTGGAGAAAGTA

ACAGCAAACTAGCAAA

Ca_LG_5:2605987 GTCATGATGTTATGGTGTAGCAGATTCTTTGCCCAATTGCTAG

AGGCTGCAACAGCTATTATATCAGCCACGTTTCCCCCATAGC

AACACCATGTTTATG

G/A TGGTGTATTTTTGGCTTGCTGCCATTGTCCTTCATCTGCCAC

TGATAACATTTGAGAGAAGTGATAAATTGAGATGTAGAGACA

AGCTTTCAAAGCACAT

Ca_LG_5:2605992 GATGTTATGGTGTAGCAGATTCTTTGCCCAATTGCTAGAGGCT

GCAACAGCTATTATATCAGCCACGTTTCCCCCATAGCAACACC

ATGTTTATGTGGTG

G/C TATTTTTGGCTTGCTGCCATTGTCCTTCATCTGCCACTGATAA

CATTTGAGAGAAGTGATAAATTGAGATGTAGAGACAAGCTTT

CAAAGCACATGAATT

Ca_LG_5:2691950 TGGCTGCAAATAATTTGGACAAAAACATGAAAAGAATTTGGCT

GCAAATAGTTTGGACAAAAACACTCATTTGTCCAAATAATTTG

GCTGCAATAACATT

T/G TTATCTATACTTTGGCTGCAATAATATGGCTGCAATAATTTGG

TTTCAAATAATTTGGCAGCAAAAACAAAAAATGGTAATTATG

GATCTCAAATTGAAA

Ca_LG_5:3207789 TCCATGTTGTTTTTAAACAGGTTGCTACCTTAGCGCCTAATGT

CCCTGCAATGTATGAGCTGCATTTTGCAGTACCAATGGCCGG

AGCCATTCTTTGTAA

A/C TCTTAATTCTCGCTTAGATGCAGCTATGGTATCAGTCCTGCT

GGAGCATTCACAAGCTAAGATTCTTTTTGTAGACTATCAACT

ACTTGAAATTGCTCAG

Ca_LG_5:3229986 TTTTGGGCTCATGGTGTTATTCATGCAGTTTTTCTTATTAATAG

GCTGCCATCTAAATTTTTAAATTTTTTTTCTCCTTATCACATATT

GCATGATTCTA

A/G CTCCTGACATTTCCAACTTGAAGGTTTTTGGCTGCCTATGTT

TTTCTACAACTTTGCAATCGTATGTTATCAAGGTGATGTTTTT

CGAATCTTAGATTTA

Ca_LG_5:3737739 CAATGGTTCAAAACCCATCTTTTTTTCTATTGTCAGGGAGATG

GAGAATTTGTTAGCAGCAGATATTAAACTCTCTTAATACTTTCA

ACTCATATCACAG

G/T TTATCAATATCTTTGGATCAATTAGTTGAAACAATGATGAAGC

TAGAAAAGTCAACGCAAGAAGCCTATGTTTTTTTTGCATATTT

TTCTAACATGCAAC

Ca_LG_5:3755755 ATGCTTTGACAACTGTTCTTATTCATAATTTATCCTGTGGCATA

TTAAAGTGAATAAATTATTTGTTTCATGTATTTGCAGAAACTGA

CCGGGGGAACTA

A/C TTGCTGAGACTAGGGCAGCAACCACCAACTGGGGACACCAG

CCAAGTAAACAAGAAGCTGAGAAAATGATGAGAGAATCCAC

CTTGGATAGACTTTCTTC

Ca_LG_5:4630636 CATGCGATTGGAGATATGATCATCATCGTAGGCTGTTTCCTCG

CCATCTTCGTCAGCTTGGGTAGCATCATTGGAGGGGCCAGCA

GTGTCCTCTTGAGCG

G/A GCACCAGATGATTGACCAAGGTCACTTTTATGCACATACGAG

TGAAGCTGCTCATTCCTGACGATCTTCATGCTAGGCAGGAC

GCTTAAATCCAACACGT

Ca_LG_5:4630640 CGATTGGAGATATGATCATCATCGTAGGCTGTTTCCTCGCCAT

CTTCGTCAGCTTGGGTAGCATCATTGGAGGGGCCAGCAGTGT

CCTCTTGAGCGGCAC

C/G CAGATGATTGACCAAGGTCACTTTTATGCACATACGAGTGAA

GCTGCTCATTCCTGACGATCTTCATGCTAGGCAGGACGCTT

AAATCCAACACGTTGTC
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Ca_LG_5:4630641 GATTGGAGATATGATCATCATCGTAGGCTGTTTCCTCGCCATC

TTCGTCAGCTTGGGTAGCATCATTGGAGGGGCCAGCAGTGTC

CTCTTGAGCGGCACC

C/T AGATGATTGACCAAGGTCACTTTTATGCACATACGAGTGAAG

CTGCTCATTCCTGACGATCTTCATGCTAGGCAGGACGCTTAA

ATCCAACACGTTGTCC

Ca_LG_5:4630656 CATCATCGTAGGCTGTTTCCTCGCCATCTTCGTCAGCTTGGGT

AGCATCATTGGAGGGGCCAGCAGTGTCCTCTTGAGCGGCAC

CAGATGATTGACCAAG

G/T GTCACTTTTATGCACATACGAGTGAAGCTGCTCATTCCTGAC

GATCTTCATGCTAGGCAGGACGCTTAAATCCAACACGTTGTC

CTTCGTGGGTGTATAT

Ca_LG_5:4703781 TTCTTTTGTGATCAGTCTTATTGAACAAAGACTTACCACGGTA

AGGAAGAAAGGGGAACAAGCACACTTGGAGAGCGCATTATAA

TGGATAGTTGTATGT

T/C TGCGTTTGGGAAGGATGAATCGCTCCCGAAAAGGAATCTAT

TGATTCTCTCCCAATTGGATGGGCCGTAGGTGCGATGATTTA

CTTCACGGGCGAGGTCT

Ca_LG_5:4703788 GTGATCAGTCTTATTGAACAAAGACTTACCACGGTAAGGAAG

AAAGGGGAACAAGCACACTTGGAGAGCGCATTATAATGGATA

GTTGTATGTTGCGTTT

T/C GGGAAGGATGAATCGCTCCCGAAAAGGAATCTATTGATTCT

CTCCCAATTGGATGGGCCGTAGGTGCGATGATTTACTTCAC

GGGCGAGGTCTTTGGTTC

Ca_LG_5:4703845 CACTTGGAGAGCGCATTATAATGGATAGTTGTATGTTGCGTTT

GGGAAGGATGAATCGCTCCCGAAAAGGAATCTATTGATTCTC

TCCCAATTGGATGGG

G/A CCGTAGGTGCGATGATTTACTTCACGGGCGAGGTCTTTGGT

TCAAATCTAGGATGGCCCAACTGCGCCAAGGAAAAGAATAA

AAGACTGATTTGACTCCT

Ca_LG_5:4703882 GCGTTTGGGAAGGATGAATCGCTCCCGAAAAGGAATCTATTG

ATTCTCTCCCAATTGGATGGGCCGTAGGTGCGATGATTTACTT

CACGGGCGAGGTCTT

T/C TGGTTCAAATCTAGGATGGCCCAACTGCGCCAAGGAAAAGA

ATAAAAGACTGATTTGACTCCTTCATGCATGCTCCAACTTGG

CTCGGGGGATGTAGCTC

Ca_LG_5:4703894 GATGAATCGCTCCCGAAAAGGAATCTATTGATTCTCTCCCAAT

TGGATGGGCCGTAGGTGCGATGATTTACTTCACGGGCGAGG

TCTTTGGTTCAAATCT

T/C AGGATGGCCCAACTGCGCCAAGGAAAAGAATAAAAGACTGA

TTTGACTCCTTCATGCATGCTCCAACTTGGCTCGGGGGATGT

AGCTCAGTTGGTAGAGC

Ca_LG_5:4703906 CCGAAAAGGAATCTATTGATTCTCTCCCAATTGGATGGGCCG

TAGGTGCGATGATTTACTTCACGGGCGAGGTCTTTGGTTCAA

ATCTAGGATGGCCCAA

A/G CTGCGCCAAGGAAAAGAATAAAAGACTGATTTGACTCCTTCA

TGCATGCTCCAACTTGGCTCGGGGGATGTAGCTCAGTTGGT

AGAGCTCCGCTCTTGCA

Ca_LG_5:4704115 TTGCGATTACGGGTTGGAGGTCTAATTGTCCAGGCGGTAATG

ATAGTATCTTGTACCTGAACCGACGACTCACTTTTTTAAGTAAT

AGGAAAGAGGACCA

A/G AAACATGCCACTGAAAGACTCTACTGAGACAAAGATGGGCT

GTCACGAACGTAGAGGAGGTAGGATGGACAGTTGGTCACAT

GGACAGTAGTTGGAGTTG

Ca_LG_5:4766789 GATCTTGTGATGCTCTAACCAACTGATTGAGCTAAAGGGTCG

ACCCTATTTGCTTTTTATATACCTAATGGCATCCCTTATAGCG

GCGGCAACAACAACG

G/A ATGGTTTGGGTGAAAAATCAGAAGTAGTCAACAACGCCGAC

AATATTGGTTTAGGCAGTGGCGGCCGAAATGGTTTTTCCAAT

TTTTTTTGGCCATGAGG

Ca_LG_5:4961875 ATTGCAAAGCAGAAAAAGTAAAAACATGAAAAGAAACAAACCA

AAGATCATGACAAAAAATTCTATAGATAAAACCGGTTTTCCTAT

GCCAAATTTCTCA

A/C ACTTAAGTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCAT

CTTCTTTGATTGCATTATTAGCAGCTTCTTTCAATTCCTTCAT

TCGGAGAGAGGCACG

Ca_LG_5:4961880 AAAGCAGAAAAAGTAAAAACATGAAAAGAAACAAACCAAAGAT

CATGACAAAAAATTCTATAGATAAAACCGGTTTTCCTATGCCA

AATTTCTCAACTTA

A/G AGTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCTTCT

TTGATTGCATTATTAGCAGCTTCTTTCAATTCCTTCATTCGGA

GAGAGGCACGAAGAA
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Ca_LG_5:4961897 AACATGAAAAGAAACAAACCAAAGATCATGACAAAAAATTCTA

TAGATAAAACCGGTTTTCCTATGCCAAATTTCTCAACTTAAGT

GCTAATTGAGAAAG

G/T AGTCTTTATAGAAGACCCATCTTCTTTGATTGCATTATTAGCA

GCTTCTTTCAATTCCTTCATTCGGAGAGAGGCACGAAGAATT

ATCGTCACCGGAGAG

Ca_LG_5:4961905 AAGAAACAAACCAAAGATCATGACAAAAAATTCTATAGATAAA

ACCGGTTTTCCTATGCCAAATTTCTCAACTTAAGTGCTAATTG

AGAAAGAGTCTTTA

A/G TAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTTT

CAATTCCTTCATTCGGAGAGAGGCACGAAGAATTATCGTCAC

CGGAGAGATGTACGA

Ca_LG_5:4961937 CTATAGATAAAACCGGTTTTCCTATGCCAAATTTCTCAACTTAA

GTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCTTCTTT

GATTGCATTATTA

A/G GCAGCTTCTTTCAATTCCTTCATTCGGAGAGAGGCACGAAG

AATTATCGTCACCGGAGAGATGTACGAAGCAACACCGTCAC

CGGAGAGAGAGGCAGGAA

Ca_LG_5:4961956 TCCTATGCCAAATTTCTCAACTTAAGTGCTAATTGAGAAAGAG

TCTTTATAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCT

TCTTTCAATTCCT

T/A TCATTCGGAGAGAGGCACGAAGAATTATCGTCACCGGAGAG

ATGTACGAAGCAACACCGTCACCGGAGAGAGAGGCAGGAA

GCAGCGTCGCAGCACGTCG

Ca_LG_5:4961962 GCCAAATTTCTCAACTTAAGTGCTAATTGAGAAAGAGTCTTTA

TAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTTTC

AATTCCTTCATTC

C/T GGAGAGAGGCACGAAGAATTATCGTCACCGGAGAGATGTAC

GAAGCAACACCGTCACCGGAGAGAGAGGCAGGAAGCAGCG

TCGCAGCACGTCGAAGAAA

Ca_LG_5:4961983 GCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCTTCTTTGA

TTGCATTATTAGCAGCTTCTTTCAATTCCTTCATTCGGAGAGA

GGCACGAAGAATTA

A/G TCGTCACCGGAGAGATGTACGAAGCAACACCGTCACCGGAG

AGAGAGGCAGGAAGCAGCGTCGCAGCACGTCGAAGAAAGG

TTTCAAGATTGTTCCTTCT

Ca_LG_5:4962003 TATAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTT

TCAATTCCTTCATTCGGAGAGAGGCACGAAGAATTATCGTCAC

CGGAGAGATGTAC

C/G GAAGCAACACCGTCACCGGAGAGAGAGGCAGGAAGCAGCG

TCGCAGCACGTCGAAGAAAGGTTTCAAGATTGTTCCTTCTTT

TGCTTTTAATGCTTGGCA

Ca_LG_5:5372200 GGCGGCCACCATTTAAACAAATAGGCAGCCATCAACAACAAT

TTAAATCAACCAATTTAGCCATCATTCTAGACAGGCAGCCACC

ATTTTAAATCAGCAA

A/G CAAAAATCAGCAAATCAACAACAAAAATCAGCAAATCAACAT

AAACACCTTCTATGCAACAAAAATCAGCAAATCAACAATAAA

AATAAGCACAAACATC

Ca_LG_5:5599639 AGCTGGTCCTGAAAAACACCAAGCAGTAGCAGTAAGAAACAA

CGCTGATCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTAT

CAAGACACACTGTAC

C/T GCGCACTCTTTAAGACAATTCTACAGAGAATGTGACATTTAT

GGCACAGTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTC

CAAAATTGCAACATAT

Ca_LG_5:5599641 CTGGTCCTGAAAAACACCAAGCAGTAGCAGTAAGAAACAACG

CTGATCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTATCA

AGACACACTGTACGC

C/T GCACTCTTTAAGACAATTCTACAGAGAATGTGACATTTATGG

CACAGTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTCCA

AAATTGCAACATATTC

Ca_LG_5:5599642 TGGTCCTGAAAAACACCAAGCAGTAGCAGTAAGAAACAACGC

TGATCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTATCAA

GACACACTGTACGCG

G/T CACTCTTTAAGACAATTCTACAGAGAATGTGACATTTATGGC

ACAGTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAA

AATTGCAACATATTCG

Ca_LG_5:5599648 TGAAAAACACCAAGCAGTAGCAGTAAGAAACAACGCTGATCT

CTCGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGACACA

CTGTACGCGCACTCT

T/C TTAAGACAATTCTACAGAGAATGTGACATTTATGGCACAGTT

GATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAATTGC

AACATATTCGCTAGAA
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Ca_LG_5:5599649 GAAAAACACCAAGCAGTAGCAGTAAGAAACAACGCTGATCTC

TCGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGACACAC

TGTACGCGCACTCTT

T/G TAAGACAATTCTACAGAGAATGTGACATTTATGGCACAGTTG

ATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAATTGCA

ACATATTCGCTAGAAA

Ca_LG_5:5599650 AAAAACACCAAGCAGTAGCAGTAAGAAACAACGCTGATCTCT

CGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGACACACT

GTACGCGCACTCTTT

T/A AAGACAATTCTACAGAGAATGTGACATTTATGGCACAGTTGA

TTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAATTGCAA

CATATTCGCTAGAAAA

Ca_LG_5:5599660 AGCAGTAGCAGTAAGAAACAACGCTGATCTCTCGACATTCTAT

CGATGCAGTTTCGAAGGTTATCAAGACACACTGTACGCGCAC

TCTTTAAGACAATTC

C/T TACAGAGAATGTGACATTTATGGCACAGTTGATTTCATATTC

GGCAACGCTGCAGTAGTCTTCCAAAATTGCAACATATTCGCT

AGAAAACCGTTGCCAA

Ca_LG_5:5599673 AGAAACAACGCTGATCTCTCGACATTCTATCGATGCAGTTTCG

AAGGTTATCAAGACACACTGTACGCGCACTCTTTAAGACAATT

CTACAGAGAATGTG

G/A ACATTTATGGCACAGTTGATTTCATATTCGGCAACGCTGCAG

TAGTCTTCCAAAATTGCAACATATTCGCTAGAAAACCGTTGC

CAAATCAAAAAAACGC

Ca_LG_5:5599687 TCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGAC

ACACTGTACGCGCACTCTTTAAGACAATTCTACAGAGAATGTG

ACATTTATGGCACA

A/G GTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAAT

TGCAACATATTCGCTAGAAAACCGTTGCCAAATCAAAAAAAC

GCGGTAACAGCACAAG

Ca_LG_5:5847419 AAAAACCTATCGATATACTTGTTTTGATGTAGCGTAAATGCCT

TATGTAGATGCTATCACTTATTCTGCCTCGGCCGGATGCTGCC

TTAGTTGATGTGAT

T/A AGAATCCCCCTTGCTTCCTAATCATTTACTATGGTCTTGCTCA

GTTAATAAAAGAAATTCGCTACCCCTACCTTCTCTTTCTTCCC

TCACCCCACCTTTA

Ca_LG_5:5850279 TAGTCGCACACCAACCAAAGACTAAACTAAGGCAGCTATTGA

GGAAGAAGGAGAGGCTAACGAGATATGGGCGACAAAGCGAG

GGGATTGAGCCTTTCTT

T/C CTAGCGCAAGAGTTTTCGTCGCTGGATTAAGACGACTTAACT

ACTTGTCTGAAAGCGGAAAAGAAAGTTGACTAGCCTTCAAG

CCTGAATAAGCAAAAAA

Ca_LG_5:5853523 ATCTTCTTGTTGTTCCAAAGGAGCTTCTCATTCAAAAGGAAAG

CAGAGAATGAAATGTGGGAAGCGAGCTTGCTGCACCTATCTA

TGGTAATAGAATCCT

T/C GGTGGTAGTAGTTCTTTTTCTCTTAAAAGAGGGAATGAATAA

GCTAATTTCTCACCAGATGAATGCAAGGCTGGAATAACAGAA

CAACTAGATTTTACTT

Ca_LG_5:5853567 AGAGAATGAAATGTGGGAAGCGAGCTTGCTGCACCTATCTAT

GGTAATAGAATCCTGGTGGTAGTAGTTCTTTTTCTCTTAAAAG

AGGGAATGAATAAGC

C/G TAATTTCTCACCAGATGAATGCAAGGCTGGAATAACAGAACA

ACTAGATTTTACTTACTAATAGGAAAGAAAAATCTATTGTTGA

CTTGTAAAGACGGGA

Ca_LG_5:5855317 ATGTTCCCTTTCTAAGATACGGATATAAGTCCCACATACCCCC

TTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAACTATGAAT

ATACGATCGAGTA

A/G CGCTCTTGTCTATTTTTAGACTTCTTACTTTTATTTTTGCATTT

TCTCTATAAAGCCTTCCCCAACGAAACAAATGTTGTTGCTCC

TTCTGTTTAGAGTT

Ca_LG_5:5855358 CCTTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAACTATG

AATATACGATCGAGTACGCTCTTGTCTATTTTTAGACTTCTTAC

TTTTATTTTTGCA

A/C TTTTCTCTATAAAGCCTTCCCCAACGAAACAAATGTTGTTGCT

CCTTCTGTTTAGAGTTTGCATGACTTAGCTCTCGTTGTGCGT

GGACTTCCTAATCGA

Ca_LG_5:5855369 TTATTCTTTTTAAGAGACTGATGCCAACTATGAATATACGATC

GAGTACGCTCTTGTCTATTTTTAGACTTCTTACTTTTATTTTTG

CATTTTCTCTATA

A/G AAGCCTTCCCCAACGAAACAAATGTTGTTGCTCCTTCTGTTT

AGAGTTTGCATGACTTAGCTCTCGTTGTGCGTGGACTTCCTA

ATCGAACTAAGATGGG
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Ca_LG_5:5855385 ACTGATGCCAACTATGAATATACGATCGAGTACGCTCTTGTCT

ATTTTTAGACTTCTTACTTTTATTTTTGCATTTTCTCTATAAAGC

CTTCCCCAACGA

A/G AACAAATGTTGTTGCTCCTTCTGTTTAGAGTTTGCATGACTTA

GCTCTCGTTGTGCGTGGACTTCCTAATCGAACTAAGATGGG

TCGGGATGTTGGCTCA

Ca_LG_5:5867759 AAGCTCGGGCAGGAGTAGGACATTCCATAAAAATATTTCTGAT

CCTCTAGCTCTCACTCGTTGCCCTATTCGGTCAAGCAACTTCA

CTCCTCTCAAATCT

T/C TATTGTTTCATCGACAAGTAGGGTTAATTCTAAGGTTCCTTAT

TCTGGTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGAAC

AGCCCCACCAGCAGCC

Ca_LG_5:5867764 CGGGCAGGAGTAGGACATTCCATAAAAATATTTCTGATCCTCT

AGCTCTCACTCGTTGCCCTATTCGGTCAAGCAACTTCACTCCT

CTCAAATCTTATTG

G/T TTTCATCGACAAGTAGGGTTAATTCTAAGGTTCCTTATTCTG

GTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGAACAGCC

CCACCAGCAGCCCATCG

Ca_LG_5:5867776 GGACATTCCATAAAAATATTTCTGATCCTCTAGCTCTCACTCG

TTGCCCTATTCGGTCAAGCAACTTCACTCCTCTCAAATCTTAT

TGTTTCATCGACAA

A/G GTAGGGTTAATTCTAAGGTTCCTTATTCTGGTTGTCAAGCTG

AAGAAGAGGGAGAAAGAATGGGAACAGCCCCACCAGCAGC

CCATCGAAAGGAATGGAA

Ca_LG_5:5867805 CTAGCTCTCACTCGTTGCCCTATTCGGTCAAGCAACTTCACTC

CTCTCAAATCTTATTGTTTCATCGACAAGTAGGGTTAATTCTAA

GGTTCCTTATTCT

T/C GGTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGAACAG

CCCCACCAGCAGCCCATCGAAAGGAATGGAAAATGAAATAA

GAATTCGTGTTCACTATCT

Ca_LG_5:5867817 CGTTGCCCTATTCGGTCAAGCAACTTCACTCCTCTCAAATCTT

ATTGTTTCATCGACAAGTAGGGTTAATTCTAAGGTTCCTTATTC

TGGTTGTCAAGCT

T/G GAAGAAGAGGGAGAAAGAATGGGAACAGCCCCACCAGCAG

CCCATCGAAAGGAATGGAAAATGAAATAAGAATTCGTGTTCA

CTATCTATGGAGCCAGTG

Ca_LG_5:6641476 GGTCTTGATATTGTAACTAAAATATATCCTTTTACCTGTTGCAC

ACAAAGCAGCTTGAATCATAATTTGATCGTCGATCCACAAAAG

AAAATCCACACCT

T/C ACAAGCTTATGACCACAAGCAGCGGCATGATCAAAAGGTCC

CATTTCGTGATAAAGAGACCTGACATATTCCCACCCCTAAGT

AGAATGAAGAATTTTAA

Ca_LG_5:6826378 GGAGAATCCGCTGTTCACTCCTATCGTCTTCTTGCTAACAGCC

AAAGAGCGGATTGGCACAGCGAATTCGAGAGCAGCAGATTCC

AACAACTGAAATTGC

C/T GATTCTTCTTGAACTGACCTTTAATGAGGGAACGATATTGAT

CCTCATTCATCTATATGTAGCTGCCTTTGTCTCTATCTATGAT

GCTATAGATCATCTT

Ca_LG_5:6869647 GTCGATCCTCATCCTCCTCCACCTGAAGAGGATGATGAAGAA

TATGAGTTTGGTGAGGCTACCGGTGAGGCTGAGGCGCCTATT

GTGGTTGAGCCTGCCT

T/G GTGAGGGTGCTGGTGCTGATATTGCTGCTTGGTGAGGATGT

GGGTGAGGCTGAGGCGCATGAGGCGCCTGCTGTTGTGGTT

GAGCTTGCCGGTGAGGGTG

Ca_LG_5:6869733 GGTTGAGCCTGCCTGTGAGGGTGCTGGTGCTGATATTGCTGC

TTGGTGAGGATGTGGGTGAGGCTGAGGCGCATGAGGCGCCT

GCTGTTGTGGTTGAGCT

T/C TGCCGGTGAGGGTGCTGGATATTGCTGCTGCTGGTGAGGAT

GTGGGTGAAGGTGCCGGAAGGGTGGCAAGGGGTGGTCAGT

GGGCAAGGGTTGAAAGGGT

Ca_LG_5:6869738 AGCCTGCCTGTGAGGGTGCTGGTGCTGATATTGCTGCTTGGT

GAGGATGTGGGTGAGGCTGAGGCGCATGAGGCGCCTGCTGT

TGTGGTTGAGCTTGCCG

G/A GTGAGGGTGCTGGATATTGCTGCTGCTGGTGAGGATGTGG

GTGAAGGTGCCGGAAGGGTGGCAAGGGGTGGTCAGTGGGC

AAGGGTTGAAAGGGTGCAGA

Ca_LG_5:6869789 GGTGAGGCTGAGGCGCATGAGGCGCCTGCTGTTGTGGTTGA

GCTTGCCGGTGAGGGTGCTGGATATTGCTGCTGCTGGTGAG

GATGTGGGTGAAGGTGCC

C/T GGAAGGGTGGCAAGGGGTGGTCAGTGGGCAAGGGTTGAAA

GGGTGCAGAGGAATCGAATTCCTGTGCATCGCCTTTCTTCT

CCGTATTTCCGCAGAGGAA
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Ca_LG_5:6870827 CCAACTCACCAGAAACATCAGTACCAGCACCAGCACCATCAC

CAGCAGGCTCAACCACAACAGCAGGCGCCTTAGCCTCACCG

GTAGCCTCGCCTTCACT

T/C GGCAGCCTCGCCTTCAACGGTAGCCTCACCCTCACCCTCAC

CAAACTCATATTCTTCATCATCCTCTTGAGGTGGAGGAGGAT

GAGGATCGACAACCCCT

Ca_LG_5:6870896 CCTTAGCCTCACCGGTAGCCTCGCCTTCACTGGCAGCCTCGC

CTTCAACGGTAGCCTCACCCTCACCCTCACCAAACTCATATTC

TTCATCATCCTCTTG

G/C AGGTGGAGGAGGATGAGGATCGACAACCCCTTGGCACCCTT

CCATCACCAGCACCTTCACCCACATCCTCAGCAACATCAGC

ACCAGCACCAGCACCCTC

Ca_LG_5:6870898 TTAGCCTCACCGGTAGCCTCGCCTTCACTGGCAGCCTCGCCT

TCAACGGTAGCCTCACCCTCACCCTCACCAAACTCATATTCTT

CATCATCCTCTTGAG

G/A GTGGAGGAGGATGAGGATCGACAACCCCTTGGCACCCTTCC

ATCACCAGCACCTTCACCCACATCCTCAGCAACATCAGCAC

CAGCACCAGCACCCTCAC

Ca_LG_5:7534156 CCCTAAGGTTTGTCATTTTTTCAGATTTCAATAAACTAACATTT

AACCTCATTTTTGTAAATAAACCACCTGTACAGCCAAAAAGAG

CCAGCAAACCTCC

C/A AACATTGGAGGGTAATAGGGCTGCCAAACTACAAAGGTTGG

AGGGTAATAAAGCTGCCAAAATTGCAGCAAGAAAACTGGAT

TGGGGAAAATCGGTCGCT

Ca_LG_5:7534159 TAAGGTTTGTCATTTTTTCAGATTTCAATAAACTAACATTTAAC

CTCATTTTTGTAAATAAACCACCTGTACAGCCAAAAAGAGCCA

GCAAACCTCCAAC

C/A ATTGGAGGGTAATAGGGCTGCCAAACTACAAAGGTTGGAGG

GTAATAAAGCTGCCAAAATTGCAGCAAGAAAACTGGATTGG

GGAAAATCGGTCGCTGTT

Ca_LG_5:7534168 TCATTTTTTCAGATTTCAATAAACTAACATTTAACCTCATTTTTG

TAAATAAACCACCTGTACAGCCAAAAAGAGCCAGCAAACCTC

CAACATTGGAGGG

G/T TAATAGGGCTGCCAAACTACAAAGGTTGGAGGGTAATAAAG

CTGCCAAAATTGCAGCAAGAAAACTGGATTGGGGAAAATCG

GTCGCTGTTGCCCATGTT

Ca_LG_5:7534179 GATTTCAATAAACTAACATTTAACCTCATTTTTGTAAATAAACC

ACCTGTACAGCCAAAAAGAGCCAGCAAACCTCCAACATTGGA

GGGTAATAGGGCTG

G/A CCAAACTACAAAGGTTGGAGGGTAATAAAGCTGCCAAAATT

GCAGCAAGAAAACTGGATTGGGGAAAATCGGTCGCTGTTGC

CCATGTTCCTAAAATAAG

Ca_LG_5:8858516 GTAGAAGGAGCACTTCAGGTTATGTATTCAAATTCATGAAATC

TTCAATAGCATGGAGCTTAAATAAGCAGCTTGTGATAGCATTT

TCATCATGCGAAGC

C/T TGAGTACATTGCTGACAGCTATGCAACCTGCCAAACATTGTG

GTTGGAGTCATTAACAACAGAGCTAAAGATGGAAATTTGCAG

ACCAATTCCATTGCTG

Ca_LG_5:8858518 AGAAGGAGCACTTCAGGTTATGTATTCAAATTCATGAAATCTT

CAATAGCATGGAGCTTAAATAAGCAGCTTGTGATAGCATTTTC

ATCATGCGAAGCTG

G/A AGTACATTGCTGACAGCTATGCAACCTGCCAAACATTGTGGT

TGGAGTCATTAACAACAGAGCTAAAGATGGAAATTTGCAGAC

CAATTCCATTGCTGAT

Ca_LG_5:8858520 AAGGAGCACTTCAGGTTATGTATTCAAATTCATGAAATCTTCA

ATAGCATGGAGCTTAAATAAGCAGCTTGTGATAGCATTTTCAT

CATGCGAAGCTGAG

G/A TACATTGCTGACAGCTATGCAACCTGCCAAACATTGTGGTTG

GAGTCATTAACAACAGAGCTAAAGATGGAAATTTGCAGACCA

ATTCCATTGCTGATTG

Ca_LG_5:9982389 ATAGAAGATGTGTGATCTTGTTTGACACACAAGAAATACACAA

ATAACATATTTTACATGGTATCGAGCAGGTTCATCCTAGGGCT

GCTCTGCCTTTTCC

C/A AACTGTGCCATAACCCTTTTAAGTTTTTTTTTCCTCTTCAAAA

TTCTGTGTTCCAACTGTGCTTTTCCATTCCAGCTGTGTGTATA

CTATTCTAGTGCAG

Ca_LG_5:10019465 GAGTGAGAAAATGCATCCAAAACAGGAGAGACAATGGTTGTT

TCGGAAAACTTTTCCAGCAGAGACGGCAGACAGCAGCAGCA

GACGGCAGCGGCGGCAG

G/A TAGCAGACGGGGCAGCAGCGACGACAGGCAGCAGACGGCA

GCAGATCTACTCGCATGAGAGATTAGCAGTGTGTGAGAGCG

CGTGTGATGACTTTTGGCG
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Ca_LG_5:10019478 CATCCAAAACAGGAGAGACAATGGTTGTTTCGGAAAACTTTTC

CAGCAGAGACGGCAGACAGCAGCAGCAGACGGCAGCGGCG

GCAGTAGCAGACGGGGC

C/T AGCAGCGACGACAGGCAGCAGACGGCAGCAGATCTACTCG

CATGAGAGATTAGCAGTGTGTGAGAGCGCGTGTGATGACTT

TTGGCGATGCGCTTTCAGG

Ca_LG_5:10033305 TTGTTGTAACTGAACTTCATCTAAGGATATAACCTGATAAGTA

AAGGCAATATAAGAATGATTCATAATCGCAGTAGGTAGGGCA

GGAGTACACTGCTTA

A/C AATTAGCAAATTCTCGAAATAAAAATAAAGTACCAACCAAAC

CACTCAGTTCAGCAGTAACAGAATATTGAGCAGCATTGTCAT

CAGGCTTTTGCGATCT

Ca_LG_5:10254664 GATAACTTAGAAGCAAAGATGGCAAAATATTATCATCTGGTAT

GTTCCATATGTTGCTATTCAGAATTGAAATCCAATCCTTTGCAT

CTACCTTTGAACT

T/G CAAAAGCCCTCCGAGTGTATTGACAGCAATTGGCAATCCTC

CACACTTTCTAGCAACCTTCCTACCAATTGCTTCTATGTTTTG

GTATTTATTTCCACCA

Ca_LG_5:10254671 TAGAAGCAAAGATGGCAAAATATTATCATCTGGTATGTTCCAT

ATGTTGCTATTCAGAATTGAAATCCAATCCTTTGCATCTACCTT

TGAACTCAAAAGC

C/T CCTCCGAGTGTATTGACAGCAATTGGCAATCCTCCACACTTT

CTAGCAACCTTCCTACCAATTGCTTCTATGTTTTGGTATTTAT

TTCCACCATAATTTT

Ca_LG_5:10386031 AGATGACGAGGCTTCTGTGCCAAATAGATCATATACTCATCCA

CGATATCTTCTATGCGGAAAGCTGCTTCCCTAACTTGTTTCAC

CCATGTTTTGATCC

C/T CTTCACTGTTGTTGTCTCCATTTAATGCAGCTCTTTTATCAGC

ATCCTTAAGGAAGGCTTGCATGCTTTCCAGTTCATCTTTAAT

GTCTGAAAATTCCTT

Ca_LG_5:10386036 ACGAGGCTTCTGTGCCAAATAGATCATATACTCATCCACGATA

TCTTCTATGCGGAAAGCTGCTTCCCTAACTTGTTTCACCCATG

TTTTGATCCCTTCA

A/C CTGTTGTTGTCTCCATTTAATGCAGCTCTTTTATCAGCATCCT

TAAGGAAGGCTTGCATGCTTTCCAGTTCATCTTTAATGTCTG

AAAATTCCTTGTGAA

Ca_LG_5:11191045 TTTCATTGGTAGTGCTATTGCGATTAGTGAGAAAACATTTTTG

GATAAATATGTAACCCGATTTCAAAAAGACGCCCCTCTGTTGT

TGGATGCATATAAA

A/T GGTCACAAGTTAGATTGATCATCTGGGTATACTCTAAACTTT

GAAGCTTTTAATTGGTTATACTTGATTCCAGAAGTTGACTACT

CATTTTTTTATGATT

Ca_LG_5:11191062 TTGCGATTAGTGAGAAAACATTTTTGGATAAATATGTAACCCG

ATTTCAAAAAGACGCCCCTCTGTTGTTGGATGCATATAAAGGT

CACAAGTTAGATTG

G/A ATCATCTGGGTATACTCTAAACTTTGAAGCTTTTAATTGGTTA

TACTTGATTCCAGAAGTTGACTACTCATTTTTTTATGATTTTC

ATATATGGCTTATG

Ca_LG_5:11191105 ATTTCAAAAAGACGCCCCTCTGTTGTTGGATGCATATAAAGGT

CACAAGTTAGATTGATCATCTGGGTATACTCTAAACTTTGAAG

CTTTTAATTGGTTA

A/T TACTTGATTCCAGAAGTTGACTACTCATTTTTTTATGATTTTC

ATATATGGCTTATGATGGTTTTTGTTACTTTGTTTTAGCATTA

AATCATAAATATTT

Ca_LG_5:11191111 AAAAGACGCCCCTCTGTTGTTGGATGCATATAAAGGTCACAA

GTTAGATTGATCATCTGGGTATACTCTAAACTTTGAAGCTTTTA

ATTGGTTATACTTG

G/T ATTCCAGAAGTTGACTACTCATTTTTTTATGATTTTCATATAT

GGCTTATGATGGTTTTTGTTACTTTGTTTTAGCATTAAATCAT

AAATATTTGGATTT

Ca_LG_5:11657961 GAAGTAGATAGGAATTTAGAAACAGAGGATGTTGCCAACATTT

TACTTGGAAAAAGTCTTTTAGTGCGCTGTGATCGTGTGGTAAA

AACTCTTCGCCCTG

G/A GGAAGAAAAAACTATCTACTTGGCCTGCACATTTAGAAATTT

TCCCTGTAAGTCATTTTCCTTGCTGCAATCATTGACTTGCTAT

GTGATTATTGTGTTA

Ca_LG_5:11860170 CTATCTCATAAGTGCGTTGAGACCATAGCATGTTAAACGAAAG

CGCCGCTTTTCTTTGTGTTGAGCTCCTCTTCCTTCGCTGCTTT

CGTACACCAGGGGT

T/G ATAGAAGCCCACGGAGCGGTAGGCTAAGCTGGAAAGAGAG

AGATCAGTTGGTTTGGTTCTGGGTTGTCTCTATATTTCTAATT

ATTCTGTTAATAGAATC



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_5:11860200 TGTTAAACGAAAGCGCCGCTTTTCTTTGTGTTGAGCTCCTCTT

CCTTCGCTGCTTTCGTACACCAGGGGTATAGAAGCCCACGGA

GCGGTAGGCTAAGCT

T/C GGAAAGAGAGAGATCAGTTGGTTTGGTTCTGGGTTGTCTCT

ATATTTCTAATTATTCTGTTAATAGAATCTGAATTGATGCTGG

TTTCTCCGTCTTATGT

Ca_LG_5:11860214 GCCGCTTTTCTTTGTGTTGAGCTCCTCTTCCTTCGCTGCTTTC

GTACACCAGGGGTATAGAAGCCCACGGAGCGGTAGGCTAAG

CTGGAAAGAGAGAGAT

T/G CAGTTGGTTTGGTTCTGGGTTGTCTCTATATTTCTAATTATTC

TGTTAATAGAATCTGAATTGATGCTGGTTTCTCCGTCTTATGT

TTCAAAAATTATAA

Ca_LG_5:12037840 TTTCTGGTATAGGTCTCAACAATTTTATCATTTTCTTGATTCAT

AGAAGTATTATAGCCATGAATTTCATTAACAAGGTTATGATCA

ACATATAACATAC

C/G TGAGCGGTTCTCAGATTGTTGATTGTAGTAGACACGTAGCG

CTGTTGCTCTTTAAATATTTTTTATTAGCTAAGAATCCTAAAT

AATTACAAATAAAAGA

Ca_LG_5:12037854 CTCAACAATTTTATCATTTTCTTGATTCATAGAAGTATTATAGC

CATGAATTTCATTAACAAGGTTATGATCAACATATAACATACTG

AGCGGTTCTCAG

G/A ATTGTTGATTGTAGTAGACACGTAGCGCTGTTGCTCTTTAAA

TATTTTTTATTAGCTAAGAATCCTAAATAATTACAAATAAAAG

ACACTAAAATAGCAG

Ca_LG_5:12037870 TTTTCTTGATTCATAGAAGTATTATAGCCATGAATTTCATTAAC

AAGGTTATGATCAACATATAACATACTGAGCGGTTCTCAGATT

GTTGATTGTAGTA

A/T GACACGTAGCGCTGTTGCTCTTTAAATATTTTTTATTAGCTAA

GAATCCTAAATAATTACAAATAAAAGACACTAAAATAGCAGG

TGGATAGAACTTTAT

Ca_LG_5:12038452 GCGCTTGGGTGGTTATTCTCGTCAACCTCCACTCTCATCTTTA

CGTAATACTGCACTCAAAGCTGCGGAAAAGAGATCACAGTTG

GGATCTCTTCTTCCA

A/C TCTGGACCAAATCGTATTGGTGGCAATAGTGTTATAATGAAG

TCACTTACTCCAGCACAAGCAGCTGTGATGGCTGCAGAAAG

GAGATTACAGGATGACA

Ca_LG_5:12038459 GGTGGTTATTCTCGTCAACCTCCACTCTCATCTTTACGTAATA

CTGCACTCAAAGCTGCGGAAAAGAGATCACAGTTGGGATCTC

TTCTTCCATCTGGAC

C/A CAAATCGTATTGGTGGCAATAGTGTTATAATGAAGTCACTTA

CTCCAGCACAAGCAGCTGTGATGGCTGCAGAAAGGAGATTA

CAGGATGACATATGGTG

Ca_LG_5:12038466 ATTCTCGTCAACCTCCACTCTCATCTTTACGTAATACTGCACT

CAAAGCTGCGGAAAAGAGATCACAGTTGGGATCTCTTCTTCC

ATCTGGACCAAATCG

G/A TATTGGTGGCAATAGTGTTATAATGAAGTCACTTACTCCAGC

ACAAGCAGCTGTGATGGCTGCAGAAAGGAGATTACAGGATG

ACATATGGTGTGGTTCT

Ca_LG_5:12038481 CACTCTCATCTTTACGTAATACTGCACTCAAAGCTGCGGAAAA

GAGATCACAGTTGGGATCTCTTCTTCCATCTGGACCAAATCGT

ATTGGTGGCAATAG

G/A TGTTATAATGAAGTCACTTACTCCAGCACAAGCAGCTGTGAT

GGCTGCAGAAAGGAGATTACAGGATGACATATGGTGTGGTT

CTCAATTTTGTGATAAA

Ca_LG_5:12391970 AAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGTAATATATA

TATATATGATTGAGTTTATCCTTTGTGGCGGCCAAAGCAGACA

CAATAAGCAACGAT

T/C TATGTGTCATTTGTGGCGGCCAAAACGGTCAAAAAGGCATG

GATTTGTGGCGGCCTGGACGGCCACAACTGGCAACGGTCT

CTTTATTCTTGTGTGGTGG

Ca_LG_5:12391988 GATAAGAGGAGTGGAGTAATATATATATATATGATTGAGTTTA

TCCTTTGTGGCGGCCAAAGCAGACACAATAAGCAACGATTAT

GTGTCATTTGTGGCG

G/A GCCAAAACGGTCAAAAAGGCATGGATTTGTGGCGGCCTGGA

CGGCCACAACTGGCAACGGTCTCTTTATTCTTGTGTGGTGG

CCTTTGCAGCCACAAAAT

Ca_LG_5:12392028 TTATCCTTTGTGGCGGCCAAAGCAGACACAATAAGCAACGAT

TATGTGTCATTTGTGGCGGCCAAAACGGTCAAAAAGGCATGG

ATTTGTGGCGGCCTGG

G/A ACGGCCACAACTGGCAACGGTCTCTTTATTCTTGTGTGGTG

GCCTTTGCAGCCACAAAATGCAACTGGCCATGCTTTTGTGG

CGGCCTTTGCAGTCACAA
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Ca_LG_5:12392042 GGCCAAAGCAGACACAATAAGCAACGATTATGTGTCATTTGT

GGCGGCCAAAACGGTCAAAAAGGCATGGATTTGTGGCGGCC

TGGACGGCCACAACTGG

G/A CAACGGTCTCTTTATTCTTGTGTGGTGGCCTTTGCAGCCACA

AAATGCAACTGGCCATGCTTTTGTGGCGGCCTTTGCAGTCA

CAAACTGCAACGTCACT

Ca_LG_5:12974344 AGGGTTAGGGCCTCAGAGGCAGTGTATCAATTGCAGCTTGCA

GAAAATAGCAGTTTGTTCAAATTCCGTTACAATACTATAACCG

CTATTTAACAAAACA

A/T TTGTACTCAATTGTGTATTATTTAACGATAGTAATTTATTAAAA

TTCCGCTATAGCTGCAAATTTTTAGTGCTGCACAGGGGTATT

GATGATCTATTGCT

Ca_LG_5:12974358 AGAGGCAGTGTATCAATTGCAGCTTGCAGAAAATAGCAGTTT

GTTCAAATTCCGTTACAATACTATAACCGCTATTTAACAAAACA

TTGTACTCAATTGT

T/C GTATTATTTAACGATAGTAATTTATTAAAATTCCGCTATAGCT

GCAAATTTTTAGTGCTGCACAGGGGTATTGATGATCTATTGC

TTTGCCTGTGAAAGA

Ca_LG_5:12974364 AGTGTATCAATTGCAGCTTGCAGAAAATAGCAGTTTGTTCAAA

TTCCGTTACAATACTATAACCGCTATTTAACAAAACATTGTACT

CAATTGTGTATTA

A/G TTTAACGATAGTAATTTATTAAAATTCCGCTATAGCTGCAAAT

TTTTAGTGCTGCACAGGGGTATTGATGATCTATTGCTTTGCC

TGTGAAAGAGGCTGG

Ca_LG_5:12974372 AATTGCAGCTTGCAGAAAATAGCAGTTTGTTCAAATTCCGTTA

CAATACTATAACCGCTATTTAACAAAACATTGTACTCAATTGTG

TATTATTTAACGA

A/G TAGTAATTTATTAAAATTCCGCTATAGCTGCAAATTTTTAGTG

CTGCACAGGGGTATTGATGATCTATTGCTTTGCCTGTGAAAG

AGGCTGGTTTCAAGT

Ca_LG_5:13046477 TATTTATTAATTGAGTCTATAAAATTATTAACAGAAGACACAAT

CAAAGACATGTGCGAAACATCAAAAAGTGAGGATACAAAGAA

GTCTGAAACATTGA

A/G AAAGTGAGGATGCAAAGAAGTTAGAAACATTGAAAATTGAG

GAAGAAAAGAAAGCTGAAACATTGAAAAGTGAAACACCAATA

TTAACTGCAGCAAGATA

Ca_LG_5:13046488 TGAGTCTATAAAATTATTAACAGAAGACACAATCAAAGACATG

TGCGAAACATCAAAAAGTGAGGATACAAAGAAGTCTGAAACA

TTGAAAAGTGAGGAT

T/A GCAAAGAAGTTAGAAACATTGAAAATTGAGGAAGAAAAGAAA

GCTGAAACATTGAAAAGTGAAACACCAATATTAACTGCAGCA

AGATATGGTATAGTTG

Ca_LG_5:13046490 AGTCTATAAAATTATTAACAGAAGACACAATCAAAGACATGTG

CGAAACATCAAAAAGTGAGGATACAAAGAAGTCTGAAACATT

GAAAAGTGAGGATGC

C/A AAAGAAGTTAGAAACATTGAAAATTGAGGAAGAAAAGAAAGC

TGAAACATTGAAAAGTGAAACACCAATATTAACTGCAGCAAG

ATATGGTATAGTTGAA

Ca_LG_5:13046498 AAATTATTAACAGAAGACACAATCAAAGACATGTGCGAAACAT

CAAAAAGTGAGGATACAAAGAAGTCTGAAACATTGAAAAGTG

AGGATGCAAAGAAGT

T/A TAGAAACATTGAAAATTGAGGAAGAAAAGAAAGCTGAAACAT

TGAAAAGTGAAACACCAATATTAACTGCAGCAAGATATGGTA

TAGTTGAAATGGTGAA

Ca_LG_5:13046499 AATTATTAACAGAAGACACAATCAAAGACATGTGCGAAACATC

AAAAAGTGAGGATACAAAGAAGTCTGAAACATTGAAAAGTGA

GGATGCAAAGAAGTT

T/A AGAAACATTGAAAATTGAGGAAGAAAAGAAAGCTGAAACATT

GAAAAGTGAAACACCAATATTAACTGCAGCAAGATATGGTAT

AGTTGAAATGGTGAAT

Ca_LG_5:13046505 TAACAGAAGACACAATCAAAGACATGTGCGAAACATCAAAAA

GTGAGGATACAAAGAAGTCTGAAACATTGAAAAGTGAGGATG

CAAAGAAGTTAGAAAC

C/T ATTGAAAATTGAGGAAGAAAAGAAAGCTGAAACATTGAAAAG

TGAAACACCAATATTAACTGCAGCAAGATATGGTATAGTTGA

AATGGTGAATGTGCTT

Ca_LG_5:13142507 TACTCCTTCTCCGCCGTTGACTGATCTGATGACCTTAAATGCC

TAGGGCAGCTCCTTCAACCATGGACTTGAAGTTCCGTGCTTG

AAGTGAAGCTGGAAC

C/T GAGTTCTTTCATAGCCCTATCCCGAGGATAGAAGGTTGAATT

CTACTCTGCTGCTGACTTAGCTCGTCCTATCTCATCCCTTTC

CTTTCTGTGGTTGTTA
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Ca_LG_5:13152290 TGGATCGGAGAATTTATGGAGGAAATCGGCTTTTAAATTTCCA

GAAACCACACGATTATATAGCCAAAGGGAATACGCCGCGCCT

AAAATCATCCCAAGC

C/G GCTGCTAATGTGGCTACAAAGCTATTTCTTTGGAAAGCTCCT

ACTGAGATGGGAAATTCCCCGATAAAGCTGCTAGTACCAGG

TGAACTCATATTGGCCA

Ca_LG_5:13152351 AGCCAAAGGGAATACGCCGCGCCTAAAATCATCCCAAGCGCT

GCTAATGTGGCTACAAAGCTATTTCTTTGGAAAGCTCCTACTG

AGATGGGAAATTCCC

C/T CGATAAAGCTGCTAGTACCAGGTGAACTCATATTGGCCAAA

GTGGAAGAGAAGGAAATGGTAGAGAGATTCGGCATGGTGCT

CACTAACCCTCCGTAATA

Ca_LG_5:13161179 GACATAAAATATGAATAATGAAGATAAATGAAATATATATCTAA

TCTAAGAATTTTGAGGCTGTACACCTAATTTTTTTTCCTGGGAT

TGTAGTTCAATC

C/T GGTCAGAGCACCGCCCTGTCAAGGCGGAAGCTGCGGGTTC

GAGCCCCGTCAGTCCCGACCTAGGATCCGATGAATCGATCA

ATTCATCTCTGTAGGGGGG

Ca_LG_5:13667522 ACTAACATTTAACCTCATTTTTGTAGATCCAATTAAATAAACCA

CCCGTACAGCCAAAGAAAGCCAGCAAACCTCAAAAATTGGAG

GGTAATAGAGCTGG

G/C AAAACTACAAAGGCTGGAGGGTAATAAAGCTGCCAAAGTTG

CAGCAAGAAAACTGGATCGGGGAAAATCGGTCGTTGCTGCT

GCTGCTCCTAAAATAAGT

Ca_LG_5:13685133 TGGATATGCTCTTCTTCGATGCTCTTTCTGAGAAAAGGATTCA

TAATTCACTACAATTTTTTACGTCCGTTGTCCTCAAAAAGATAC

TTATAGCGAGCAT

T/G CACTACTAAAAATGACCGTTCGATAGGTTCCCATTTGGGGG

CTTCAACTAGATTTCGCCCTATGCATTGGGAATTGGATCAAG

ATCAACTGCTTTTTAAT

Ca_LG_5:13685182 ACTACAATTTTTTACGTCCGTTGTCCTCAAAAAGATACTTATAG

CGAGCATCACTACTAAAAATGACCGTTCGATAGGTTCCCATTT

GGGGGCTTCAACT

T/C AGATTTCGCCCTATGCATTGGGAATTGGATCAAGATCAACTG

CTTTTTAATTAAACTTTTGATAAGTGAAACCATTTTCTAGACA

CAAGCTTACATCATA

Ca_LG_5:13685201 GTTGTCCTCAAAAAGATACTTATAGCGAGCATCACTACTAAAA

ATGACCGTTCGATAGGTTCCCATTTGGGGGCTTCAACTAGATT

TCGCCCTATGCATT

T/C GGGAATTGGATCAAGATCAACTGCTTTTTAATTAAACTTTTGA

TAAGTGAAACCATTTTCTAGACACAAGCTTACATCATATTTTT

CTAAAATAAAGAAA

Ca_LG_5:14305618 CTTTGGTTGTGTTATAGTACATGAAGTTCTCTCCCATTTCATTG

AGCATGGTGTTGAGTAGCCATGACATCACTAGGTTGTTTTCTA

GTTGCAATATTTT

T/C GAGTTTGGGATCTCATTTTTCTGGATTTTTGAAGTCTCTTATG

ATATACCTTTCTTTCCCTTTTTCTTGAAGGTAGATTCTAATTG

GATGCACTTATTGA

Ca_LG_5:14305650 CCCATTTCATTGAGCATGGTGTTGAGTAGCCATGACATCACTA

GGTTGTTTTCTAGTTGCAATATTTTGAGTTTGGGATCTCATTTT

TCTGGATTTTTGA

A/G AGTCTCTTATGATATACCTTTCTTTCCCTTTTTCTTGAAGGTA

GATTCTAATTGGATGCACTTATTGATTGTAATTCTAGCCATTC

ATATTGTAATTGTT

Ca_LG_5:14305659 TTGAGCATGGTGTTGAGTAGCCATGACATCACTAGGTTGTTTT

CTAGTTGCAATATTTTGAGTTTGGGATCTCATTTTTCTGGATTT

TTGAAGTCTCTTA

A/T TGATATACCTTTCTTTCCCTTTTTCTTGAAGGTAGATTCTAAT

TGGATGCACTTATTGATTGTAATTCTAGCCATTCATATTGTAA

TTGTTGTATTATTC

Ca_LG_5:14305661 GAGCATGGTGTTGAGTAGCCATGACATCACTAGGTTGTTTTCT

AGTTGCAATATTTTGAGTTTGGGATCTCATTTTTCTGGATTTTT

GAAGTCTCTTATG

G/A ATATACCTTTCTTTCCCTTTTTCTTGAAGGTAGATTCTAATTG

GATGCACTTATTGATTGTAATTCTAGCCATTCATATTGTAATT

GTTGTATTATTCTA

Ca_LG_5:14305668 GTGTTGAGTAGCCATGACATCACTAGGTTGTTTTCTAGTTGCA

ATATTTTGAGTTTGGGATCTCATTTTTCTGGATTTTTGAAGTCT

CTTATGATATACC

C/T TTTCTTTCCCTTTTTCTTGAAGGTAGATTCTAATTGGATGCAC

TTATTGATTGTAATTCTAGCCATTCATATTGTAATTGTTGTATT

ATTCTATTTACAT
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Ca_LG_5:14585128 AATTTATGATAAACTTTGATTTTTGACTAACCATGCACCAACTC

TTCGATATATTTCTTGTTTGATGGTTCTATGAGTATCCAAAATA

CAAACGAGATGA

A/G ATGTTTATTGTCCCAACTATTTTTGTTAGTCTCGATACCGATA

AGAAATGAAATATTTTTTTTTACAAAATTTTCTCCTGGGATGA

AGAATAAAGCATAT

Ca_LG_5:14585146 ATTTTTGACTAACCATGCACCAACTCTTCGATATATTTCTTGTT

TGATGGTTCTATGAGTATCCAAAATACAAACGAGATGAATGTT

TATTGTCCCAACT

T/C ATTTTTGTTAGTCTCGATACCGATAAGAAATGAAATATTTTTT

TTTACAAAATTTTCTCCTGGGATGAAGAATAAAGCATATCTTA

GTTTCAATTAATGC

Ca_LG_5:16045497 TTGGAGCAAGTGGTGGCTATGGTATTGAATTCATCTCCTGATC

AGCATCCTCATGTAAGGTGGGCAGCTATTAATGCAATTGGTG

GGCAATTGTCTACTG

G/A ATTTGGGTCTATATTTGCAAGTTCAATATCATCGGGGGGTGT

TTCCAGCCCTAGCTGCTGCGATGGATGATTTTCAGAATCCTC

GTGTAGAGACTCATGC

Ca_LG_5:16045507 TGGTGGCTATGGTATTGAATTCATCTCCTGATCAGCATCCTCA

TGTAAGGTGGGCAGCTATTAATGCAATTGGTGGGCAATTGTC

TACTGATTTGGGTCT

T/C ATATTTGCAAGTTCAATATCATCGGGGGGTGTTTCCAGCCCT

AGCTGCTGCGATGGATGATTTTCAGAATCCTCGTGTAGAGA

CTCATGCCACTTCAGCT

Ca_LG_5:16045512 GCTATGGTATTGAATTCATCTCCTGATCAGCATCCTCATGTAA

GGTGGGCAGCTATTAATGCAATTGGTGGGCAATTGTCTACTG

ATTTGGGTCTATATT

T/A TGCAAGTTCAATATCATCGGGGGGTGTTTCCAGCCCTAGCT

GCTGCGATGGATGATTTTCAGAATCCTCGTGTAGAGACTCAT

GCCACTTCAGCTCTGCT

Ca_LG_5:16045545 CCTCATGTAAGGTGGGCAGCTATTAATGCAATTGGTGGGCAA

TTGTCTACTGATTTGGGTCTATATTTGCAAGTTCAATATCATCG

GGGGGTGTTTCCAG

G/T CCCTAGCTGCTGCGATGGATGATTTTCAGAATCCTCGTGTAG

AGACTCATGCCACTTCAGCTCTGCTCAACTTCAGCGAGAATT

GCACACATGATATTTT

Ca_LG_5:16142733 AAGTTCGTATATGTGCTCCTTTTCAAGAAATTATTCATACTCAT

CTCCGAATATAGCTTTATTCATGGTTATGATGCGTGAATCGTC

GTTGCTGCCCATG

G/A TTCCTTTTTACTTGGATGTCAAGACATGCCCCGTATTTAGCA

AGGCATGGGTGACTTATTTTAGGAGCAACAGCGACTGATTTT

CCTCGATTCAGTTTTT

Ca_LG_5:16142736 TTCGTATATGTGCTCCTTTTCAAGAAATTATTCATACTCATCTC

CGAATATAGCTTTATTCATGGTTATGATGCGTGAATCGTCGTT

GCTGCCCATGTTC

C/G CTTTTTACTTGGATGTCAAGACATGCCCCGTATTTAGCAAGG

CATGGGTGACTTATTTTAGGAGCAACAGCGACTGATTTTCCT

CGATTCAGTTTTTTAG

Ca_LG_5:16142773 TCATCTCCGAATATAGCTTTATTCATGGTTATGATGCGTGAAT

CGTCGTTGCTGCCCATGTTCCTTTTTACTTGGATGTCAAGACA

TGCCCCGTATTTAG

G/C CAAGGCATGGGTGACTTATTTTAGGAGCAACAGCGACTGAT

TTTCCTCGATTCAGTTTTTTAGCTGCAACTTTGGCAGCTTTAT

TACCCTCCAGCTTTTG

Ca_LG_5:16142783 ATATAGCTTTATTCATGGTTATGATGCGTGAATCGTCGTTGCT

GCCCATGTTCCTTTTTACTTGGATGTCAAGACATGCCCCGTAT

TTAGCAAGGCATGG

G/A GTGACTTATTTTAGGAGCAACAGCGACTGATTTTCCTCGATT

CAGTTTTTTAGCTGCAACTTTGGCAGCTTTATTACCCTCCAG

CTTTTGTAGTTTGCCA

Ca_LG_5:16142784 TATAGCTTTATTCATGGTTATGATGCGTGAATCGTCGTTGCTG

CCCATGTTCCTTTTTACTTGGATGTCAAGACATGCCCCGTATT

TAGCAAGGCATGGG

G/T TGACTTATTTTAGGAGCAACAGCGACTGATTTTCCTCGATTC

AGTTTTTTAGCTGCAACTTTGGCAGCTTTATTACCCTCCAGC

TTTTGTAGTTTGCCAG

Ca_LG_5:16544262 TATGATGTCAGGAAAACAATGACTCGATCCTTTGTTTCCTAAT

TCCTATATTCGCTGCATTTTATAAGCAACCTAGAGGGCACTAC

CTCTACTTCAAATA

A/C TTTATATCATGTTCCTATACAATATTTTTTTTTATTCTTAGTTA

TTTGAGTTATGACTTGTTTTAAAGGATTGAGATTTATTAGCAA

CTATCATTTCCTC
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Ca_LG_5:16544286 CGATCCTTTGTTTCCTAATTCCTATATTCGCTGCATTTTATAAG

CAACCTAGAGGGCACTACCTCTACTTCAAATATTTATATCATG

TTCCTATACAATA

A/G TTTTTTTTTATTCTTAGTTATTTGAGTTATGACTTGTTTTAAAG

GATTGAGATTTATTAGCAACTATCATTTCCTCTTTTTTATTTTT

CCAATGCTTGTA

Ca_LG_5:16544287 GATCCTTTGTTTCCTAATTCCTATATTCGCTGCATTTTATAAGC

AACCTAGAGGGCACTACCTCTACTTCAAATATTTATATCATGTT

CCTATACAATAT

T/A TTTTTTTTATTCTTAGTTATTTGAGTTATGACTTGTTTTAAAGG

ATTGAGATTTATTAGCAACTATCATTTCCTCTTTTTTATTTTTC

CAATGCTTGTAG

Ca_LG_5:16544319 CATTTTATAAGCAACCTAGAGGGCACTACCTCTACTTCAAATA

TTTATATCATGTTCCTATACAATATTTTTTTTTATTCTTAGTTAT

TTGAGTTATGAC

C/A TTGTTTTAAAGGATTGAGATTTATTAGCAACTATCATTTCCTC

TTTTTTATTTTTCCAATGCTTGTAGCAGCATATTGTTCCTTTTC

TTTTGTTTTATTT

Ca_LG_5:16580335 ACTGGCGTGAACCACAATGTTTTAGAGAGGACAAAGTGGTCA

AACTCATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCT

GCAACGAAAAGGAAG

G/A CTTCAATGTTGCATTTGACTTGACCTTGCACTGGTGCAATCC

AATGTGTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAAC

TTTTGCATTTGTTAGT

Ca_LG_5:16580337 TGGCGTGAACCACAATGTTTTAGAGAGGACAAAGTGGTCAAA

CTCATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCTG

CAACGAAAAGGAAGCT

T/A TCAATGTTGCATTTGACTTGACCTTGCACTGGTGCAATCCAA

TGTGTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAACTT

TTGCATTTGTTAGTCC

Ca_LG_5:16580360 AGAGGACAAAGTGGTCAAACTCATCGTGTATGACAGTGCATA

TACCCACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGT

TGCATTTGACTTGACC

C/T TTGCACTGGTGCAATCCAATGTGTTAGCAGCTTGGTTGTCTC

ATTGCTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACA

ACTCTCTTGTGCGTTC

Ca_LG_5:16580363 GGACAAAGTGGTCAAACTCATCGTGTATGACAGTGCATATAC

CCACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTGC

ATTTGACTTGACCTTG

G/A CACTGGTGCAATCCAATGTGTTAGCAGCTTGGTTGTCTCATT

GCTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAACT

CTCTTGTGCGTTCATG

Ca_LG_5:16580365 ACAAAGTGGTCAAACTCATCGTGTATGACAGTGCATATACCCA

CCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTGCATTT

GACTTGACCTTGCA

A/T CTGGTGCAATCCAATGTGTTAGCAGCTTGGTTGTCTCATTGC

TGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAACTCT

CTTGTGCGTTCATGAA

Ca_LG_5:16580377 AACTCATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCT

GCAACGAAAAGGAAGCTTCAATGTTGCATTTGACTTGACCTTG

CACTGGTGCAATCC

C/T AATGTGTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAAC

TTTTGCATTTGTTAGTCCATGCACAACTCTCTTGTGCGTTCAT

GAACCATAAAAACAT

Ca_LG_5:16580382 ATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCTGCAA

CGAAAAGGAAGCTTCAATGTTGCATTTGACTTGACCTTGCACT

GGTGCAATCCAATGT

T/C GTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAACTTTTG

CATTTGTTAGTCCATGCACAACTCTCTTGTGCGTTCATGAAC

CATAAAAACATCTTCT

Ca_LG_5:16580404 CCCACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTG

CATTTGACTTGACCTTGCACTGGTGCAATCCAATGTGTTAGCA

GCTTGGTTGTCTCAT

T/C TGCTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAAC

TCTCTTGTGCGTTCATGAACCATAAAAACATCTTCTACTATGT

CATCCCAAATATGAT

Ca_LG_5:16580406 CACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTGCA

TTTGACTTGACCTTGCACTGGTGCAATCCAATGTGTTAGCAGC

TTGGTTGTCTCATTG

G/A CTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAACTC

TCTTGTGCGTTCATGAACCATAAAAACATCTTCTACTATGTCA

TCCCAAATATGATTG
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Ca_LG_5:17127789 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNCAGGGAATTTTT

T/C AGACTTTAAAGTTGAACTGGAAAGCATCCAATTCTTCCTTAA

GGATGCTGATAAAAGAGTTGCAGCTGATGGAGACAACAACA

ATGAATGAATCAAAATA

Ca_LG_5:17159396 TTTCATCCATTAATATACAAGTTGAGAACATAAGTTTCACAGCT

ACAAGCGAGAAGGTTGAGAGTTAACAGGGAAATAGGAAACAA

CAATAGGAGCTGTA

A/T GATCGCTGAGGATCCCCTTTGGGTTTTCTTGACAAAGAACCT

GCTTCCACCACCACAGGAGTAGTACTCTTTTCTTCTTTGGAA

TTAAAGCAGCAGAATA

Ca_LG_5:17500932 TAATTCCACCGCTTTACCTGATATTTCTTTTGCTTCTTCAAGGT

CCTTCTTTGGAAGTACTGAGGCTGCTAAGTCTGATCTGCAAGT

CAAACTGATGCAG

G/A GTAAAATCTCAGTCATCTCCATGATAAATTTTGTACGACAAC

CCAGTTAAATAACAACTGGTGCAATTATTGGCATGGCAGCAA

TGTGAATCATGGAACA

Ca_LG_5:17500974 GTCCTTCTTTGGAAGTACTGAGGCTGCTAAGTCTGATCTGCAA

GTCAAACTGATGCAGGTAAAATCTCAGTCATCTCCATGATAAA

TTTTGTACGACAAC

C/T CCAGTTAAATAACAACTGGTGCAATTATTGGCATGGCAGCAA

TGTGAATCATGGAACAGCACTTTGCCCCTTTTCTGGAAACGT

ATTAGGTTGATTGTAG

Ca_LG_5:18375842 AATAAATACATAAGAGAGGTGTTGAGAGATCTTGGAACAGAA

CATCAGTGAATCACCTCCACCTCCATATGTTGTTGAGATCAGA

TTTTCAAAAACAGTA

A/T ACTACATACGATCATAGAATTACAAAGACTGGCTTATCTCAG

CAAAATGCAGCTTCACTTTATTATTTAAAATGAGGTGCATTTC

ATGAAGCTAGGAATG

Ca_LG_5:18375851 ATAAGAGAGGTGTTGAGAGATCTTGGAACAGAACATCAGTGA

ATCACCTCCACCTCCATATGTTGTTGAGATCAGATTTTCAAAA

ACAGTAACTACATAC

C/T GATCATAGAATTACAAAGACTGGCTTATCTCAGCAAAATGCA

GCTTCACTTTATTATTTAAAATGAGGTGCATTTCATGAAGCTA

GGAATGATTTCTTAC

Ca_LG_5:18375871 TCTTGGAACAGAACATCAGTGAATCACCTCCACCTCCATATGT

TGTTGAGATCAGATTTTCAAAAACAGTAACTACATACGATCAT

AGAATTACAAAGAC

C/T TGGCTTATCTCAGCAAAATGCAGCTTCACTTTATTATTTAAAA

TGAGGTGCATTTCATGAAGCTAGGAATGATTTCTTACTTGGA

ATCTCTTACATTTTG

Ca_LG_5:18375874 TGGAACAGAACATCAGTGAATCACCTCCACCTCCATATGTTGT

TGAGATCAGATTTTCAAAAACAGTAACTACATACGATCATAGA

ATTACAAAGACTGG

G/A CTTATCTCAGCAAAATGCAGCTTCACTTTATTATTTAAAATGA

GGTGCATTTCATGAAGCTAGGAATGATTTCTTACTTGGAATC

TCTTACATTTTGGTG

Ca_LG_5:18653777 CTTGTAGCTGGATTCTCCAGAACCACAAGAATCCTTAGTTTGA

ATTTGAATAGGATTTCAACTCAGCACCTTTTGATATTTTGAGAA

GAGTTGCTCTTTA

A/G GAGAGCACAATACGATGAAAGTTGTAAGCTGCGTTCGGAGG

GTTATTGTCTACCATTGGCCTCTATGGTACAATCAGTCGGGG

CCTAAGAGACGGTGGTT

Ca_LG_5:18653787 GATTCTCCAGAACCACAAGAATCCTTAGTTTGAATTTGAATAG

GATTTCAACTCAGCACCTTTTGATATTTTGAGAAGAGTTGCTC

TTTAGAGAGCACAA

A/G TACGATGAAAGTTGTAAGCTGCGTTCGGAGGGTTATTGTCTA

CCATTGGCCTCTATGGTACAATCAGTCGGGGCCTAAGAGAC

GGTGGTTTACCCTGTGG

Ca_LG_5:18654368 ATCTTAGTAGCCAGAGGAAAAGAAAGCAAAAGCGATTACCGT

AGTAGCGGCAAGAAAAATGGGAACAACCTAAACCGTGAAAAC

GGGGTTGTGGGAGAGA

A/C AATACAAGTGTCGTGTTGCTAGGCAAAGCAATCGAATGTTGC

ACCCTAGATGGTGGAAGTCCTGTAGCCGAAAGCATCACTAG

CTTATGCTCTAACCCGA

Ca_LG_5:18654377 GCCAGAGGAAAAGAAAGCAAAAGCGATTACCGTAGTAGCGG

CAAGAAAAATGGGAACAACCTAAACCGTGAAAACGGGGTTGT

GGGAGAGAAATACAAGT

T/C GTCGTGTTGCTAGGCAAAGCAATCGAATGTTGCACCCTAGA

TGGTGGAAGTCCTGTAGCCGAAAGCATCACTAGCTTATGCT

CTAACCCGAGTAGCATGG
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Ca_LG_5:18654424 AAATGGGAACAACCTAAACCGTGAAAACGGGGTTGTGGGAGA

GAAATACAAGTGTCGTGTTGCTAGGCAAAGCAATCGAATGTT

GCACCCTAGATGGTGG

G/A AAGTCCTGTAGCCGAAAGCATCACTAGCTTATGCTCTAACCC

GAGTAGCATGGGGCACGTGGAATCCCGTGTGAATCAGCAA

GGACCACCTTGCAAGGCT

Ca_LG_5:18654431 AACAACCTAAACCGTGAAAACGGGGTTGTGGGAGAGAAATAC

AAGTGTCGTGTTGCTAGGCAAAGCAATCGAATGTTGCACCCT

AGATGGTGGAAGTCCT

T/A GTAGCCGAAAGCATCACTAGCTTATGCTCTAACCCGAGTAG

CATGGGGCACGTGGAATCCCGTGTGAATCAGCAAGGACCAC

CTTGCAAGGCTAATACTA

Ca_LG_5:19728236 AGCAATTTAAGATTTTTTTTTGCTGCCTTCATTGCAGCAATTTA

AGATTTTTTTTTTTTGCTGCCTTCATTGCAGCAACTTAAGATCC

CTTTTTTGCTGC

C/T CTTCATTGCAGCTACTTAACATCTGTTAAANNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNN

Ca_LG_5:19770007 ATGAAATCCAGGATTTTGATGTAACATTTGGCATCTATGGAAG

TGTCATAGGCTGCACAACTGGATGCATCTATGAAATAATATAG

TTAATGTAAGTTAT

T/G ATTTTTTTCACATGTTTACTACCTATACTGATGCATAAACGGA

TTGAAACTAAAAGCTTACGTTATTTATTGTTGAAGAAATAAAA

ATGTACATTTACAA

Ca_LG_5:19770036 GGCATCTATGGAAGTGTCATAGGCTGCACAACTGGATGCATC

TATGAAATAATATAGTTAATGTAAGTTATATTTTTTTCACATGTT

TACTACCTATACT

T/A GATGCATAAACGGATTGAAACTAAAAGCTTACGTTATTTATT

GTTGAAGAAATAAAAATGTACATTTACAAACTTATATGTTTAG

ATGTACTAATGAATT

Ca_LG_5:19770058 GCTGCACAACTGGATGCATCTATGAAATAATATAGTTAATGTA

AGTTATATTTTTTTCACATGTTTACTACCTATACTGATGCATAA

ACGGATTGAAACT

T/C AAAAGCTTACGTTATTTATTGTTGAAGAAATAAAAATGTACAT

TTACAAACTTATATGTTTAGATGTACTAATGAATTTGTGTAGA

TTTACATGACACTT

Ca_LG_5:20631627 TATCCTGTTCTGACTCATCTAGTCTATGCAACTCCATTTTGTG

CTCCCTGAGCTTTCCAAACAATGTTGCGATGGTCATTTTTGCC

AGATCTTTTGACTC

C/T AGCAATAGCAGTTATTTTGGGCTGCCATTCTCTTGTTAAACA

CCTCATGATTTTTTCAATCTGCTGTTCATTTTCCACATGTTTT

CCCAGGGCATGAAGG

Ca_LG_5:20631635 TCTGACTCATCTAGTCTATGCAACTCCATTTTGTGCTCCCTGA

GCTTTCCAAACAATGTTGCGATGGTCATTTTTGCCAGATCTTT

TGACTCAGCAATAG

G/T CAGTTATTTTGGGCTGCCATTCTCTTGTTAAACACCTCATGA

TTTTTTCAATCTGCTGTTCATTTTCCACATGTTTTCCCAGGGC

ATGAAGGTTGTTTAC

Ca_LG_5:20631637 TGACTCATCTAGTCTATGCAACTCCATTTTGTGCTCCCTGAGC

TTTCCAAACAATGTTGCGATGGTCATTTTTGCCAGATCTTTTG

ACTCAGCAATAGCA

A/T GTTATTTTGGGCTGCCATTCTCTTGTTAAACACCTCATGATTT

TTTCAATCTGCTGTTCATTTTCCACATGTTTTCCCAGGGCATG

AAGGTTGTTTACGA

Ca_LG_5:20737748 TATAATCATAGTTTCTCTTTTCCAACATTCCGACACGTTTCACT

CGATTTCCATTCAATTTGTTACTGTCGCCGTTGCCACTATTTC

CGGCAAATTTTCT

T/C ATCGAACAACAGTCATCTTCAGATCAAGTCATGACCAAAAGC

GCGTCGCCAAAAACCGTCACACGCGCTGCAAATCTCTCATG

CGAGTAGATATGTCGCT

Ca_LG_5:20737863 TCTTCAGATCAAGTCATGACCAAAAGCGCGTCGCCAAAAACC

GTCACACGCGCTGCAAATCTCTCATGCGAGTAGATATGTCGC

TGCTGCCGCTACTGCC

C/T TGTCGTTGCTGCTGTCACGTCTCCTACTGCTGCCATCTGTG

GTTACTGCCTGTCGTTGCTGCTGTCACGTCTCCTACTGCTGC

CATCTGTGGTTGCTGCA

Ca_LG_5:22170319 CATCACCATATTTTTAAACAATTGCTCATCCAATCATTTTATGA

AGGTATGCTACCTATGGATAGAAGCATTTTGGATGCTGCTAGT

GGGGGAGCACTTG

G/A TCGATAAGACCCCAGAAGCGGCAAAAGCTTTGATTGAGAAC

ATGTCCATTAATTCTCAGTAGTTTACAACTAGAAGCAATTCAG

TAGTGTTGATAAGGGG
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Ca_LG_5:22170327 TATTTTTAAACAATTGCTCATCCAATCATTTTATGAAGGTATGC

TACCTATGGATAGAAGCATTTTGGATGCTGCTAGTGGGGGAG

CACTTGTCGATAAG

G/A ACCCCAGAAGCGGCAAAAGCTTTGATTGAGAACATGTCCAT

TAATTCTCAGTAGTTTACAACTAGAAGCAATTCAGTAGTGTT

GATAAGGGGTATGAATG

Ca_LG_5:22170334 AAACAATTGCTCATCCAATCATTTTATGAAGGTATGCTACCTAT

GGATAGAAGCATTTTGGATGCTGCTAGTGGGGGAGCACTTGT

CGATAAGACCCCAG

G/A AAGCGGCAAAAGCTTTGATTGAGAACATGTCCATTAATTCTC

AGTAGTTTACAACTAGAAGCAATTCAGTAGTGTTGATAAGGG

GTATGAATGAAATTCA

Ca_LG_5:22170374 CTATGGATAGAAGCATTTTGGATGCTGCTAGTGGGGGAGCAC

TTGTCGATAAGACCCCAGAAGCGGCAAAAGCTTTGATTGAGA

ACATGTCCATTAATTC

C/T TCAGTAGTTTACAACTAGAAGCAATTCAGTAGTGTTGATAAG

GGGTATGAATGAAATTCAAGCTTCTTTCCACAAGAATTTAGA

AAGCAGACTTGATGAG

Ca_LG_5:22170379 GATAGAAGCATTTTGGATGCTGCTAGTGGGGGAGCACTTGTC

GATAAGACCCCAGAAGCGGCAAAAGCTTTGATTGAGAACATG

TCCATTAATTCTCAGT

T/A AGTTTACAACTAGAAGCAATTCAGTAGTGTTGATAAGGGGTA

TGAATGAAATTCAAGCTTCTTTCCACAAGAATTTAGAAAGCA

GACTTGATGAGCTTAC

Ca_LG_5:24175662 TGGATGTTCGTGTTAAAAATAAAGCCGGCAAAGTTGCAGCTC

AAAAACTGGATCGGGGAAATAAAGCTGCCAAAGTTGCAGCTC

AAAAACTAGATCGGGA

A/G AAAATCAGTTGCTGCTCCTGCTCCTAAAATAAGTTAGCCATG

TCTTGCTCGATATGGGTCGTGTCTTGACATAAAAGTAAAAAC

GAATTAGGGCAACAAC

Ca_LG_5:24179245 GATTTCTTGCAGCCAAAGATCAGCCTTGTCGGGGTCATGTTC

CCCTTTAAATTTAGGCGAATCTTGTCGACGAAATTCATTCAAT

GTTCTTGCTGCACTG

G/A GCTGCTTCATCCCTCTAATCTCTTTGTGCATCTCGTTGAGCC

TAGACCGCAGCTTGTTGGGCCATTGCTGCGGCCATTGCATT

CATTGCTTGGATTGCTT

Ca_LG_5:24179265 CAGCCTTGTCGGGGTCATGTTCCCCTTTAAATTTAGGCGAATC

TTGTCGACGAAATTCATTCAATGTTCTTGCTGCACTGGCTGCT

TCATCCCTCTAATC

C/A TCTTTGTGCATCTCGTTGAGCCTAGACCGCAGCTTGTTGGG

CCATTGCTGCGGCCATTGCATTCATTGCTTGGATTGCTTCAA

TCATGTCGTTTCTTCCT

Ca_LG_5:24179266 AGCCTTGTCGGGGTCATGTTCCCCTTTAAATTTAGGCGAATCT

TGTCGACGAAATTCATTCAATGTTCTTGCTGCACTGGCTGCTT

CATCCCTCTAATCT

T/C CTTTGTGCATCTCGTTGAGCCTAGACCGCAGCTTGTTGGGC

CATTGCTGCGGCCATTGCATTCATTGCTTGGATTGCTTCAAT

CATGTCGTTTCTTCCTT

Ca_LG_5:24179269 CTTGTCGGGGTCATGTTCCCCTTTAAATTTAGGCGAATCTTGT

CGACGAAATTCATTCAATGTTCTTGCTGCACTGGCTGCTTCAT

CCCTCTAATCTCTT

T/A TGTGCATCTCGTTGAGCCTAGACCGCAGCTTGTTGGGCCAT

TGCTGCGGCCATTGCATTCATTGCTTGGATTGCTTCAATCAT

GTCGTTTCTTCCTTGGG

Ca_LG_5:24179293 AAATTTAGGCGAATCTTGTCGACGAAATTCATTCAATGTTCTT

GCTGCACTGGCTGCTTCATCCCTCTAATCTCTTTGTGCATCTC

GTTGAGCCTAGACC

C/T GCAGCTTGTTGGGCCATTGCTGCGGCCATTGCATTCATTGC

TTGGATTGCTTCAATCATGTCGTTTCTTCCTTGGGGAACCGA

TTGGTTTGTGCGACGAG

Ca_LG_5:24179297 TTAGGCGAATCTTGTCGACGAAATTCATTCAATGTTCTTGCTG

CACTGGCTGCTTCATCCCTCTAATCTCTTTGTGCATCTCGTTG

AGCCTAGACCGCAG

G/T CTTGTTGGGCCATTGCTGCGGCCATTGCATTCATTGCTTGGA

TTGCTTCAATCATGTCGTTTCTTCCTTGGGGAACCGATTGGT

TTGTGCGACGAGTCAT

Ca_LG_5:25167090 GCAGAACCAAAACAAGCAGAACCAGAACAAGCAGCACATCAA

AATGCAGAACCAGAACAAGCAGAACCAGAACAAGCAGCACAG

AATAATGCAGAACCAA

A/G AACAAGCAGAACCAGAACAAGCAGCACATCAAAATGCAGAA

CCAGAACAAGCAGCACATAATAATGCAGAACCAGAACAAGC

ACATCAAAATGTAGAACA
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Ca_LG_5:25167184 AACCAAAACAAGCAGAACCAGAACAAGCAGCACATCAAAATG

CAGAACCAGAACAAGCAGCACATAATAATGCAGAACCAGAAC

AAGCACATCAAAATGT

T/C AGAACAAGCACATCAAAATGCAGAACAATGCAGAACATCAC

AATGTAGAACAAGCAGCACATCAAAATGCAGAATAATGCAGA

ACAAGCAGCACATCAAA

Ca_LG_5:25167230 ACCAGAACAAGCAGCACATAATAATGCAGAACCAGAACAAGC

ACATCAAAATGTAGAACAAGCACATCAAAATGCAGAACAATGC

AGAACATCACAATGT

T/C AGAACAAGCAGCACATCAAAATGCAGAATAATGCAGAACAA

GCAGCACATCAAAATCCAGAATTGAACTAGCAGAATAAAACC

AGAACAAGCACAAGAAT

Ca_LG_5:26747814 TATGGAATCAGCAAATATAGATACTTCAGTGAAAAAAGGGAAT

ATAATATCAGTTGATAAGGATGCAGCTCCAGGGCAAGCTTCT

GATTCTTGTGTCGAC

C/T GCCGAGTTGGCATTTAAAGAGAGTGAACAATCTAAGGAGCA

GCAAGCATCCATGTTAAAAGAAACCAGTAATTCAAAATATGT

TTCTTGGGATGGCGACA

Ca_LG_5:27299558 GAGAAATCATTTCTCTCTTTTTCTCTCTTCTCTCTCTTTCTCTCT

TCTCCATCTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCT

TGCTGCATTCG

G/A ATTATGCCGATCTTCTCGCTTGCTACATTTGATTATGCCGAT

CTTCTCGCTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTT

TCCTTCTTTCTTTCT

Ca_LG_5:27299562 AATCATTTCTCTCTTTTTCTCTCTTCTCTCTCTTTCTCTCTTCTC

CATCTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCTTGCT

GCATTCGATTA

A/C TGCCGATCTTCTCGCTTGCTACATTTGATTATGCCGATCTTC

TCGCTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTTTCCT

TCTTTCTTTCTTTCT

Ca_LG_5:27299565 CATTTCTCTCTTTTTCTCTCTTCTCTCTCTTTCTCTCTTCTCCAT

CTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCTTGCTGC

ATTCGATTATGC

C/T CGATCTTCTCGCTTGCTACATTTGATTATGCCGATCTTCTCG

CTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTTTCCTTCT

TTCTTTCTTTCTGGT

Ca_LG_5:27299583 TCTTCTCTCTCTTTCTCTCTTCTCCATCTTCTCTCTTCGTTTCT

CTATCTTGGTCGTTCTCGCTTGCTGCATTCGATTATGCCGATC

TTCTCGCTTGCTA

A/G CATTTGATTATGCCGATCTTCTCGCTTGCTGCATCTGTGCTG

ACATTTTGCCTGTATTTTTCCTTCTTTCTTTCTTTCTGGTTAAG

TTGTCATTTTATTT

Ca_LG_5:27299606 CCATCTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCTTGC

TGCATTCGATTATGCCGATCTTCTCGCTTGCTACATTTGATTAT

GCCGATCTTCTC

C/T GCTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTTTCCTTC

TTTCTTTCTTTCTGGTTAAGTTGTCATTTTATTTTAAGTCATTA

ACCATATTTATAT

Ca_LG_5:27657951 ACAAGCCACAGGCATAAATGTAATCAAAGTCTGCTTTTGGCAT

ATGCTGTTGCAGCTGCTGCAGCATTGAGTTTGTCAAATCCTTT

TGTAATGGAATACA

A/G AAGGAAATGATAGCAGCAGAGATTCAGAGATGACTGAGAAA

TCTAGCATGGGAGGCAATGATAAGGACATTGATAAAAAAGA

AAAGACAAGGAGAAAGAA

Ca_LG_5:28037026 AAGGAAGGCGGCCACATTACCTAAGGGAGGCGGCCACAAAG

CTCAGACTCAGTGGCTAGGCAACAAACAGAAGGAATGAGAAC

GAAGAAAGACGAAGACA

A/G GCGATGGCTAGGATGACATCACCGACGACAACGACAATACG

GTGGCAGCACGACAATGTCAAAATGCATGGTTGCCGTTGAC

AGCGACGACAGTGACCTT

Ca_LG_5:29178061 AAATAGAAACCGCAATGAAGGTGGGTGGTAGGTTTATGCGGC

AAATTTATGCGGAAGCAAATAGGTATAAAAAAATCTCAAGTTG

CTGCAATGAAGGCAA

A/G CAAAAAGGCAAAAAGAAATCTCACGTTGCTGCAATGAAGGC

AGTAAAAAGGGCCATTCCATTCTCGAGCATGTTCAATCGTCC

TCCCCAAGTGCTTGTTC

Ca_LG_5:31834738 TGAGTGAAAAGTATCATGTAGTGAGGAATGTCTCGAATCTCAT

GTTAGACAACTAAATGCATCTCGAGGTGATGTAGAGGAACTG

GGGGACCTTCTCGAA

A/G CACATGATAGGCAATTGAGAGACATTTGTTTTCTCTGACACA

TATTGTTTAGTTGCACTTAATAGGTCGACTTTGTCTCTAGCG

GCCAACCACTCATAAT
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Ca_LG_5:31834743 GAAAAGTATCATGTAGTGAGGAATGTCTCGAATCTCATGTTAG

ACAACTAAATGCATCTCGAGGTGATGTAGAGGAACTGGGGGA

CCTTCTCGAACACAT

T/G GATAGGCAATTGAGAGACATTTGTTTTCTCTGACACATATTG

TTTAGTTGCACTTAATAGGTCGACTTTGTCTCTAGCGGCCAA

CCACTCATAATTGGTC

Ca_LG_5:32180340 CTAATACCCCAAGAGATGATCCATGATCTACATACAGAACCTC

GTAATCACACTGATGATTCGGGTCATCACAGTGATGATTTTGA

ATTGCAGCGCATAC

C/T GGGATCCGTACATTTCACAATGTTATTATGCGGTTTATAAAG

TTGTTCTACAGGCTGCAAACAAACCAAGTTCAATTCAAAATT

ACCATAACATCATTCC

Ca_LG_5:32180391 ACTGATGATTCGGGTCATCACAGTGATGATTTTGAATTGCAGC

GCATACGGGATCCGTACATTTCACAATGTTATTATGCGGTTTA

TAAAGTTGTTCTAC

C/T AGGCTGCAAACAAACCAAGTTCAATTCAAAATTACCATAACA

TCATTCCTTAGTAGTAACAAAATATTGTAAGGTAAAACATACC

TTGGTGCAACCTGTA

Ca_LG_5:32187420 GAACTTATTGTCATTTGTAAATAAATATGCTGCTAGTGGCTTT

GTTCCGGAGTTTATCACATCGAAGCTTTCTTCCAGCTTATTCA

CCTGTTCCAGGCAA

A/C AAAGCAAGATTATAATTTGATACAAGCTGATGAAGGGTATCG

ATGAATATTCGAAGTATAAATACATGTTTCCAAGTTATTAGTT

AAGCAATTAGCTAAA

Ca_LG_5:32187428 TGTCATTTGTAAATAAATATGCTGCTAGTGGCTTTGTTCCGGA

GTTTATCACATCGAAGCTTTCTTCCAGCTTATTCACCTGTTCC

AGGCAAAAAGCAAG

G/A ATTATAATTTGATACAAGCTGATGAAGGGTATCGATGAATAT

TCGAAGTATAAATACATGTTTCCAAGTTATTAGTTAAGCAATT

AGCTAAAACGTTTTG

Ca_LG_5:33219485 GATTACTTCAGAAGCAACATAAAATAGATAAGATTTTGTCTTC

GATTTTTGATGTTTTCTATCCTCGTGATTTTTTATTTGTGCAAG

CATTGGATTGTCT

T/C GATGTTGGATCTATCACACAATCATTCTCAGCAGCCTCCCAA

ACACCATTAGCATCAAGATAAGCCTCAATTCTGGTTCCTCAT

ATGTGATAGTTCCCAC

Ca_LG_5:33219489 ACTTCAGAAGCAACATAAAATAGATAAGATTTTGTCTTCGATTT

TTGATGTTTTCTATCCTCGTGATTTTTTATTTGTGCAAGCATTG

GATTGTCTGATG

G/T TTGGATCTATCACACAATCATTCTCAGCAGCCTCCCAAACAC

CATTAGCATCAAGATAAGCCTCAATTCTGGTTCCTCATATGT

GATAGTTCCCACCTTA

Ca_LG_5:33219497 AGCAACATAAAATAGATAAGATTTTGTCTTCGATTTTTGATGTT

TTCTATCCTCGTGATTTTTTATTTGTGCAAGCATTGGATTGTCT

GATGTTGGATCT

T/G ATCACACAATCATTCTCAGCAGCCTCCCAAACACCATTAGCA

TCAAGATAAGCCTCAATTCTGGTTCCTCATATGTGATAGTTC

CCACCTTAAAAAATTG

Ca_LG_5:33405843 AAGGGTGGAAAACGTGATTGGAGGCCATTCAAATCTGTGGAT

GAAGAAGGAAGAGGGAAGAAAAATGAGAGCAGCAATGGAATT

AGAGTAGAAAATGAAC

C/T ACGAAATTGGTCATCCCTTGGTTCACTCACCTAGCAATGAAG

AACATAAATATATACCAGTATCCCATTGGAAAGCTGAGGATG

CAGCCAGTTGGCATAA

Ca_LG_5:33760675 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGCATTTGT

GGCGGCCAAAGCAGCCACAATGCCAACGGATACTATCCATTT

GTGACGGCCTGAGCGGT

T/C CAGAAATGCCAGCTGTATTGGGCCTCCTTTGTGGCGGCATT

TGCAGCCACAAATTCCACGTGCGCATTTCTTTGTGGCGACCT

TTGCAGCCACAAATGCC

Ca_LG_5:35336065 AATTTACCTTGTGTCTTGATGTGGCAGGCGCATGAAAAAATCT

AGTGTTCAAATCTTCTTCTTTCAACCAGAATGATTTAGCTCGTT

GTCGCAAAAAAAT

T/C GTTTTCTTTGACTACCAGTGATGTCATTTGCTTTGCAAATAAG

TGAATCTTTCCGCATTTGTGTTGCTGCCCGATTGATGCGCAT

TTTCTGGTGCTTTCT

Ca_LG_5:35336068 TTACCTTGTGTCTTGATGTGGCAGGCGCATGAAAAAATCTAGT

GTTCAAATCTTCTTCTTTCAACCAGAATGATTTAGCTCGTTGTC

GCAAAAAAATGTT

T/C TTCTTTGACTACCAGTGATGTCATTTGCTTTGCAAATAAGTGA

ATCTTTCCGCATTTGTGTTGCTGCCCGATTGATGCGCATTTT

CTGGTGCTTTCTTAC



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_5:35336080 TTGATGTGGCAGGCGCATGAAAAAATCTAGTGTTCAAATCTTC

TTCTTTCAACCAGAATGATTTAGCTCGTTGTCGCAAAAAAATG

TTTTCTTTGACTAC

C/G CAGTGATGTCATTTGCTTTGCAAATAAGTGAATCTTTCCGCA

TTTGTGTTGCTGCCCGATTGATGCGCATTTTCTGGTGCTTTC

TTACATTGTATAATTT

Ca_LG_5:35336086 TGGCAGGCGCATGAAAAAATCTAGTGTTCAAATCTTCTTCTTT

CAACCAGAATGATTTAGCTCGTTGTCGCAAAAAAATGTTTTCT

TTGACTACCAGTGA

A/G TGTCATTTGCTTTGCAAATAAGTGAATCTTTCCGCATTTGTGT

TGCTGCCCGATTGATGCGCATTTTCTGGTGCTTTCTTACATT

GTATAATTTCTTAAC

Ca_LG_5:35336087 GGCAGGCGCATGAAAAAATCTAGTGTTCAAATCTTCTTCTTTC

AACCAGAATGATTTAGCTCGTTGTCGCAAAAAAATGTTTTCTT

TGACTACCAGTGAT

T/A GTCATTTGCTTTGCAAATAAGTGAATCTTTCCGCATTTGTGTT

GCTGCCCGATTGATGCGCATTTTCTGGTGCTTTCTTACATTG

TATAATTTCTTAACG

Ca_LG_5:35490898 ATTTAAGATGGTATCAGAGCTCCTGATCCTTGGGAGCCTCTG

ACCGTGCCTGTAAACCCTAAGTTGCAGCCTTCATTGTTGCGC

CACCTTTAAGCATTGC

C/T TGCAGCCTTCATTGCAGCGCAACCCTCCGTGCCTGTAAACC

CTAAGTTGCAGCCTTCATTGCTGCGCTACCTTTAAGCATTGT

TGCAGCCTTCATTGCAG

Ca_LG_5:35490926 CTTGGGAGCCTCTGACCGTGCCTGTAAACCCTAAGTTGCAGC

CTTCATTGTTGCGCCACCTTTAAGCATTGCTGCAGCCTTCATT

GCAGCGCAACCCTCC

C/A GTGCCTGTAAACCCTAAGTTGCAGCCTTCATTGCTGCGCTAC

CTTTAAGCATTGTTGCAGCCTTCATTGCAGCACAACCCTCTC

TTCCTTGATCATGGCT

Ca_LG_5:36109771 CGAGGTTAAGGTTCTACATTTCAGTGAGGCACACACCCTTGG

TGCTTTTGACATGCTTTTAGTGCCCCTTATTGATAACTGTAATT

AAAAATCCCGTAGA

A/C AGCTCAGCCACATAATGTAATATGAATAATTATAAGGGAAGT

AAAATAGTCTGAATGTTGTTAAAAAGTTATCTGATCCGTGGG

ACTATGTTTTGCAACA

Ca_LG_5:37312384 ATGTAACAGGTATAAAACTTTGTGGCGCCCTGGGCGGCCAAA

AAATGCCATGTAACTTTATTCTTTTGTGGCGGCATTTGCAACC

ACAAAATGCAAAGGC

C/A TCAGGCTTTTGTGGCGGCCTTTGCAGCCACAAAATGTAATGT

CCCTTCAGACATTTGTGGCGGCCTTTACCCTCACAAAATTTA

GATTTTGTGGCTGTAA

Ca_LG_5:37524302 ATTGTGGAAGAAGTTGGGGAAGAATGTTGAACAGACTGTGAC

CGACAATGCAGCAAATTACAACGTTGCTGGTGCAATGTTAATG

GAAAAAAGAAAGAAA

A/G CTTTATTGGACACCATGTGCAGCACTTGTATTGATCTTATGA

TAAAAGAGGATTTTGAGAAAAAAACTAAAAGTTCATCGTGAA

ACAATTTCAAAGAGTA

Ca_LG_5:37524303 TTGTGGAAGAAGTTGGGGAAGAATGTTGAACAGACTGTGACC

GACAATGCAGCAAATTACAACGTTGCTGGTGCAATGTTAATG

GAAAAAAGAAAGAAAC

C/T TTTATTGGACACCATGTGCAGCACTTGTATTGATCTTATGATA

AAAGAGGATTTTGAGAAAAAAACTAAAAGTTCATCGTGAAAC

AATTTCAAAGAGTAA

Ca_LG_5:37524308 GAAGAAGTTGGGGAAGAATGTTGAACAGACTGTGACCGACAA

TGCAGCAAATTACAACGTTGCTGGTGCAATGTTAATGGAAAAA

AGAAAGAAACTTTAT

T/C TGGACACCATGTGCAGCACTTGTATTGATCTTATGATAAAAG

AGGATTTTGAGAAAAAAACTAAAAGTTCATCGTGAAACAATT

TCAAAGAGTAAGAAAA

Ca_LG_5:37524312 AAGTTGGGGAAGAATGTTGAACAGACTGTGACCGACAATGCA

GCAAATTACAACGTTGCTGGTGCAATGTTAATGGAAAAAAGAA

AGAAACTTTATTGGA

A/G CACCATGTGCAGCACTTGTATTGATCTTATGATAAAAGAGGA

TTTTGAGAAAAAAACTAAAAGTTCATCGTGAAACAATTTCAAA

GAGTAAGAAAATTAT

Ca_LG_5:37838689 GAACGTCGTTCCGTGGAATATATGACTCATGCTCCTTTAGGTT

CTTTAAATCTCGTTGGCATAGCTACAGAGATTAATGCAGTCAA

TTATGTCTCTCCTG

G/A GAAGTTGGTTAGCTACTTCTCATTTTGTTCTAGAATTCTTCCT

ATTTGTAGGTCATTTATGGAACACGAGAAGAGCTCACACAGC

TGCCACAGAATTTGA
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Ca_LG_5:37838723 CTTTAGGTTCTTTAAATCTCGTTGGCATAGCTACAGAGATTAA

TGCAGTCAATTATGTCTCTCCTGGAAGTTGGTTAGCTACTTCT

CATTTTGTTCTAGA

A/G ATTCTTCCTATTTGTAGGTCATTTATGGAACACGAGAAGAGC

TCACACAGCTGCCACAGAATTTGAAAACGGAATTGATCGAG

ATTTTGAGACTGTCCTT

Ca_LG_5:37838736 AAATCTCGTTGGCATAGCTACAGAGATTAATGCAGTCAATTAT

GTCTCTCCTGGAAGTTGGTTAGCTACTTCTCATTTTGTTCTAG

AATTCTTCCTATTT

T/C GTAGGTCATTTATGGAACACGAGAAGAGCTCACACAGCTGC

CACAGAATTTGAAAACGGAATTGATCGAGATTTTGAGACTGT

CCTTTCCATGACTCCTC

Ca_LG_5:37838752 GCTACAGAGATTAATGCAGTCAATTATGTCTCTCCTGGAAGTT

GGTTAGCTACTTCTCATTTTGTTCTAGAATTCTTCCTATTTGTA

GGTCATTTATGGA

A/C ACACGAGAAGAGCTCACACAGCTGCCACAGAATTTGAAAAC

GGAATTGATCGAGATTTTGAGACTGTCCTTTCCATGACTCCT

CTTAATTGAGACATGAA

Ca_LG_5:37838755 ACAGAGATTAATGCAGTCAATTATGTCTCTCCTGGAAGTTGGT

TAGCTACTTCTCATTTTGTTCTAGAATTCTTCCTATTTGTAGGT

CATTTATGGAACA

A/G CGAGAAGAGCTCACACAGCTGCCACAGAATTTGAAAACGGA

ATTGATCGAGATTTTGAGACTGTCCTTTCCATGACTCCTCTT

AATTGAGACATGAAATC

Ca_LG_5:37838758 GAGATTAATGCAGTCAATTATGTCTCTCCTGGAAGTTGGTTAG

CTACTTCTCATTTTGTTCTAGAATTCTTCCTATTTGTAGGTCAT

TTATGGAACACGA

A/G GAAGAGCTCACACAGCTGCCACAGAATTTGAAAACGGAATT

GATCGAGATTTTGAGACTGTCCTTTCCATGACTCCTCTTAAT

TGAGACATGAAATCCAA

Ca_LG_5:40489652 ATGGATATTAAACAAAGGGAATAATATTAGAGTTTGCATTTGG

TTATGGTGACACAACAAAAATCAAACCTTAAATCATTGCAGCA

ACATACTACGTTCT

T/C AAAAACCAAAATCCTAATAACAGAACTTATCTAGGAAGGTTT

ATATAAAATTACCTAATGCAGCAACCAATTTAGCAGGGAACT

TTTGACCATGAGATAT

Ca_LG_5:40995033 TTTAAGTGGTGTTTTCAGTGGCAGACGAGTGAGTAACACGTA

AGAACCTGCCCATATGAGGGGGACAACAGCTGGAAACAATTG

CTAATACCCCATAGGT

T/C TGAGGAGCAAAAGGAGGAATCTGCCCACGGAGGGGCTCAC

GTTTGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCGA

TGATCAGTAGCTAGTTCG

Ca_LG_5:40995055 AGACGAGTGAGTAACACGTAAGAACCTGCCCATATGAGGGG

GACAACAGCTGGAAACAATTGCTAATACCCCATAGGTTGAGG

AGCAAAAGGAGGAATCT

T/C GCCCACGGAGGGGCTCACGTTTGATTAGCTAGTTGATGAGG

TAATAGCTTACCAAGGCGATGATCAGTAGCTAGTTCGAGAG

GGTGATCAACCACACTGG

Ca_LG_5:40995072 GTAAGAACCTGCCCATATGAGGGGGACAACAGCTGGAAACAA

TTGCTAATACCCCATAGGTTGAGGAGCAAAAGGAGGAATCTG

CCCACGGAGGGGCTCA

A/G CGTTTGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCG

ATGATCAGTAGCTAGTTCGAGAGGGTGATCAACCACACTGG

GACGAGAGGATAATCAA

Ca_LG_5:40995076 GAACCTGCCCATATGAGGGGGACAACAGCTGGAAACAATTGC

TAATACCCCATAGGTTGAGGAGCAAAAGGAGGAATCTGCCCA

CGGAGGGGCTCACGTT

T/C TGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCGATGA

TCAGTAGCTAGTTCGAGAGGGTGATCAACCACACTGGGACG

AGAGGATAATCAATAGT

Ca_LG_5:40995091 AGGGGGACAACAGCTGGAAACAATTGCTAATACCCCATAGGT

TGAGGAGCAAAAGGAGGAATCTGCCCACGGAGGGGCTCACG

TTTGATTAGCTAGTTGA

A/G TGAGGTAATAGCTTACCAAGGCGATGATCAGTAGCTAGTTC

GAGAGGGTGATCAACCACACTGGGACGAGAGGATAATCAAT

AGTTCGCTTCTTTACTGA

Ca_LG_5:40995128 TAGGTTGAGGAGCAAAAGGAGGAATCTGCCCACGGAGGGGC

TCACGTTTGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGG

CGATGATCAGTAGCTA

A/G GTTCGAGAGGGTGATCAACCACACTGGGACGAGAGGATAAT

CAATAGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAA

AAGCCTGACAGAGCAAT
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Ca_LG_5:40995131 GTTGAGGAGCAAAAGGAGGAATCTGCCCACGGAGGGGCTCA

CGTTTGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCGA

TGATCAGTAGCTAGTT

T/C CGAGAGGGTGATCAACCACACTGGGACGAGAGGATAATCAA

TAGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAAG

CCTGACAGAGCAATGTC

Ca_LG_5:40995139 GCAAAAGGAGGAATCTGCCCACGGAGGGGCTCACGTTTGATT

AGCTAGTTGATGAGGTAATAGCTTACCAAGGCGATGATCAGT

AGCTAGTTCGAGAGGG

G/A TGATCAACCACACTGGGACGAGAGGATAATCAATAGTTCGC

TTCTTTACTGAGGATGATCGATAATGGGAAAAAGCCTGACAG

AGCAATGTCGCGTGGAG

Ca_LG_5:40995221 GTAGCTAGTTCGAGAGGGTGATCAACCACACTGGGACGAGA

GGATAATCAATAGTTCGCTTCTTTACTGAGGATGATCGATAAT

GGGAAAAAGCCTGACA

A/G GAGCAATGTCGCGTGGAGGAAGAAGGCATACGGGTCGTCA

ACTTCTTTCCCCGGAGAAGAAACAATGACGATATATAGGAAA

TAAGCAATGACTAACTCT

Ca_LG_5:40995230 TCGAGAGGGTGATCAACCACACTGGGACGAGAGGATAATCAA

TAGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAAGC

CTGACAGAGCAATGT

T/C CGCGTGGAGGAAGAAGGCATACGGGTCGTCAACTTCTTTCC

CCGGAGAAGAAACAATGACGATATATAGGAAATAAGCAATG

ACTAACTCTATGCAAGCA

Ca_LG_5:40995249 CACTGGGACGAGAGGATAATCAATAGTTCGCTTCTTTACTGA

GGATGATCGATAATGGGAAAAAGCCTGACAGAGCAATGTCGC

GTGGAGGAAGAAGGCA

A/C TACGGGTCGTCAACTTCTTTCCCCGGAGAAGAAACAATGAC

GATATATAGGAAATAAGCAATGACTAACTCTATGCAAGCAGT

CGCGATAAGATAGAGGA

Ca_LG_5:40995270 AATAGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAA

GCCTGACAGAGCAATGTCGCGTGGAGGAAGAAGGCATACGG

GTCGTCAACTTCTTTC

C/T CCCGGAGAAGAAACAATGACGATATATAGGAAATAAGCAAT

GACTAACTCTATGCAAGCAGTCGCGATAAGATAGAGGATGC

AAACATTATCCATAAATA

Ca_LG_5:40995273 AGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAAGCC

TGACAGAGCAATGTCGCGTGGAGGAAGAAGGCATACGGGTC

GTCAACTTCTTTCCCC

C/T GGAGAAGAAACAATGACGATATATAGGAAATAAGCAATGACT

AACTCTATGCAAGCAGTCGCGATAAGATAGAGGATGCAAAC

ATTATCCATAAATAATT

Ca_LG_5:40995292 GATGATCGATAATGGGAAAAAGCCTGACAGAGCAATGTCGCG

TGGAGGAAGAAGGCATACGGGTCGTCAACTTCTTTCCCCGGA

GAAGAAACAATGACGA

A/G TATATAGGAAATAAGCAATGACTAACTCTATGCAAGCAGTCG

CGATAAGATAGAGGATGCAAACATTATCCATAAATAATTGGG

CGTAAAGCGTTTGTAG

Ca_LG_5:40995296 ATCGATAATGGGAAAAAGCCTGACAGAGCAATGTCGCGTGGA

GGAAGAAGGCATACGGGTCGTCAACTTCTTTCCCCGGAGAAG

AAACAATGACGATATA

A/C TAGGAAATAAGCAATGACTAACTCTATGCAAGCAGTCGCGAT

AAGATAGAGGATGCAAACATTATCCATAAATAATTGGGCGTA

AAGCGTTTGTAGGTTG

Ca_LG_5:40995298 CGATAATGGGAAAAAGCCTGACAGAGCAATGTCGCGTGGAG

GAAGAAGGCATACGGGTCGTCAACTTCTTTCCCCGGAGAAGA

AACAATGACGATATATA

A/G GGAAATAAGCAATGACTAACTCTATGCAAGCAGTCGCGATAA

GATAGAGGATGCAAACATTATCCATAAATAATTGGGCGTAAA

GCGTTTGTAGGTTGTC

Ca_LG_5:40995301 TAATGGGAAAAAGCCTGACAGAGCAATGTCGCGTGGAGGAA

GAAGGCATACGGGTCGTCAACTTCTTTCCCCGGAGAAGAAAC

AATGACGATATATAGGA

A/G AATAAGCAATGACTAACTCTATGCAAGCAGTCGCGATAAGAT

AGAGGATGCAAACATTATCCATAAATAATTGGGCGTAAAGCG

TTTGTAGGTTGTCTTT

Ca_LG_5:41083113 ATGACACTAGGATGACAATGGGCTTCCATCAAGTGGAATGGT

TTACTAATGCTGCTGAACAACTACTGATCTTGAATGAGTTGGT

TGTTGCACTAGCATG

G/T CACACTGTTGCCTTGGCTTCCCATGGCTCAAATCTTAAAGGC

ACACTCGGTTTATAGGGCAGCAAATTTGATTGTACAGACTTT

GATCACTTGGGATGTT
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Ca_LG_5:41083122 GGATGACAATGGGCTTCCATCAAGTGGAATGGTTTACTAATG

CTGCTGAACAACTACTGATCTTGAATGAGTTGGTTGTTGCACT

AGCATGCACACTGTT

T/A GCCTTGGCTTCCCATGGCTCAAATCTTAAAGGCACACTCGG

TTTATAGGGCAGCAAATTTGATTGTACAGACTTTGATCACTT

GGGATGTTGAAGTAGAT

Ca_LG_5:42374509 TTAGCAGCAAGTGAAAGAGATGCAACAGCAGCAAGGTGAGTC

ATCCATGGCTTCTCATTCTGAAAACGAAAACTGAACAGAAACC

TATCAAGGTAGTTAA

A/G CAGCAAGAACAGCTGTTAGAGCAGAAAAAGAGTAATAAACTT

TCACTTTCATCATCCATTCAATCGATTCTCTTCGATCACTTTC

CAAAACCGAGTTTGT

Ca_LG_5:42552273 TTTGGGGCATTCTTTTCCTGATTTGGTATGTTTTTGGGGAAGT

TTTTGGTGTGGTTGGCTGCGTTCCTCCCTCCTTGGTTACAAAT

GCTTGCTGAATGCG

G/A CCAAGTGTCCAATGTCTCTTCACACTTTGCTGCTGCTTTCTC

TTTTTTCGCTTTTCAATTTCAACACACACCACTTAGGACCACT

TAACATACATAACAC

Ca_LG_5:43909988 TTTCTTTTTCAACTTTCAACCTCTTGTTACTTCTTTCAATAAACT

GACTTTTACAAGTGTTTTCTGATCGTAAGTTCTCATTCTCTTGG

GTGACTTTTTC

C/A TAACTTTGCTTGCAGCTCTTTTTTCTCCTCTTCAGATTTTAGC

AATGATGCTTTGAGTTCTTCTATCTCTTCATTTGCAACAAGAA

TTGGTTCAGACATT

Ca_LG_5:44874037 CTACCCTTGGGAGAGGGACAACAGTTGGAAACGGTTGCTAAT

ACCCATAGGCTGAGGAGCAAAAGGAGGAACCTGCCCAAGGA

GGGTTTGCGTCTGATTT

T/A GCTAGTTGGTGAGGTAATAGCTTACCAAGGCGATGGTCAAT

AGCTGGTCCGAGAGGATGATCAGCCACACCGGGACTAGGA

CAAGGTCCAAATTCCTACG

Ca_LG_5:44874073 GCTAATACCCATAGGCTGAGGAGCAAAAGGAGGAACCTGCC

CAAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATA

GCTTACCAAGGCGATGG

G/A TCAATAGCTGGTCCGAGAGGATGATCAGCCACACCGGGACT

AGGACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATA

CTCTGTTTTGTTTGTTTT

Ca_LG_5:44874077 ATACCCATAGGCTGAGGAGCAAAAGGAGGAACCTGCCCAAG

GAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATAGCTT

ACCAAGGCGATGGTCAA

A/G TAGCTGGTCCGAGAGGATGATCAGCCACACCGGGACTAGG

ACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATACTCT

GTTTTGTTTGTTTTGATT

Ca_LG_5:44874108 CCTGCCCAAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAG

GTAATAGCTTACCAAGGCGATGGTCAATAGCTGGTCCGAGAG

GATGATCAGCCACACC

C/T GGGACTAGGACAAGGTCCAAATTCCTACGGGAGGAATCCAA

ATGATACTCTGTTTTGTTTGTTTTGATTGAGTATTATCTTATCA

TAGGTTACTTAAGTA

Ca_LG_5:44874115 AAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATAG

CTTACCAAGGCGATGGTCAATAGCTGGTCCGAGAGGATGATC

AGCCACACCGGGACTA

A/G GGACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATAC

TCTGTTTTGTTTGTTTTGATTGAGTATTATCTTATCATAGGTTA

CTTAAGTATCTTCTG

Ca_LG_5:44874116 AGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATAGC

TTACCAAGGCGATGGTCAATAGCTGGTCCGAGAGGATGATCA

GCCACACCGGGACTAG

G/A GACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATACT

CTGTTTTGTTTGTTTTGATTGAGTATTATCTTATCATAGGTTA

CTTAAGTATCTTCTGC

Ca_LG_5:44874124 TTGCGTCTGATTTGCTAGTTGGTGAGGTAATAGCTTACCAAGG

CGATGGTCAATAGCTGGTCCGAGAGGATGATCAGCCACACC

GGGACTAGGACAAGGT

T/C CCAAATTCCTACGGGAGGAATCCAAATGATACTCTGTTTTGT

TTGTTTTGATTGAGTATTATCTTATCATAGGTTACTTAAGTAT

CTTCTGCCTGTTGGA

Ca_LG_5:44874128 GTCTGATTTGCTAGTTGGTGAGGTAATAGCTTACCAAGGCGA

TGGTCAATAGCTGGTCCGAGAGGATGATCAGCCACACCGGG

ACTAGGACAAGGTCCAA

A/G ATTCCTACGGGAGGAATCCAAATGATACTCTGTTTTGTTTGT

TTTGATTGAGTATTATCTTATCATAGGTTACTTAAGTATCTTC

TGCCTGTTGGAGACT
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Ca_LG_5:44874130 CTGATTTGCTAGTTGGTGAGGTAATAGCTTACCAAGGCGATG

GTCAATAGCTGGTCCGAGAGGATGATCAGCCACACCGGGAC

TAGGACAAGGTCCAAAT

T/C TCCTACGGGAGGAATCCAAATGATACTCTGTTTTGTTTGTTT

TGATTGAGTATTATCTTATCATAGGTTACTTAAGTATCTTCTG

CCTGTTGGAGACTAA

Ca_LG_5:45109641 AAACATCAAGAGATTGTTCTACCCAAACACCGTTGACGAAAGA

CAAGCGCGGTCCTCCACCAGGTGAGAGTATAAGGAGTTAAGA

TTAGCGGTGGATTTT

T/G GATCGGAGGAAGGAGAGAAGCTGTTGTTGTGTGGGACCCT

CAGAACCAGCGGTGATGATGCTTAGCACAGTTTGGAGCGAC

AATGGCGAAAACACAATAT

Ca_LG_5:45109645 ATCAAGAGATTGTTCTACCCAAACACCGTTGACGAAAGACAA

GCGCGGTCCTCCACCAGGTGAGAGTATAAGGAGTTAAGATTA

GCGGTGGATTTTGATC

C/T GGAGGAAGGAGAGAAGCTGTTGTTGTGTGGGACCCTCAGA

ACCAGCGGTGATGATGCTTAGCACAGTTTGGAGCGACAATG

GCGAAAACACAATATTCTG

Ca_LG_5:45109665 AAACACCGTTGACGAAAGACAAGCGCGGTCCTCCACCAGGT

GAGAGTATAAGGAGTTAAGATTAGCGGTGGATTTTGATCGGA

GGAAGGAGAGAAGCTGT

T/A TGTTGTGTGGGACCCTCAGAACCAGCGGTGATGATGCTTAG

CACAGTTTGGAGCGACAATGGCGAAAACACAATATTCTGTCT

TTGAAATTTTTCTTTGG

Ca_LG_5:45342576 TATGGTTGATTTATTTCTGCAGTACTTAATGGAGTTCAATAGC

AGCCCTGGCGATCTGATGGAGCTTTCCCCTCTTTTTTCTGATG

ATAGCCGTGTTGCT

T/C GAGGCTGCTTCAATTGCACAAAAATTGCGTAAGAATTAAGAT

GTCTTTTAAATGTTTTATAATGTTTTGGCCTAATTATGTCAGT

GCTGTTCCAATTCTG

Ca_LG_5:45346468 GACTGAAGCAGCTAATTTGAGGGAAAGATTTGTGCTGGGTAC

AAGTGTTAGCCGTAGGGTTGCTGCTGCGGCCGCATCTGCTGT

AATTAAATGCTTTTTT

T/C CGCATGCCGTTGTTTAAGTATTGTCTAGTATGAAATTAAAGG

ACATTTAACCAAACATAATGAAGATTTACTTGTTGATATGCAG

GCGGAGGCCGCGGCT

Ca_LG_5:45389039 CGAGGAGAGATTGTTACACTTGCCCAGGTACCGTGGTTTTAT

TGTATATGTTTGGATCATGTCATTCATTGAAAAGGTTTTCCTGT

CTTTGCAAATTACA

A/C AATAGAAACATTTTATATCTTACACTTAAAAAATAACAAAAAA

CACATGCCTTATTGCCCTTCTAACATTATAGTGCTGCTTTGA

CTAAAATATATAGCT

Ca_LG_5:45389093 GATCATGTCATTCATTGAAAAGGTTTTCCTGTCTTTGCAAATTA

CAAATAGAAACATTTTATATCTTACACTTAAAAAATAACAAAAA

ACACATGCCTTA

A/T TTGCCCTTCTAACATTATAGTGCTGCTTTGACTAAAATATATA

GCTTGAAAGTTGAATTTGTCTTTGCTGTATAAAGTTTGAAATG

GACTTTTTTCAGTA

Ca_LG_5:45389096 CATGTCATTCATTGAAAAGGTTTTCCTGTCTTTGCAAATTACAA

ATAGAAACATTTTATATCTTACACTTAAAAAATAACAAAAAACA

CATGCCTTATTG

G/T CCCTTCTAACATTATAGTGCTGCTTTGACTAAAATATATAGCT

TGAAAGTTGAATTTGTCTTTGCTGTATAAAGTTTGAAATGGA

CTTTTTTCAGTATAT

Ca_LG_5:45569112 TAAATCACATTCACATAACTCTAACAACCAAATTTCATGACTCT

TTTTTTGAAAAATTGAAGCAACAAAAGTCCAACGGCCAACCCA

GCAACAATAACAA

A/G AAGCAACATAAATGATTGGATTCATGATACATTTCTCTTATTC

CAAATAAAATAAAGAAAATAAATAGTTAATAATATAATCAACC

AAGAAATTATGACT

Ca_LG_5:45569118 ACATTCACATAACTCTAACAACCAAATTTCATGACTCTTTTTTT

GAAAAATTGAAGCAACAAAAGTCCAACGGCCAACCCAGCAAC

AATAACAAAAGCAA

A/G CATAAATGATTGGATTCATGATACATTTCTCTTATTCCAAATA

AAATAAAGAAAATAAATAGTTAATAATATAATCAACCAAGAAA

TTATGACTTAAATT

Ca_LG_5:45569121 TTCACATAACTCTAACAACCAAATTTCATGACTCTTTTTTTGAA

AAATTGAAGCAACAAAAGTCCAACGGCCAACCCAGCAACAAT

AACAAAAGCAACAT

T/G AAATGATTGGATTCATGATACATTTCTCTTATTCCAAATAAAA

TAAAGAAAATAAATAGTTAATAATATAATCAACCAAGAAATTA

TGACTTAAATTATT
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Ca_LG_5:45569142 AATTTCATGACTCTTTTTTTGAAAAATTGAAGCAACAAAAGTCC

AACGGCCAACCCAGCAACAATAACAAAAGCAACATAAATGATT

GGATTCATGATAC

C/A ATTTCTCTTATTCCAAATAAAATAAAGAAAATAAATAGTTAAT

AATATAATCAACCAAGAAATTATGACTTAAATTATTTCATTCTT

CATATTTATCCGT

Ca_LG_5:45569143 ATTTCATGACTCTTTTTTTGAAAAATTGAAGCAACAAAAGTCCA

ACGGCCAACCCAGCAACAATAACAAAAGCAACATAAATGATT

GGATTCATGATACA

A/G TTTCTCTTATTCCAAATAAAATAAAGAAAATAAATAGTTAATA

ATATAATCAACCAAGAAATTATGACTTAAATTATTTCATTCTT

CATATTTATCCGTT

Ca_LG_5:45569150 GACTCTTTTTTTGAAAAATTGAAGCAACAAAAGTCCAACGGCC

AACCCAGCAACAATAACAAAAGCAACATAAATGATTGGATTCA

TGATACATTTCTCT

T/C TATTCCAAATAAAATAAAGAAAATAAATAGTTAATAATATAAT

CAACCAAGAAATTATGACTTAAATTATTTCATTCTTCATATTTA

TCCGTTTTTTTTT

Ca_LG_5:45569174 CAACAAAAGTCCAACGGCCAACCCAGCAACAATAACAAAAGC

AACATAAATGATTGGATTCATGATACATTTCTCTTATTCCAAAT

AAAATAAAGAAAAT

T/G AAATAGTTAATAATATAATCAACCAAGAAATTATGACTTAAAT

TATTTCATTCTTCATATTTATCCGTTTTTTTTTCCAGACATCAC

ATGACACAAGAAA

Ca_LG_5:45818915 TCTCTTTCCTCTATTTTTTGTTTATATTTTCTTTTTCTTTTTTGGT

TCCACTCTGTGCTAGGTGACCTTCAGACTTACTCTGCTTATGG

TTTGGCCTTAA

A/G AAACGAGCTTACCAGATGTCGCTCTATGGTGTGATGTGCAAT

TAGGGGTGGTAATAGGTCAGACTTTGAAAGGTCTGAGTCTG

GCATACGGATTTCAGTC

Ca_LG_5:45818929 TTTTTGTTTATATTTTCTTTTTCTTTTTTGGTTCCACTCTGTGCT

AGGTGACCTTCAGACTTACTCTGCTTATGGTTTGGCCTTAAAA

ACGAGCTTACCA

A/G GATGTCGCTCTATGGTGTGATGTGCAATTAGGGGTGGTAAT

AGGTCAGACTTTGAAAGGTCTGAGTCTGGCATACGGATTTC

AGTCGATTTTTGTCGGGT

Ca_LG_5:45818930 TTTTGTTTATATTTTCTTTTTCTTTTTTGGTTCCACTCTGTGCTA

GGTGACCTTCAGACTTACTCTGCTTATGGTTTGGCCTTAAAAA

CGAGCTTACCAG

G/A ATGTCGCTCTATGGTGTGATGTGCAATTAGGGGTGGTAATA

GGTCAGACTTTGAAAGGTCTGAGTCTGGCATACGGATTTCA

GTCGATTTTTGTCGGGTG

Ca_LG_6:515885 TATACACCTATTGTAGGATGAGAATGAAGTGTCTAAAATTAAC

ATCAGAATTTTCTCACTCAGCGTCGTGCTGCAACCTGGTGCTT

ACACACAGGGCAGA

A/C AATTTTTGTGTGCAACCCATTGTTGTATACATTGAAAGTGATA

CAAGTGATCACAGTTAAGCCTCCCAAGTTTATCATCCACTTC

ATACTCTTCCTGTAC

Ca_LG_6:657055 TTATATATAATAAAATATTGTTTAAATATGGCTTAATTTATGTTT

AGTTATTGTAAATGAGAAAGTCAAATCCGTCTTGCAGCTGCAG

CTACACCCATCC

C/A GACATAAACACAATTACTTAAATACTCTTCTATATCTTAAAAT

AATAATAAAACCTTAATTTTGTCAATCTTTCTTCTTTTTCCTTG

CTGCCACCGTCCA

Ca_LG_6:657056 TATATATAATAAAATATTGTTTAAATATGGCTTAATTTATGTTTA

GTTATTGTAAATGAGAAAGTCAAATCCGTCTTGCAGCTGCAGC

TACACCCATCCG

G/A ACATAAACACAATTACTTAAATACTCTTCTATATCTTAAAATAA

TAATAAAACCTTAATTTTGTCAATCTTTCTTCTTTTTCCTTGCT

GCCACCGTCCAC

Ca_LG_6:1187030 TTTTTGCCATTGAACTTCCCAATCAAACTCCTCGTAACACTCAT

AATTATCAACTTTACGTAATACAAAACTTCTCTATAGTTTAGAA

TGAAGTTCTTCC

C/A CGAAGTTTGAGACAAAGTAATACAAAACTTCTCTATAGTTTA

GAGCTTGGGTACCGGTAAGAAAGGAATCCATAAAAACGTGA

TCCAACACCATGTCCCA

Ca_LG_6:1187038 ATTGAACTTCCCAATCAAACTCCTCGTAACACTCATAATTATCA

ACTTTACGTAATACAAAACTTCTCTATAGTTTAGAATGAAGTTC

TTCCCGAAGTTT

T/C GAGACAAAGTAATACAAAACTTCTCTATAGTTTAGAGCTTGG

GTACCGGTAAGAAAGGAATCCATAAAAACGTGATCCAACAC

CATGTCCCAAGATTTGA
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Ca_LG_6:2677753 TAAGCATGTGTGTGCTTTGAATATTCAATTTAAGCCATATTCTA

TGCATACAACTATACTTTCTTGTATTTCTTTTTTTCATTCATTCA

GGGAACAGCCC

C/T GGGATTATGAGCGAGCTGCTGAGGCTTACATGCATGCTAAA

GCGCAATCTAATGCACAAGCCATGTTCAATCTTGGATACATG

CATGAGCATGGCCAAGG

Ca_LG_6:3060633 GGTGATATTTGATATATTTTGTTTGGATGTTTCGCATTTGCTGC

TATACTATATCGTGAAAGTACATAACTCAATTTATGATATGTTT

TGTATTTGTAGA

A/G AGTTTGTGCGATGTGTGGCAAGCAAATTCTTGACACCAAGTT

ATATAAACAACGCATTGTGTAGTGCATTTGTCCTGCATTGTG

GTTTTTCAGGGACCTC

Ca_LG_6:3060659 ATGTTTCGCATTTGCTGCTATACTATATCGTGAAAGTACATAA

CTCAATTTATGATATGTTTTGTATTTGTAGAAGTTTGTGCGATG

TGTGGCAAGCAAA

A/G TTCTTGACACCAAGTTATATAAACAACGCATTGTGTAGTGCA

TTTGTCCTGCATTGTGGTTTTTCAGGGACCTCTGAAAACAAA

GGAGGTGGGATGGGAA

Ca_LG_6:3060667 CATTTGCTGCTATACTATATCGTGAAAGTACATAACTCAATTTA

TGATATGTTTTGTATTTGTAGAAGTTTGTGCGATGTGTGGCAA

GCAAATTCTTGAC

C/T ACCAAGTTATATAAACAACGCATTGTGTAGTGCATTTGTCCT

GCATTGTGGTTTTTCAGGGACCTCTGAAAACAAAGGAGGTG

GGATGGGAAATTTCCAA

Ca_LG_6:3060676 CTATACTATATCGTGAAAGTACATAACTCAATTTATGATATGTT

TTGTATTTGTAGAAGTTTGTGCGATGTGTGGCAAGCAAATTCT

TGACACCAAGTTA

A/T TATAAACAACGCATTGTGTAGTGCATTTGTCCTGCATTGTGG

TTTTTCAGGGACCTCTGAAAACAAAGGAGGTGGGATGGGAA

ATTTCCAACCATTTTTT

Ca_LG_6:3060686 TCGTGAAAGTACATAACTCAATTTATGATATGTTTTGTATTTGT

AGAAGTTTGTGCGATGTGTGGCAAGCAAATTCTTGACACCAA

GTTATATAAACAAC

C/A GCATTGTGTAGTGCATTTGTCCTGCATTGTGGTTTTTCAGGG

ACCTCTGAAAACAAAGGAGGTGGGATGGGAAATTTCCAACC

ATTTTTTGTGCTCAACC

Ca_LG_6:3060690 GAAAGTACATAACTCAATTTATGATATGTTTTGTATTTGTAGAA

GTTTGTGCGATGTGTGGCAAGCAAATTCTTGACACCAAGTTAT

ATAAACAACGCAT

T/A TGTGTAGTGCATTTGTCCTGCATTGTGGTTTTTCAGGGACCT

CTGAAAACAAAGGAGGTGGGATGGGAAATTTCCAACCATTTT

TTGTGCTCAACCTAGA

Ca_LG_6:3491941 CAGAGAAGGAACTTACTAGTCCACCTTTGGATATGTTCCCGC

CAAATAAGAGCAGCATGGAATCAGATATGGCCGTTGAATCCC

TGAGGAATACTGTATT

T/G CACTTTAACCTTTTCATTAAACACTAACCATGGGTATGGAATT

TTGGGTACCGCAGCATTTACTGAGTTCTACACGTGCAGCAC

CAAAATTTTAGAACTT

Ca_LG_6:3558824 ATCTTCACCAGCTGTCAACACCCCAAATACTTATTTCCTCATTA

GGTCTGGATAGGCCCACCTCGAATCAAAGACTATATTTGCTG

CCAATAAGAAATAG

G/T GAGTAATTTATTTTATACAGTTTGCTCTGTGCCATATCGGGTT

ATGTATCTTTGGGCTTTCCCTTTTTGGGTTTAGTTCGATTCTT

CACCTTCATTGCCA

Ca_LG_6:3558868 GGTCTGGATAGGCCCACCTCGAATCAAAGACTATATTTGCTG

CCAATAAGAAATAGGAGTAATTTATTTTATACAGTTTGCTCTGT

GCCATATCGGGTTA

A/G TGTATCTTTGGGCTTTCCCTTTTTGGGTTTAGTTCGATTCTTC

ACCTTCATTGCCAATGCTCTCTCTCGAATATTATACAGTTCG

GAATAAGCCGCAAAA

Ca_LG_6:3567354 CCCCGTAACACATGCTTGGTATTATACCAGAGAGTCCCACATT

GTTAGTTCACAAATACAACTTAGCAGGTGTCAGATATAAAAGC

AGCAGCGAGTCCAT

T/A CTTACAATTCATACCTTTCTCGGCCTTTTGGCTAAGATCAAG

TGTAGTATCTGTTCTTATCAGTTTAATATCTGATATGTGGTCC

AATGGGCCACACGAT

Ca_LG_6:4971056 GTAATTTGGGAATATTAATTTTTTAAAACATTTGAGGGGTGTG

GGTAGTAAATAAGGGGGTGTTGGTAGCAATATTGTAAGTCTTT

TCTTTTCTCATCAC

C/A GAAAAGTCTTTCTCAAAGATTCTAAGATTCTATAGACATGGA

TATATTATATATCAAAGTATATGATATATGAAATTGAGATAGT

TACCTTTCAGAAAAT
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Ca_LG_6:4971063 GGGAATATTAATTTTTTAAAACATTTGAGGGGTGTGGGTAGTA

AATAAGGGGGTGTTGGTAGCAATATTGTAAGTCTTTTCTTTTC

TCATCACGAAAAGT

T/C CTTTCTCAAAGATTCTAAGATTCTATAGACATGGATATATTAT

ATATCAAAGTATATGATATATGAAATTGAGATAGTTACCTTTC

AGAAAATTCCAATA

Ca_LG_6:5093190 GTGAGCAAATTCAATTGTAACCTGAAGAGTTAAATAAAAGCAA

TGAAGATAAAGCAGCATTCCGCAAATTTATATCACTCACTGGA

ACACAAGTAATCAA

A/G CTGAAACTCATTCTGGCAAAGTGGGCAGAGATTAGTGATGG

TTGCCCAGTTGTCAATGCAGGCAAAGCAGAACCTGTGAAAC

AAATGAACCATGCTAAAA

Ca_LG_6:5841972 AAGAGGAGTGATATTTATAGAAAAATCTTGACCTTTGTGGCGG

CCAAGCAGCCACAAAATCCAACGGTAACTAAAGCATTTGTTG

CTGCCTAAGCAGCCA

A/C CAACGGGCAACGTGTAATTCGGCATTTGTGGCAGCCTTTGC

AGCCACAAAGTGTAACGGTCCAGTGTTTTTGTGGCAGCTTG

GGCGGTCATAAATGGTTT

Ca_LG_6:5841978 AGTGATATTTATAGAAAAATCTTGACCTTTGTGGCGGCCAAGC

AGCCACAAAATCCAACGGTAACTAAAGCATTTGTTGCTGCCTA

AGCAGCCACAACGG

G/C GCAACGTGTAATTCGGCATTTGTGGCAGCCTTTGCAGCCAC

AAAGTGTAACGGTCCAGTGTTTTTGTGGCAGCTTGGGCGGT

CATAAATGGTTTGCCTTT

Ca_LG_6:7118099 TGTGGTTGCCAAATTTCATACAGTTCAAATTTGATAGCTTACAT

TACATGTATATGGATTGCAGGCTCAACAGTTGAACAAGGACAT

TTTTGAGACTATA

A/T TACTATCATGCTCTGAAAACTTCTTGTGAATTGGCTGCAAAG

GAAGGACCCTATGAAACATATAGTGGTAGTCCTGTAAGCAA

GGTATTTTCATCTGAGA

Ca_LG_6:7118123 TCAAATTTGATAGCTTACATTACATGTATATGGATTGCAGGCT

CAACAGTTGAACAAGGACATTTTTGAGACTATATACTATCATG

CTCTGAAAACTTCT

T/A TGTGAATTGGCTGCAAAGGAAGGACCCTATGAAACATATAGT

GGTAGTCCTGTAAGCAAGGTATTTTCATCTGAGAGATATTTT

TTTTCTGTCACTTCTT

Ca_LG_6:7118129 TTGATAGCTTACATTACATGTATATGGATTGCAGGCTCAACAG

TTGAACAAGGACATTTTTGAGACTATATACTATCATGCTCTGA

AAACTTCTTGTGAA

A/G TTGGCTGCAAAGGAAGGACCCTATGAAACATATAGTGGTAG

TCCTGTAAGCAAGGTATTTTCATCTGAGAGATATTTTTTTTCT

GTCACTTCTTCTATGT

Ca_LG_6:7124530 AAGAAAATACAGAGGAGTGAGACAGAGACCATGGGGAAAATA

TGCTGCAGAGATAAGAGATCCTTTTAAAGCAACAAGAGTTTG

GTTAGGAACATTTGAA

A/T ACAGCTGAAGATGCAGCTATAGCTTATGATCAAGCTTCATTG

CGTTTTAGAGGAAACAAAGCAAAACTCAATTTTCCTGAAAAT

GTTAGCCTCAAGCAAC

Ca_LG_6:7124532 GAAAATACAGAGGAGTGAGACAGAGACCATGGGGAAAATATG

CTGCAGAGATAAGAGATCCTTTTAAAGCAACAAGAGTTTGGTT

AGGAACATTTGAAAC

C/A AGCTGAAGATGCAGCTATAGCTTATGATCAAGCTTCATTGCG

TTTTAGAGGAAACAAAGCAAAACTCAATTTTCCTGAAAATGTT

AGCCTCAAGCAACAA

Ca_LG_6:7124533 AAAATACAGAGGAGTGAGACAGAGACCATGGGGAAAATATGC

TGCAGAGATAAGAGATCCTTTTAAAGCAACAAGAGTTTGGTTA

GGAACATTTGAAACA

A/T GCTGAAGATGCAGCTATAGCTTATGATCAAGCTTCATTGCGT

TTTAGAGGAAACAAAGCAAAACTCAATTTTCCTGAAAATGTT

AGCCTCAAGCAACAAC

Ca_LG_6:7170960 TCTTTATATTCTTTAGAGCATTAGGATGGCCTTCAGTTTTGGG

AGATATTCTCTTGCTAGAGAGAAAAACTGGAGATATAGATGCA

TTCATGCTCCGTTC

C/T GCTAGTAAATATTGATGATGATTTGCTGCTGCTTCCACTATTT

CCCGTTTCTGATCCTAGCATGTTTTGTCCTATACTCTTCTCCT

GTCAAAACCAAAGG

Ca_LG_6:8076698 ATCTCAAAACTTTATCTTCATGTTCTTTAATCACGTATCCCATT

GGCAGCTCAACATAGACCTCTTCTTCAAGATAGCCATTTAGAA

ATGTCGATTTTAC

C/T ATCAAGTTGATAAAGTTTCCACTTATTTTGAGCTTCTATAGAG

ATTAGCAAATGAATAGTGTCCATGCGATCAACTGGTGCAAAA

ACTTCTTCATAGTCA
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Ca_LG_6:8076700 CTCAAAACTTTATCTTCATGTTCTTTAATCACGTATCCCATTGG

CAGCTCAACATAGACCTCTTCTTCAAGATAGCCATTTAGAAAT

GTCGATTTTACAT

T/G CAAGTTGATAAAGTTTCCACTTATTTTGAGCTTCTATAGAGAT

TAGCAAATGAATAGTGTCCATGCGATCAACTGGTGCAAAAAC

TTCTTCATAGTCAAC

Ca_LG_6:8076713 CTTCATGTTCTTTAATCACGTATCCCATTGGCAGCTCAACATA

GACCTCTTCTTCAAGATAGCCATTTAGAAATGTCGATTTTACAT

CAAGTTGATAAAG

G/T TTTCCACTTATTTTGAGCTTCTATAGAGATTAGCAAATGAATA

GTGTCCATGCGATCAACTGGTGCAAAAACTTCTTCATAGTCA

ACTCCATGTTTTTGT

Ca_LG_6:8086321 TATTGCTTTTGATATTCTTTTTCATTTTCAGCAATGTGTAGGAA

TAGGATTAGTTGCTTGAACTTTGAATATGATGAAAATATTTAG

GTTGTAATATAGT

T/C TTTAAATTGTTGTCTGCAGCAGTTATTGCGGATTTTGAAGTAT

CTCGTTGGTATTGCGACCACAATTTAGCCCAACTATATTTTC

CCGCAATATAAAGGT

Ca_LG_6:8147968 TATCTCAACCTCAATATTTTGGTGCTTTAGGAAGTTTTAGAGAT

AGCCAGCGAGGTGAAATAGGATGCAGTTACACGGATAATATT

TTTTAGCACCCTCA

A/T TCTGGAGCCATACTCATCTACTTGTCTTGAATTTGAATTGCT

GCTTTTAGCCGTTTACCGTCTCTTGCTACCAAAACCATCTCC

ATTCCAAGATTTTTAT

Ca_LG_6:8147975 ACCTCAATATTTTGGTGCTTTAGGAAGTTTTAGAGATAGCCAG

CGAGGTGAAATAGGATGCAGTTACACGGATAATATTTTTTAGC

ACCCTCATCTGGAG

G/C CCATACTCATCTACTTGTCTTGAATTTGAATTGCTGCTTTTAG

CCGTTTACCGTCTCTTGCTACCAAAACCATCTCCATTCCAAG

ATTTTTATTATTATA

Ca_LG_6:8153146 GATGGAAGGCAGCAGTAGACGGCGGATCTTGGAGGCATTAG

AGGCACATGAGCGCGTGCGGTGCAACTTTTAACCTAAAAAAA

TATGGGTTGTGTAGATT

T/C GGGAGATTCCACACATAATGAAAGTGGTTGTGTCGGAAATTT

TTTCCAGCAGCAACGGCAGGCAGCAGTAGCAGCAGACGGG

GCAGCAGCGGTGATTGTG

Ca_LG_6:8153186 GAGGCACATGAGCGCGTGCGGTGCAACTTTTAACCTAAAAAA

ATATGGGTTGTGTAGATTGGGAGATTCCACACATAATGAAAGT

GGTTGTGTCGGAAAT

T/A TTTTTCCAGCAGCAACGGCAGGCAGCAGTAGCAGCAGACGG

GGCAGCAGCGGTGATTGTGGGTGAAAGTGACAACAATCACA

AAAAGGAATGATCATGCT

Ca_LG_6:8241302 TGTTCACGATCTTTCACAGAGAAGAACGAAGACTAGCTTGCA

GAAATGGGCAGCTGAGATTGCTGCAACTGGAACATTTTCAGC

TCCTTTGGGATCTGGT

T/G GGCCCTGGTGGCCTTCCTGTTCCGTATATTGTTATTGGTAAC

AAAGTTGATATTGCTGCAAAAGAGGGTACAAGAGGAAGCAG

TGGGAATCTTGTTGACG

Ca_LG_6:8241326 AACGAAGACTAGCTTGCAGAAATGGGCAGCTGAGATTGCTGC

AACTGGAACATTTTCAGCTCCTTTGGGATCTGGTGGCCCTGG

TGGCCTTCCTGTTCCG

G/A TATATTGTTATTGGTAACAAAGTTGATATTGCTGCAAAAGAG

GGTACAAGAGGAAGCAGTGGGAATCTTGTTGACGTTGCACG

CCAGTGGGTTGAGAAGC

Ca_LG_6:8274170 AGTATCCGTACCTGGTTTGAAAAAGAGGGGGAAATTAACCAA

AATATAAGTAAAGATATCATACACAAGTTCTCTGCTAGAATTGT

CAAATAGCAGCAAC

C/T ACAAAGCTATTGCATAGCGGAATTTTACTAAAATGTTATTATA

TAGAGCTATAGCATAGCCAAATTTTAATAAAATTTTAGTAGAA

AGTGTCATCAAATA

Ca_LG_6:8274198 GGGAAATTAACCAAAATATAAGTAAAGATATCATACACAAGTT

CTCTGCTAGAATTGTCAAATAGCAGCAACACAAAGCTATTGCA

TAGCGGAATTTTAC

C/A TAAAATGTTATTATATAGAGCTATAGCATAGCCAAATTTTAAT

AAAATTTTAGTAGAAAGTGTCATCAAATAGTGGTTATAGNNN

NNNNNNNNNNNNNNN

Ca_LG_6:8503370 AGGGTATAAAGAGATTTCAAAATGCATTGATCCAACTCCCAAT

TCTCCGTACAAAGCTAGAAACATGTGGAAAAATGCATTGATCA

AACACCCAAATCAA

A/C AAAGTGCTTTTCCATAATAGATTCCACGAATGGAACATGGAA

TAGTAAAACTACTAGGGTCTTGCATTTTTGTAAGGAGCTTTT

GGTGTAACATTATATG
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Ca_LG_6:8503381 AGATTTCAAAATGCATTGATCCAACTCCCAATTCTCCGTACAA

AGCTAGAAACATGTGGAAAAATGCATTGATCAAACACCCAAAT

CAAAAAGTGCTTTT

T/C CCATAATAGATTCCACGAATGGAACATGGAATAGTAAAACTA

CTAGGGTCTTGCATTTTTGTAAGGAGCTTTTGGTGTAACATT

ATATGCATTCCTTAGG

Ca_LG_6:8503385 TTCAAAATGCATTGATCCAACTCCCAATTCTCCGTACAAAGCT

AGAAACATGTGGAAAAATGCATTGATCAAACACCCAAATCAAA

AAGTGCTTTTCCAT

T/C AATAGATTCCACGAATGGAACATGGAATAGTAAAACTACTAG

GGTCTTGCATTTTTGTAAGGAGCTTTTGGTGTAACATTATAT

GCATTCCTTAGGGTTA

Ca_LG_6:8503393 GCATTGATCCAACTCCCAATTCTCCGTACAAAGCTAGAAACAT

GTGGAAAAATGCATTGATCAAACACCCAAATCAAAAAGTGCTT

TTCCATAATAGATT

T/A CCACGAATGGAACATGGAATAGTAAAACTACTAGGGTCTTG

CATTTTTGTAAGGAGCTTTTGGTGTAACATTATATGCATTCCT

TAGGGTTACAATTTCA

Ca_LG_6:8503398 GATCCAACTCCCAATTCTCCGTACAAAGCTAGAAACATGTGGA

AAAATGCATTGATCAAACACCCAAATCAAAAAGTGCTTTTCCA

TAATAGATTCCACG

G/C AATGGAACATGGAATAGTAAAACTACTAGGGTCTTGCATTTT

TGTAAGGAGCTTTTGGTGTAACATTATATGCATTCCTTAGGG

TTACAATTTCAAACTC

Ca_LG_6:8503410 AATTCTCCGTACAAAGCTAGAAACATGTGGAAAAATGCATTGA

TCAAACACCCAAATCAAAAAGTGCTTTTCCATAATAGATTCCA

CGAATGGAACATGG

G/A AATAGTAAAACTACTAGGGTCTTGCATTTTTGTAAGGAGCTT

TTGGTGTAACATTATATGCATTCCTTAGGGTTACAATTTCAAA

CTCCCGAATTCTTAT

Ca_LG_6:8503417 CGTACAAAGCTAGAAACATGTGGAAAAATGCATTGATCAAACA

CCCAAATCAAAAAGTGCTTTTCCATAATAGATTCCACGAATGG

AACATGGAATAGTA

A/G AAACTACTAGGGTCTTGCATTTTTGTAAGGAGCTTTTGGTGT

AACATTATATGCATTCCTTAGGGTTACAATTTCAAACTCCCGA

ATTCTTATTCTTTTG

Ca_LG_6:8503425 GCTAGAAACATGTGGAAAAATGCATTGATCAAACACCCAAATC

AAAAAGTGCTTTTCCATAATAGATTCCACGAATGGAACATGGA

ATAGTAAAACTACT

T/C AGGGTCTTGCATTTTTGTAAGGAGCTTTTGGTGTAACATTAT

ATGCATTCCTTAGGGTTACAATTTCAAACTCCCGAATTCTTAT

TCTTTTGGTGATTAT

Ca_LG_6:8503445 TGCATTGATCAAACACCCAAATCAAAAAGTGCTTTTCCATAAT

AGATTCCACGAATGGAACATGGAATAGTAAAACTACTAGGGT

CTTGCATTTTTGTAA

A/G GGAGCTTTTGGTGTAACATTATATGCATTCCTTAGGGTTACA

ATTTCAAACTCCCGAATTCTTATTCTTTTGGTGATTATATCCT

TTAAAAACTTTGCAT

Ca_LG_6:8819393 TTGGTTTTGGATGCGCACTAAAAAAGGGGCAACTAGTGTTGG

CACAGCTGTAACGGAGTAAAAAAAGGACAGAACAGTGGCAGC

TGGTGTAAAGCATAGC

C/T TGTGGTTGAAAGGAAAAAAAAGTCTTTGGAAAAACACAAGTG

CTTATGAGGCAGTTGTAGCGTCGTGGCTGATTGCTAAAAAG

GAAGTCGGAGTTGACGG

Ca_LG_6:8819398 TTTGGATGCGCACTAAAAAAGGGGCAACTAGTGTTGGCACAG

CTGTAACGGAGTAAAAAAAGGACAGAACAGTGGCAGCTGGTG

TAAAGCATAGCTGTGG

G/T TTGAAAGGAAAAAAAAGTCTTTGGAAAAACACAAGTGCTTAT

GAGGCAGTTGTAGCGTCGTGGCTGATTGCTAAAAAGGAAGT

CGGAGTTGACGGCGACA

Ca_LG_6:8887721 CTCATCTGGAAATATTTCTGGGGCTGCATCAAAATACTCAGAA

GCATTGGCATTGTGTCCTATGAGATCCAAGAAGGAGAGAGTT

GTTCTCTATAGTAAC

C/T CGTGCTCAATGCTATCTTTTGCTGCAACAACCTTTGGCTGCC

ATAAGTGATGCTACCTGTGCACTTTGTCTCCATAGACCTGTG

AATCGTCATGCCAAAA

Ca_LG_6:8939884 GATAGCTTTAAATGGGGGCTTATTTTCTTTGTTAATTTTCATTT

CATTTCAACATTAACATTTTTTCTCTCCATGTTGCTCGGCTGCT

TACAAAATTTTT

T/C GGTCATATAATTTCAGGCTACTATTGGTATCGATTTTTTGTCA

AAAACAATGTACCTTGAAGATAGAACTGTTCGTCTGCAGCTT

TGGTAGGATAAGTTC
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Ca_LG_6:8958366 ATCAATTAAAATCCATGTAACCAACTTCACGAAATGAGATACA

GCTTTATTGTTAGTTATTCATAGCTAAACAAGCAGCAGCATAA

TTCAGCTAAGCACT

T/A TGATTCAAAATGAAAATATGTCTGTTACATTTTCCCAACCACT

CAAGAAACCAAAAGCTGATGTCACAATATAAAAGCCACATAC

CTGCAGCATTTGTCA

Ca_LG_6:9002833 TCAACTCGATTGCCAGCTGCATAAGAAAACCAGATGAACTAA

GAAAAGCAGTTGAAGGGAAAGTGATTAGTTCTAAAGCAATGT

CATGAACTTTAACTAC

C/A TGAAATTTGAGTAGCATACCATCAATAAATTGCAATGCTGCC

TTCTGAACATAGAGAGCAATACGAATTTTTTCCTGATCGAGT

AAATCAAGTTAATATA

Ca_LG_6:9033205 ATTCCCAGATCAACTGTTCTTTAAAAAGTCTTCTATTTGAAGTT

TCTCTTTTGTAGTTTGCTGCTAGCCTAAGTAGTTTGGGTTAGC

TACAGTTACTTGC

C/T TTTCCTTAAGTAGTGTGCTTTTCTAGCTCATTATGAAGAGCTT

TGACAAAATGACCTGCATTGTGCATGCAGCCGCCTCCGCCT

GTTAATGACACCAACC

Ca_LG_6:9689078 GCTAATATTCAAAATGGTTAATGACTTTTGGCACTATCTACACT

CCCTGATGTGATCTCTGTAGATGTAGCTTAAGGGAATTGCTCC

TCAATCCAGCATT

T/C CTTGCCACATATTGGGCAAACTTTCATCGTTGGTTTCCGCCA

CCGCCGCCACTCCATTGAAACCTTTCCATACAGTTTTTGATC

AAGTTCCTGTAAGATC

Ca_LG_6:9689117 ACACTCCCTGATGTGATCTCTGTAGATGTAGCTTAAGGGAATT

GCTCCTCAATCCAGCATTCTTGCCACATATTGGGCAAACTTTC

ATCGTTGGTTTCCG

G/A CCACCGCCGCCACTCCATTGAAACCTTTCCATACAGTTTTTG

ATCAAGTTCCTGTAAGATCTTAGCAAAGCCATCATTCGGCTG

CGCTCGATGGTGAACT

Ca_LG_6:9826416 AGGATCCTCTGATTCTGTTGAAATTGAAACTGATAGGGAAAAT

GCTGCATCACTCGCCAAGGCACTTTGTACAGCTTTTGTAATTC

CTATGACACTCTGT

T/C GTTATCATCTACTCATTACTTTACTGCACGTACCCGAGAGAC

AGAGAGCGAGCGAGAATGGTTGCATTAGAGGAATCAGAAAT

GCAGCAACTAGATGTGG

Ca_LG_6:9826466 CACTCGCCAAGGCACTTTGTACAGCTTTTGTAATTCCTATGAC

ACTCTGTGTTATCATCTACTCATTACTTTACTGCACGTACCCG

AGAGACAGAGAGCG

G/A AGCGAGAATGGTTGCATTAGAGGAATCAGAAATGCAGCAAC

TAGATGTGGAAGATTGCACAAGAGAAGAATATTGTGAAATTC

ATGTTTTAGAATCAAAT

Ca_LG_6:10242531 TCGGGTTACTGCAATGGTGGTGGCGGAATCAGATTTCTGAGA

GTACCACAAAGGAGTTGCAATTCTGCCCCTTCCGATTCTGAAA

ATAACCCATTATCAT

T/G AAACCTTCTCGTCATTCTTCCTCTTATGAGCGTCATTCTTCCT

CTTATCGCTCATAATGTGATTGTTGCCCATTCCTTGTTTGTTC

TCCACAAGGACCTT

Ca_LG_6:10719710 TATCTTCTTCTCCTTCTATATGGATTTTTATATCTTCATTGTTCT

CAAGAAGATCCATTCTGGATAGTGAACATGGCTGCTATTTTCC

GACGTGACATCG

G/A GTGATTTTCCTTCCTCCAACCATTTCAAGCAGCAGCATCCCA

TAACTATAAACATCAGACTTATATGATACATTGCCGAAGTTCC

TAGAAAATACCTCTG

Ca_LG_6:10770645 TCCCCGTATCCACTTCATGCTTTCGTCCTACGCACCTGTGATC

TCTGCTGCCAAGGCATACCATGAGCAGCTCTCTGTGCCTGAA

ATCACCAATGCTGTA

A/G TTTGAGCCTGCTAGCATGATGGCCAAGTGTGATCCAAGGCA

CGGGAAATACATGGCTTGCTGCTTGATGTATCGTGGAGATG

TTGTACCCAAGGATGTAA

Ca_LG_6:10782487 AACTTCAAAAATAAAATAAAAAACTAGTTAAACAGAAGCACAT

CTAACCTGTACACGAGGATTCTGAAAATCATCCATCGCAGCA

GCTAGTGCTGGCAAC

C/G ACCCCTTGATGGTATTGAACTTGCAAATCTGGACCCAAATCA

GTGGACAGTTGCCCGATTGCATTAATAGCTGCCCACCTTACA

CGAGGATGTTGATCAG

Ca_LG_6:11104497 CTTCCTAGAAGATTGGCTGCTATATTAATCCATCTGCTGGTAA

TGCTTCTATAGTGTTGCTATAGCAAGTAGGATCTATGTATAAT

ATCTACAGGATCAT

T/G AGAAAGCAAAAAATTAAGTCACATAATGACACTCTGAAGACT

TCAGCAGCATAAGACGGCGTAGCAAACAATCAAATGAATAT

GCTAAGGAAATGAGAAA
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Ca_LG_6:12035671 ACAAAATCCAGCTATGGGGGGAAATGGAACACTGATCTCTCA

AACAAACGACACAACAGCTTCTGCAGCAGGAGCTAATGATTC

TATGCAAAACCTGAAT

T/C CAGGTCAGCAACTCCATTCAGAAAACCTTGGGCCTTATCCAC

CAGCTTTACCTTACAGTGTCTACCTTCAACGCTGCCTTTCAA

ATGCCACTCCTCCAAC

Ca_LG_6:12036343 AACTTAACATTTCTGTTTGGGGCAGAATTTTCGCAAGCATCTT

TTGGAGGAATTGGAGCAGAACTTCCCTGATGAGGTTGAAAGT

TTTAGAGAGAGTCGC

C/T GCTGCTTCCGCTGCTGTAAGTGTTACTTATTTGGTCTTTTATT

TCAATGTATCCATAACTATTGAATAACCTTCCTACATCATTGG

CTGTTCCCAATTTT

Ca_LG_6:12277946 AACTGCAGCTAAATGTTTTGGAAATGAACTTTGTTCTATATATT

ATTTAATTTAATATTCATATACATACAAAATTCAGAATTAGCAG

TCATCCCGCAAC

C/T GCTCCATCTTGCTTTAGTGTTTTGAGGTGGCTGCTACACACT

GCTATCCAGGATCAATAACTGCCAATTATACTTGGTTTCTGT

TTTATATAGTTGGGTT

Ca_LG_6:12279324 AGCTATGAATTCTTCACTTGCTTCATCCTCCCTCCCTTTGATG

ATGCAGCAAGCTGTTGCCATGCAACAAATGCAATTCCAGCAA

GCGCTGCTTATGCAG

G/A CAAACTATGACTGCACAGCAGGCTGCTAACCGAGCTGCAAC

CATGAAATCTGCCACAGATTTAGCAGCAGCACGAGCTGCAG

AAATTAGTAAGAAATTGA

Ca_LG_6:12315924 ACTAGTATATTTATAGTTGAAGAGAGACACAGTGAAAAGCAAA

AAATATGATGATAAAAGTATAATATTTTACGGTGGTACTTAACG

AAAAAAAGATTCA

A/G TTAAAGCAGGTTTTGAAAAGCTCACTAACCAAACAGTACCCA

CACTTCATTTCTCTCTTTCTCTCTCTCTCTCTGCGCACACACC

CGCAGCCATGGCGTC

Ca_LG_6:12319010 CCTAGGCAGAGGTGCAGGGAGGCTGCATTGGTATCAGTGGC

TGAGGGAGCTCTGGTGGGAGAGAGTGGAAGGAAGGTTGCTG

CAGTACCTTTATGTTAGA

A/C AAGGGATTGCAAAAATAGAACCCTAGGGGTCAGAGGTTTCA

TTTTTCAGAAGTCAAGCCCAACCTGGTGTGAGAATTGCTCAT

ATCCAGGAGATCCCAAA

Ca_LG_6:12330400 GATGGGATCCACGTGTCCACCTCCAATATCAAATGGGTCTGC

TTCCTTGTGTGTGGGACCTTCTTCAGATATTAGGCTTCCATCA

GTTCCACTTTGGGAG

G/T GCTGCACTTTTCAATGTTACAATTAGTTAGTTTTGATAATGTG

TTTGGATCATATTTTGATCTCGAATATAATTGATTTTGTAAAA

CTAATTTGATTATA

Ca_LG_6:12433128 AGCATCAAAGTATATTCCAAATGGTGGCTAATGGCTATGCTCA

ATTTCTGAAAAAGATGGACTAAGAGGAAAGAGATTGGGGGTA

GTAATATTAAACAAT

T/G ATTGGAAATTACACTTTTTGGCATGAAACTTTCAAGCTGCAC

CTGAAAATGTTAAGGTATCAAAAGTTATTATGTGACTGAATTC

TAATACTTGTAAGGA

Ca_LG_6:12851337 ATTGATGGAATTGGAAAAAGTGTACTTGGTCTTTGAAATCTTT

ATATGGTTTTGGTTAATGAAACAAGGCTGGAGGCTACAAGGC

AGCAACCAATCCTTT

T/C TTTTCTGTTCTTTTTGGGCATTAGTAGAATATACGATGTGCAG

CACAACAACAACCACTGATCCTTCTTTTCTCTTCTTTTTGGGA

ATTAGTGGGATGTA

Ca_LG_6:12851342 TGGAATTGGAAAAAGTGTACTTGGTCTTTGAAATCTTTATATG

GTTTTGGTTAATGAAACAAGGCTGGAGGCTACAAGGCAGCAA

CCAATCCTTTTTTTC

C/A TGTTCTTTTTGGGCATTAGTAGAATATACGATGTGCAGCACA

ACAACAACCACTGATCCTTCTTTTCTCTTCTTTTTGGGAATTA

GTGGGATGTACAATG

Ca_LG_6:12851380 ATATGGTTTTGGTTAATGAAACAAGGCTGGAGGCTACAAGGC

AGCAACCAATCCTTTTTTTCTGTTCTTTTTGGGCATTAGTAGAA

TATACGATGTGCAG

G/A CACAACAACAACCACTGATCCTTCTTTTCTCTTCTTTTTGGGA

ATTAGTGGGATGTACAATGTGCACGACAATTTTTTTTTGGAA

TAGAAGATACAGTAA

Ca_LG_6:13401545 ATCTTTTTAATTATGTTTTATCTAAATAAGTTACTTTTATATAGA

TTTAATTTTTTTTTTTTGCGTTTTTTGTAGTTTCCTTGCTTAGTG

TGGCGTTGTG

G/T TTTATTCGTCGTTTTGGTGCTGCTTTTTTGACTTTCTATTTTG

TTGCGGTGTTCTTTGGTTCATATTGATAAATTAACTTTGATTA

AGTGCAAATTCAAC
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Ca_LG_6:14696295 TTGAGTATGTGCAGCATTGCTTCGAAACAGAAACCAGTATGTT

TCTAGTGTAAAATAAAAGCAAATCACAAACATAACCAAAACTA

GAGGGTTCTATATA

A/G TAACTCAAAAGGGGTAGAAAAGGGTTTTCTTACCCCATAAAA

GATAAAGGCCTCGAGTGAGAAACACAACCTAATAGAACACC

TGCAGCAGCCTAAGGCT

Ca_LG_6:14925559 TTATCTTGGAATCGAATTCCCTAGCTGCCTTAAATCTTATCAA

GAATGGGACTGACATCTAGCTATCATCCTCATGTTCTTCTTAT

CAGTCACATTCCTC

C/T GTCTCTTGCAGCAGCCTTTGTTTTTGGTTCTGAAGCACACCT

TAAAGAGAAGAAAATGAAGGTCCTCAAATGATCTGCTCAAGA

TTTGAAGTTTTTGCTC

Ca_LG_6:14987662 TTTATATAGTCCCCCGGCTTATCACCGACATAAGCCGACAGTC

TATTCAGGGTTCCAAACTCAATGTTGGCAACTAAACACAAAGG

TTGCGCTCGTTGCA

A/G GGACTTAACCCAACACCTTACGGCACGAGCTGACGACAGCC

ATGCACCACCTGTCCGCGTTCCCGAAGGCATCCCTCTCTTT

CAAGAGGATTCGCGACAT

Ca_LG_6:14987681 TATCACCGACATAAGCCGACAGTCTATTCAGGGTTCCAAACTC

AATGTTGGCAACTAAACACAAAGGTTGCGCTCGTTGCAGGAC

TTAACCCAACACCTT

T/C ACGGCACGAGCTGACGACAGCCATGCACCACCTGTCCGCG

TTCCCGAAGGCATCCCTCTCTTTCAAGAGGATTCGCGACAT

GTCAAGCCTTGGTAAGATT

Ca_LG_6:16721241 CTAGCTTGTAAGGGGGTAGGGATGCCCCTTTCTAAAACTTAG

ATTTAATATAAGGAAGAATAAGGCCCTTTTTTGTTTGGAGTTTT

CCCCAACCTATACA

A/C TAAGGGCTTCCGTTTTCAGCAGCATCGCACTGCCGCATAAA

CAATGGATCCGCTGGGCTGGATGGGCTTCTCTGGAAAGGAA

TAAGGAATAGTGAAAAGC

Ca_LG_6:16826987 AAAACGCCATTCATCGCGAAAAAAGTTTGTCACGCTCGTATCA

GAATTGAAGAATAATAACTGCAGCATGATCTCTTTTGAAAGTC

AAGATCTTTGTTAT

T/C TACTTCATGATAGCTTTATCCGTAACAAATAGCACAGCTCGT

ATAAAAAAGTCTAACACGCCTTCTATCAAAATTAAATCCTTAC

TAAAATAAATAAATA

Ca_LG_6:16826993 CCATTCATCGCGAAAAAAGTTTGTCACGCTCGTATCAGAATTG

AAGAATAATAACTGCAGCATGATCTCTTTTGAAAGTCAAGATC

TTTGTTATTACTTC

C/G ATGATAGCTTTATCCGTAACAAATAGCACAGCTCGTATAAAA

AAGTCTAACACGCCTTCTATCAAAATTAAATCCTTACTAAAAT

AAATAAATAGATAAA

Ca_LG_6:16826996 TTCATCGCGAAAAAAGTTTGTCACGCTCGTATCAGAATTGAAG

AATAATAACTGCAGCATGATCTCTTTTGAAAGTCAAGATCTTT

GTTATTACTTCATG

G/C ATAGCTTTATCCGTAACAAATAGCACAGCTCGTATAAAAAAG

TCTAACACGCCTTCTATCAAAATTAAATCCTTACTAAAATAAA

TAAATAGATAAAAAC

Ca_LG_6:16827011 GTTTGTCACGCTCGTATCAGAATTGAAGAATAATAACTGCAGC

ATGATCTCTTTTGAAAGTCAAGATCTTTGTTATTACTTCATGAT

AGCTTTATCCGTA

A/C ACAAATAGCACAGCTCGTATAAAAAAGTCTAACACGCCTTCT

ATCAAAATTAAATCCTTACTAAAATAAATAAATAGATAAAAAC

AATAAACAACTCAAA

Ca_LG_6:16939749 TCAAACTAATAGTAATTGTTCTGCCTAGGCCTGATTGTAAAAT

CCTTTCAACTTTAAATTAACGAATACTAATTATTAAGGCTAAGC

TGCCTATGCCTGC

C/T GGAACTAACTTTTCAAGACATCCTAGCCACACGTGTTTTCAT

TAGCTATATGTCCAAGCAGCTAGCTGTATTCCCAGCCAATCA

TGATTTCAAACCCATT

Ca_LG_6:16939750 CAAACTAATAGTAATTGTTCTGCCTAGGCCTGATTGTAAAATC

CTTTCAACTTTAAATTAACGAATACTAATTATTAAGGCTAAGCT

GCCTATGCCTGCG

G/A GAACTAACTTTTCAAGACATCCTAGCCACACGTGTTTTCATT

AGCTATATGTCCAAGCAGCTAGCTGTATTCCCAGCCAATCAT

GATTTCAAACCCATTC

Ca_LG_6:16939780 TGATTGTAAAATCCTTTCAACTTTAAATTAACGAATACTAATTA

TTAAGGCTAAGCTGCCTATGCCTGCGGAACTAACTTTTCAAGA

CATCCTAGCCACA

A/G CGTGTTTTCATTAGCTATATGTCCAAGCAGCTAGCTGTATTC

CCAGCCAATCATGATTTCAAACCCATTCATTTCAAAAACAAAA

CAAACCAGCCTTAGC
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Ca_LG_6:16939792 CCTTTCAACTTTAAATTAACGAATACTAATTATTAAGGCTAAGC

TGCCTATGCCTGCGGAACTAACTTTTCAAGACATCCTAGCCAC

ACGTGTTTTCATT

T/C AGCTATATGTCCAAGCAGCTAGCTGTATTCCCAGCCAATCAT

GATTTCAAACCCATTCATTTCAAAAACAAAACAAACCAGCCTT

AGCCTCATTTCAAAA

Ca_LG_6:17125227 CTCCTCTTGAGTTGAATGTGAAATATGCTTCTTCAGATGTTGT

TCCTTTACCATATCTCACTTTGTATTGTACTTTGATTGACAGCT

TGATGTATCTTAC

C/T GATTACCAAACCTGATATTGCTTATGTTGTTCATGTTGTCAGT

CAGTTTGTTGTGTCTTCCACTACAATACATTGTGATGTAGCT

AAATATCACTAGAGG

Ca_LG_6:17125266 TTGTTCCTTTACCATATCTCACTTTGTATTGTACTTTGATTGAC

AGCTTGATGTATCTTACGATTACCAAACCTGATATTGCTTATGT

TGTTCATGTTGT

T/A CAGTCAGTTTGTTGTGTCTTCCACTACAATACATTGTGATGT

AGCTAAATATCACTAGAGGGGGGGGGGGGTTGAATATGGAT

TTTGCTGTTTAAAAATA

Ca_LG_6:17125282 TCTCACTTTGTATTGTACTTTGATTGACAGCTTGATGTATCTTA

CGATTACCAAACCTGATATTGCTTATGTTGTTCATGTTGTCAG

TCAGTTTGTTGTG

G/C TCTTCCACTACAATACATTGTGATGTAGCTAAATATCACTAGA

GGGGGGGGGGGGTTGAATATGGATTTTGCTGTTTAAAAATA

ATTTTCAAGAGATTGT

Ca_LG_6:17125284 TCACTTTGTATTGTACTTTGATTGACAGCTTGATGTATCTTACG

ATTACCAAACCTGATATTGCTTATGTTGTTCATGTTGTCAGTCA

GTTTGTTGTGTC

C/A TTCCACTACAATACATTGTGATGTAGCTAAATATCACTAGAG

GGGGGGGGGGGTTGAATATGGATTTTGCTGTTTAAAAATAA

TTTTCAAGAGATTGTAA

Ca_LG_6:18395040 ATATTGTTGTTACTAAAGAAATAAAGGAGGCTATTTGGATGGG

AGGAATGGTTAAGAGCATGGAGACAAAACAAGTTGTTACCAA

GGTGTTCTGTGATAA

A/G TCAAAGTAGTATTCACTTGGCAAGAAATCAAGTATACCATGA

TGAGAGGACAAAACACATAGATGACAAGCTACATTTTGTGAG

AGAAGTCATTGCAAAA

Ca_LG_6:18395048 GTTACTAAAGAAATAAAGGAGGCTATTTGGATGGGAGGAATG

GTTAAGAGCATGGAGACAAAACAAGTTGTTACCAAGGTGTTC

TGTGATAATCAAAGTA

A/G GTATTCACTTGGCAAGAAATCAAGTATACCATGATGAGAGGA

CAAAACACATAGATGACAAGCTACATTTTGTGAGAGAAGTCA

TTGCAAAAGGAAAGAT

Ca_LG_6:19288654 CTTTTATGATCTGCAGAAAAATGCATGGGTACCAGGAAGTACC

AGGAATCCTGAATCATATATTTTGAAAGATCAGGTATTATGGC

ATGAAATGCAGTCC

C/T GATAGATATTTTCAGTGCTTTAAGTCTGCTGCATACTATCTTA

TACCTCCAAACAAATCAGAGTGGGTGATTAATAGGGGATACT

ATCTTATACCTTTTG

Ca_LG_6:19731770 TCCAAGAAGGGATGACACAACAAGAGTCAACGACAATGGGGA

TGATCAAATGGCCGAAGCTATGAATAACATGGTTACTTCTGTT

GCTGCATAGACTCTG

G/A CGAGATCTGGAGAAGAGGGAAATAGAGATATGTGCTGCTGC

GTCAAGGGGATTAGAAAATTTTCGTCGTTACCATCCTCCAAA

GTTCAAGGGTGATGAGA

Ca_LG_6:19731781 ATGACACAACAAGAGTCAACGACAATGGGGATGATCAAATGG

CCGAAGCTATGAATAACATGGTTACTTCTGTTGCTGCATAGAC

TCTGCGAGATCTGGA

A/G GAAGAGGGAAATAGAGATATGTGCTGCTGCGTCAAGGGGAT

TAGAAAATTTTCGTCGTTACCATCCTCCAAAGTTCAAGGGTG

ATGAGAACTCAGAAAAC

Ca_LG_6:19731805 ATGGGGATGATCAAATGGCCGAAGCTATGAATAACATGGTTA

CTTCTGTTGCTGCATAGACTCTGCGAGATCTGGAGAAGAGGG

AAATAGAGATATGTGC

C/T TGCTGCGTCAAGGGGATTAGAAAATTTTCGTCGTTACCATCC

TCCAAAGTTCAAGGGTGATGAGAACTCAGAAAACGCTGATC

AGTGAATTTCCGAAGTG

Ca_LG_6:21242042 TCGCGGCAGTGAGAACGAGGAAAATTGAGAGTTGGTGAATGA

GGGTAAAAGAGAAACAAATCAAGAGGGTTTTCTGGTGAGTGA

GGGAAAACGAGGGCGA

A/G CACAATACGAAGAAGGAAGGAAAGAGGCGAAGGCGGCGCC

TGCAAGGCTGCCGCCGTGGGATTAGGGTGAAAAAGATAGAA

AGAACAAAAGTAAAGGAAA
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Ca_LG_6:21242047 GCAGTGAGAACGAGGAAAATTGAGAGTTGGTGAATGAGGGTA

AAAGAGAAACAAATCAAGAGGGTTTTCTGGTGAGTGAGGGAA

AACGAGGGCGACACAA

A/G TACGAAGAAGGAAGGAAAGAGGCGAAGGCGGCGCCTGCAA

GGCTGCCGCCGTGGGATTAGGGTGAAAAAGATAGAAAGAAC

AAAAGTAAAGGAAAAAAAG

Ca_LG_6:21242065 ATTGAGAGTTGGTGAATGAGGGTAAAAGAGAAACAAATCAAG

AGGGTTTTCTGGTGAGTGAGGGAAAACGAGGGCGACACAATA

CGAAGAAGGAAGGAAA

A/G GAGGCGAAGGCGGCGCCTGCAAGGCTGCCGCCGTGGGATT

AGGGTGAAAAAGATAGAAAGAACAAAAGTAAAGGAAAAAAA

GAGAGTGAGGGAATAACAG

Ca_LG_6:21242070 GAGTTGGTGAATGAGGGTAAAAGAGAAACAAATCAAGAGGGT

TTTCTGGTGAGTGAGGGAAAACGAGGGCGACACAATACGAAG

AAGGAAGGAAAGAGGC

C/A GAAGGCGGCGCCTGCAAGGCTGCCGCCGTGGGATTAGGGT

GAAAAAGATAGAAAGAACAAAAGTAAAGGAAAAAAAGAGAG

TGAGGGAATAACAGAGGTT

Ca_LG_6:23710050 TTAATAAAATAAAAGTTTAGCCATCATTTCAAAAACAACTCATG

TAGTAATAAAGCAAAGCAGCTCCCAGACATCACAGTGACCTA

AGTAATTAAATTTC

C/T AAGCATATCACGTTCTGCGCACAACATCAGCAAATCGCAAG

ATTTCAATCAAAGCATAAACCACACGATTTCAATTCAAGGTTT

CTTAAAATACTAAACA

Ca_LG_6:23710055 AAAATAAAAGTTTAGCCATCATTTCAAAAACAACTCATGTAGTA

ATAAAGCAAAGCAGCTCCCAGACATCACAGTGACCTAAGTAA

TTAAATTTCAAGCA

A/G TATCACGTTCTGCGCACAACATCAGCAAATCGCAAGATTTCA

ATCAAAGCATAAACCACACGATTTCAATTCAAGGTTTCTTAAA

ATACTAAACAAGGCA

Ca_LG_6:23853490 TTGCTGTCGAAGCGCTAAACTTAGCTAAAGATTTCAACATGTT

GTCCTATATATAATTCTCTTCTGCGGCTACTACACTTTCTTTTA

GCTTCTATTTTCT

T/C TAAGTTGGATGAGGAAACATCATGTGAGTACAGAGATCTACC

GGAGCCTATCAAAAAACCAGGTTGCATACCACTCCATATGG

CAGCGATCTTCTTACAC

Ca_LG_6:23853533 GTCCTATATATAATTCTCTTCTGCGGCTACTACACTTTCTTTTA

GCTTCTATTTTCTTAAGTTGGATGAGGAAACATCATGTGAGTA

CAGAGATCTACCG

G/A GAGCCTATCAAAAAACCAGGTTGCATACCACTCCATATGGCA

GCGATCTTCTTACACCGGCTCAAGATAGATGGAGTCAAGCT

TACAAACACTTCCTCCA

Ca_LG_6:23853547 TCTCTTCTGCGGCTACTACACTTTCTTTTAGCTTCTATTTTCTT

AAGTTGGATGAGGAAACATCATGTGAGTACAGAGATCTACCG

GAGCCTATCAAAAA

A/T ACCAGGTTGCATACCACTCCATATGGCAGCGATCTTCTTACA

CCGGCTCAAGATAGATGGAGTCAAGCTTACAAACACTTCCT

CCAACATTCTAAAACCA

Ca_LG_6:23858611 AATTTGTGGTTGCCTAAGTCCTCACAAAATCACAACGTTGTGA

TTTTGTTAGGGCTTAAGCAGCCACAAAATCCACTTAAATTTTTA

AGATTTTTGTGAA

A/G GGCTTTTTCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGG

TCGCCACAAAATCCTGAAGTGACATTACAATTTGTGGCTGCA

AAGGCCGCCACAAAAG

Ca_LG_6:23858669 AGCAGCCACAAAATCCACTTAAATTTTTAAGATTTTTGTGAAG

GCTTTTTCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGGTC

GCCACAAAATCCTG

G/A AAGTGACATTACAATTTGTGGCTGCAAAGGCCGCCACAAAA

GCCTGAGTCGTTATATTTTGTGGCTGCAAAGGCCGCCACAA

AGGAACCAAAGTAACGTT

Ca_LG_6:23858693 TTTTAAGATTTTTGTGAAGGCTTTTTCAGCCACAAAATCTAAAT

TTTGTGAGGGTCAAGGTCGCCACAAAATCCTGAAGTGACATT

ACAATTTGTGGCTG

G/A CAAAGGCCGCCACAAAAGCCTGAGTCGTTATATTTTGTGGC

TGCAAAGGCCGCCACAAAGGAACCAAAGTAACGTTGCATTT

TTTGCTGTTCAGGCCGCC

Ca_LG_6:23858700 ATTTTTGTGAAGGCTTTTTCAGCCACAAAATCTAAATTTTGTGA

GGGTCAAGGTCGCCACAAAATCCTGAAGTGACATTACAATTT

GTGGCTGCAAAGGC

C/T CGCCACAAAAGCCTGAGTCGTTATATTTTGTGGCTGCAAAG

GCCGCCACAAAGGAACCAAAGTAACGTTGCATTTTTTGCTGT

TCAGGCCGCCACAAAGT



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_6:23858712 GCTTTTTCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGGTC

GCCACAAAATCCTGAAGTGACATTACAATTTGTGGCTGCAAAG

GCCGCCACAAAAGC

C/T CTGAGTCGTTATATTTTGTGGCTGCAAAGGCCGCCACAAAG

GAACCAAAGTAACGTTGCATTTTTTGCTGTTCAGGCCGCCAC

AAAGTTTTAAACCGTTA

Ca_LG_6:23858718 TCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGGTCGCCAC

AAAATCCTGAAGTGACATTACAATTTGTGGCTGCAAAGGCCG

CCACAAAAGCCTGAGT

T/C CGTTATATTTTGTGGCTGCAAAGGCCGCCACAAAGGAACCA

AAGTAACGTTGCATTTTTTGCTGTTCAGGCCGCCACAAAGTT

TTAAACCGTTACCTTTT

Ca_LG_6:23858724 ACAAAATCTAAATTTTGTGAGGGTCAAGGTCGCCACAAAATCC

TGAAGTGACATTACAATTTGTGGCTGCAAAGGCCGCCACAAA

AGCCTGAGTCGTTAT

T/C ATTTTGTGGCTGCAAAGGCCGCCACAAAGGAACCAAAGTAA

CGTTGCATTTTTTGCTGTTCAGGCCGCCACAAAGTTTTAAAC

CGTTACCTTTTGTGGCT

Ca_LG_6:23858730 TCTAAATTTTGTGAGGGTCAAGGTCGCCACAAAATCCTGAAGT

GACATTACAATTTGTGGCTGCAAAGGCCGCCACAAAAGCCTG

AGTCGTTATATTTTG

G/T TGGCTGCAAAGGCCGCCACAAAGGAACCAAAGTAACGTTGC

ATTTTTTGCTGTTCAGGCCGCCACAAAGTTTTAAACCGTTAC

CTTTTGTGGCTGCAAAG

Ca_LG_6:23947676 ATTTCGATCCTCCTTTAACGATTCTGCCTCTATTCCGCTGCTG

AGTTCCCAACAGTTTGGGAATATAATCATAGTTTCTCTTTTCTA

GCATGATCATTCC

C/A TTTTTCTGACTGTTGTCGCTTCCGCCTACAATCGTCGCTGCT

GCCTCGTCTGCTATTGTCGCTGCCTCCGTCTGCTGCTGTCC

CGTTTGCTATTGCCGCC

Ca_LG_6:23965648 TATTATATTTTTGTAATTTGTCAGGAGTGAAGAGACCAAAATAT

TGTTCAGTTGCTGCACCAGGCTTCTGATTTTCATCAAACATAG

CAAACAAATAAGC

C/T CTCAATAGGTTGACCAGGCCGCATAGGAGTTCCAATCCCAC

TATTGACATGATTAATCAAATTAGTATAATATGCAGCAGCATT

TTCAGTTGTGGCCCCT

Ca_LG_6:23965669 CAGGAGTGAAGAGACCAAAATATTGTTCAGTTGCTGCACCAG

GCTTCTGATTTTCATCAAACATAGCAAACAAATAAGCCTCAAT

AGGTTGACCAGGCCG

G/T CATAGGAGTTCCAATCCCACTATTGACATGATTAATCAAATTA

GTATAATATGCAGCAGCATTTTCAGTTGTGGCCCCTTCCCCA

CCTGCAGATGGCCAT

Ca_LG_6:23965683 CCAAAATATTGTTCAGTTGCTGCACCAGGCTTCTGATTTTCAT

CAAACATAGCAAACAAATAAGCCTCAATAGGTTGACCAGGCC

GCATAGGAGTTCCAA

A/T TCCCACTATTGACATGATTAATCAAATTAGTATAATATGCAGC

AGCATTTTCAGTTGTGGCCCCTTCCCCACCTGCAGATGGCC

ATCCACTCTCAGACAC

Ca_LG_6:24222466 TGAATTTTGTACAAACCTGAAAGCAAGCACCACAAGCAGCTC

CATCATAGAAAAGTGAAGAAACACCAGCTGCAAGTTGTCCAC

CACTAAAGTCCAATGC

C/G TAAAGAACCATACCCACATGCCCCAGCTGCATAAAAATAAAT

ATAAAAATTAAACAATGAAAAAATATTTGTTAACAAAAGAACT

CTATATGAAATGAAA

Ca_LG_6:24222480 ACCTGAAAGCAAGCACCACAAGCAGCTCCATCATAGAAAAGT

GAAGAAACACCAGCTGCAAGTTGTCCACCACTAAAGTCCAAT

GCTAAAGAACCATACC

C/T CACATGCCCCAGCTGCATAAAAATAAATATAAAAATTAAACA

ATGAAAAAATATTTGTTAACAAAAGAACTCTATATGAAATGAA

AATTGTTAATTACAT

Ca_LG_6:24222487 AGCAAGCACCACAAGCAGCTCCATCATAGAAAAGTGAAGAAA

CACCAGCTGCAAGTTGTCCACCACTAAAGTCCAATGCTAAAG

AACCATACCCACATGC

C/T CCCAGCTGCATAAAAATAAATATAAAAATTAAACAATGAAAAA

ATATTTGTTAACAAAAGAACTCTATATGAAATGAAAATTGTTA

ATTACATGAGAGAG

Ca_LG_6:25357840 CCCTACTCCAATTACCACCCACACCTTTGACAAGTCCTCCTGT

TTTACAACCACCTCTGGTGAATCCAATGCCTTAGGCGAGCTC

AGTGCTGCCTGCATT

T/C AACCCTATCAACCTCTCTGCAAATTTGCAAAAACTCTCAGTG

ACAATAACTTTCTCTGGTGGAAGCAGCAAAGTAAGCTAGTTT

TGAAGGGTCATCGCCA
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Ca_LG_6:25407317 TGTTAAAAAGGCTATACCAGTGCTATAGCCCTTTAGTGTAGCG

GATTTTGGACAAAACGCTATTTTCCATGATGCAACATTGGCTG

CCGCTTGCTACAAC

C/T TCAAACATTTCGAATTACTGGAATTGTTGTTGATGCATGAAC

AATAGGTTACTCGATCAGTGGAATTTGTTTCTAGTAAATGCA

AGGTAACACTGCCTAG

Ca_LG_6:25407328 CTATACCAGTGCTATAGCCCTTTAGTGTAGCGGATTTTGGACA

AAACGCTATTTTCCATGATGCAACATTGGCTGCCGCTTGCTAC

AACTCAAACATTTC

C/T GAATTACTGGAATTGTTGTTGATGCATGAACAATAGGTTACT

CGATCAGTGGAATTTGTTTCTAGTAAATGCAAGGTAACACTG

CCTAGTACCTACAATA

Ca_LG_6:25407394 CATTGGCTGCCGCTTGCTACAACTCAAACATTTCGAATTACTG

GAATTGTTGTTGATGCATGAACAATAGGTTACTCGATCAGTGG

AATTTGTTTCTAGT

T/C AAATGCAAGGTAACACTGCCTAGTACCTACAATATATTCACA

ATGAGTTTGACCCTTCACTTGACCCGATTACGGCAGCAGCT

CTATAGTATCATGTTTC

Ca_LG_6:25599940 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNTTCTAAGTTTGCTGCCCCATTTTTAAAAAGGGGGAAAAA

ATTCAAATTTTTAAAA

A/T TGTTAGAAAAATCTGGTATTCTAGTTTTTTGAAAAAGTGTATA

ATCTTAAGGGATAAAATCCGGTAAATTCTAAGTTTGCTGCCC

TTTTTTTGAAAATCT

Ca_LG_6:25600066 TTTTGAAAAAGTGTATAATCTTAAGGGATAAAATCCGGTAAATT

CTAAGTTTGCTGCCCTTTTTTTGAAAATCTGGTATTCTGTTTCA

GATTTTTAAGGT

T/G GTAAAAAATTTGGAACATCTTTATAATCTTAACTCTTATTTTAA

AATTTTTAAAGTTTTTAAATGAATTTGAGTTTTAATTTTAATAT

TATAAGTCTATT

Ca_LG_6:25772731 GTTGGTTGGGTTTAGATCTTATGTTGCTTGTCGGCTTATATCT

GCAATATCTTCAAATGACATCTTAAGGCCTAGGTGTTCTTGTA

TTGCAGCCACATCC

C/A TGAGCGACGGAATTGAGTGATGCCTGGAGAGTCTTGAGAGA

TGCTTCTACTCTTGCATTATGAGCAGCTTGATTCTCCATAAAT

TCCAGCGGCTTCGTTA

Ca_LG_6:26811992 GATTATTCTTTTATATGTAATGTAGAAACATTAAAACAACTTAT

GAAAATGGTTTCGAATTTCTTAACCTTACTAATGTTGTTCCTTG

CTGCTCTTATCT

T/C TTGTTCCACAAGGACTTGCTGATGTAAGCCCACAAATCTCCA

AGACACCAATTCCTAAACCACCTAATTACGACAAAAAAGGAG

AACTCGACATTATTAG

Ca_LG_6:26863178 TAGCTTTTACAGTCTTGGCAAATTAGGTGACAGAATAAAACCA

AGTGTTACTACCTGATATACAGTTTTTGCAGCCCGTTTTACTG

TCACTTGTAACTGT

T/C ATCAATGCATCTTTAACAAGCATACCACGAACCAAAGCAGCA

ACCAAGTTGACCTTCTTTGGACTCTAAAATAAGGTTTAAAAA

ATGAACATACATTAAG

Ca_LG_6:27812911 GGCAATACACCTCAAGTAGAAGGAACCTTGAGATGGTCTCCC

TTCCCATCTCCCTTTCTCTTTCAACCTCTCTATGTCTATCTCTT

ATCTCAGACTCTCA

A/C TAACCAACACTCCAAACAGCAGCAGCGAGCCCCTACTACAT

TGCTTGTCCCTACATGAGTCAAGGAAACCAATCCAAACTGAA

CAATTGTGATTGCGCTG

Ca_LG_6:27812925 AGTAGAAGGAACCTTGAGATGGTCTCCCTTCCCATCTCCCTTT

CTCTTTCAACCTCTCTATGTCTATCTCTTATCTCAGACTCTCAT

AACCAACACTCCA

A/G AACAGCAGCAGCGAGCCCCTACTACATTGCTTGTCCCTACA

TGAGTCAAGGAAACCAATCCAAACTGAACAATTGTGATTGCG

CTGGAAATGATATATCA

Ca_LG_6:29978947 CTTGGATCCATTGATCCGCCTTCTCTGAATTCTCATCCCCCTT

AAACTTGGGAGGATTGTAACGACGAAAGTCTTCTAATCCTCTT

GACTCTGCAGCACG

G/A GATCTCTCTTTCCCTCTTTTCAAGATCACGTCGAGTCTTGGC

AGCAGTCTGTGCAGCAACAAAAGCAACCATGTTATTCATAGC

TTCCGCCATTCGATCG

Ca_LG_6:29978955 CATTGATCCGCCTTCTCTGAATTCTCATCCCCCTTAAACTTGG

GAGGATTGTAACGACGAAAGTCTTCTAATCCTCTTGACTCTGC

AGCACGGATCTCTC

C/T TTTCCCTCTTTTCAAGATCACGTCGAGTCTTGGCAGCAGTCT

GTGCAGCAACAAAAGCAACCATGTTATTCATAGCTTCCGCCA

TTCGATCGTCCCTATT
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Ca_LG_6:29978961 TCCGCCTTCTCTGAATTCTCATCCCCCTTAAACTTGGGAGGAT

TGTAACGACGAAAGTCTTCTAATCCTCTTGACTCTGCAGCACG

GATCTCTCTTTCCC

C/A TCTTTTCAAGATCACGTCGAGTCTTGGCAGCAGTCTGTGCAG

CAACAAAAGCAACCATGTTATTCATAGCTTCCGCCATTCGAT

CGTCCCTATTAGCATT

Ca_LG_6:29978996 GGGAGGATTGTAACGACGAAAGTCTTCTAATCCTCTTGACTCT

GCAGCACGGATCTCTCTTTCCCTCTTTTCAAGATCACGTCGAG

TCTTGGCAGCAGTC

C/A TGTGCAGCAACAAAAGCAACCATGTTATTCATAGCTTCCGCC

ATTCGATCGTCCCTATTAGCATTGGCTCTTGGAACGTCATTC

CTTCTTGGCGGCATGG

Ca_LG_6:29979009 CGACGAAAGTCTTCTAATCCTCTTGACTCTGCAGCACGGATCT

CTCTTTCCCTCTTTTCAAGATCACGTCGAGTCTTGGCAGCAGT

CTGTGCAGCAACAA

A/G AAGCAACCATGTTATTCATAGCTTCCGCCATTCGATCGTCCC

TATTAGCATTGGCTCTTGGAACGTCATTCCTTCTTGGCGGCA

TGGTTTTCCTATAAAA

Ca_LG_6:30417319 ACGGTATTTGAAGAAGGCACCAAGACAAAGCTTATTTTTCCAA

TGGACTCAGAACTATAACTTAGTGGTTTTAGTGGTGCTGGCTG

GGGAACATGCAAGA

A/G ACACTAGAAGATCATATTTTGGAAGTAGTATCTTCTTAGGAA

ACTCATTAATAAGTTGGAAGACTAATAAGCAAACAATAGTAG

CAAAATCATCATCAGT

Ca_LG_6:30417334 GGCACCAAGACAAAGCTTATTTTTCCAATGGACTCAGAACTAT

AACTTAGTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGA

ACACTAGAAGATCAT

T/A ATTTTGGAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTG

GAAGACTAATAAGCAAACAATAGTAGCAAAATCATCATCAGT

GGCTGAGTATAGGGC

Ca_LG_6:30417335 GCACCAAGACAAAGCTTATTTTTCCAATGGACTCAGAACTATA

ACTTAGTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGAA

CACTAGAAGATCATA

A/T TTTTGGAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTGG

AAGACTAATAAGCAAACAATAGTAGCAAAATCATCATCAGTG

GCTGAGTATAGGGCA

Ca_LG_6:30417338 CCAAGACAAAGCTTATTTTTCCAATGGACTCAGAACTATAACT

TAGTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGAACAC

TAGAAGATCATATTT

T/C TGGAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTGGAA

GACTAATAAGCAAACAATAGTAGCAAAATCATCATCAGTGGC

TGAGTATAGGGCACTT

Ca_LG_6:30417340 AAGACAAAGCTTATTTTTCCAATGGACTCAGAACTATAACTTA

GTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGAACACTA

GAAGATCATATTTTG

G/A GAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTGGAAGA

CTAATAAGCAAACAATAGTAGCAAAATCATCATCAGTGGCTG

AGTATAGGGCACTTGC

Ca_LG_6:30417346 AAGCTTATTTTTCCAATGGACTCAGAACTATAACTTAGTGGTTT

TAGTGGTGCTGGCTGGGGAACATGCAAGAACACTAGAAGATC

ATATTTTGGAAGTA

A/T GTATCTTCTTAGGAAACTCATTAATAAGTTGGAAGACTAATAA

GCAAACAATAGTAGCAAAATCATCATCAGTGGCTGAGTATAG

GGCACTTGCAACTGC

Ca_LG_6:30417349 CTTATTTTTCCAATGGACTCAGAACTATAACTTAGTGGTTTTAG

TGGTGCTGGCTGGGGAACATGCAAGAACACTAGAAGATCATA

TTTTGGAAGTAGTA

A/G TCTTCTTAGGAAACTCATTAATAAGTTGGAAGACTAATAAGC

AAACAATAGTAGCAAAATCATCATCAGTGGCTGAGTATAGGG

CACTTGCAACTGCCAC

Ca_LG_6:30417351 TATTTTTCCAATGGACTCAGAACTATAACTTAGTGGTTTTAGTG

GTGCTGGCTGGGGAACATGCAAGAACACTAGAAGATCATATT

TTGGAAGTAGTATC

C/T TTCTTAGGAAACTCATTAATAAGTTGGAAGACTAATAAGCAA

ACAATAGTAGCAAAATCATCATCAGTGGCTGAGTATAGGGCA

CTTGCAACTGCCACTA

Ca_LG_6:30417365 ACTCAGAACTATAACTTAGTGGTTTTAGTGGTGCTGGCTGGG

GAACATGCAAGAACACTAGAAGATCATATTTTGGAAGTAGTAT

CTTCTTAGGAAACTC

C/T ATTAATAAGTTGGAAGACTAATAAGCAAACAATAGTAGCAAA

ATCATCATCAGTGGCTGAGTATAGGGCACTTGCAACTGCCA

CTAGTGAACTTCAATGA
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Ca_LG_6:30564125 ATAAATAACATGGACAACCTTACCAACTCTTTGTGCAAGGACT

GCTCCCACTACATAGTTAGATGCATCACACATAATTTCAAAAG

GGAGGATCCAATTG

G/T GGTGGCTGAATTATGGGAGTAGAGGTCAGTCATGCCTTTAA

GAAATCAAACCTCTTCTTGCATTTGTCGTCAAAGGTGAAATT

GACATCGTTTTGCAGCA

Ca_LG_6:31061055 CGTTACTGGAAAATATTATTCTTTCATTCAACCACTTCAGTAAT

GTAGAAGAATTCACAATCATGTCTTCCTCCAAATTAAACATCA

TTGATTTAAGCAA

A/G CAATGATCTATCAGGGTCTTTTCCAACATCTATCTTACAGCT

CGGTTCACTTTCTGTCCTCGATGTTTCCTCTAACAGGTTGAA

TGGGTCGCTGCAGCTA

Ca_LG_6:31061072 ATTCTTTCATTCAACCACTTCAGTAATGTAGAAGAATTCACAAT

CATGTCTTCCTCCAAATTAAACATCATTGATTTAAGCAACAATG

ATCTATCAGGGT

T/C CTTTTCCAACATCTATCTTACAGCTCGGTTCACTTTCTGTCCT

CGATGTTTCCTCTAACAGGTTGAATGGGTCGCTGCAGCTAG

ATAAGTTTTTGGAGCT

Ca_LG_6:31061092 CAGTAATGTAGAAGAATTCACAATCATGTCTTCCTCCAAATTA

AACATCATTGATTTAAGCAACAATGATCTATCAGGGTCTTTTC

CAACATCTATCTTA

A/C CAGCTCGGTTCACTTTCTGTCCTCGATGTTTCCTCTAACAGG

TTGAATGGGTCGCTGCAGCTAGATAAGTTTTTGGAGCTTAGA

AATTTAACGTATCTAG

Ca_LG_6:31061099 GTAGAAGAATTCACAATCATGTCTTCCTCCAAATTAAACATCA

TTGATTTAAGCAACAATGATCTATCAGGGTCTTTTCCAACATCT

ATCTTACAGCTCG

G/A GTTCACTTTCTGTCCTCGATGTTTCCTCTAACAGGTTGAATG

GGTCGCTGCAGCTAGATAAGTTTTTGGAGCTTAGAAATTTAA

CGTATCTAGACCTTTC

Ca_LG_6:31061111 ACAATCATGTCTTCCTCCAAATTAAACATCATTGATTTAAGCAA

CAATGATCTATCAGGGTCTTTTCCAACATCTATCTTACAGCTC

GGTTCACTTTCTG

G/A TCCTCGATGTTTCCTCTAACAGGTTGAATGGGTCGCTGCAG

CTAGATAAGTTTTTGGAGCTTAGAAATTTAACGTATCTAGAC

CTTTCATTCAATAACTT

Ca_LG_6:31061120 TCTTCCTCCAAATTAAACATCATTGATTTAAGCAACAATGATCT

ATCAGGGTCTTTTCCAACATCTATCTTACAGCTCGGTTCACTT

TCTGTCCTCGATG

G/C TTTCCTCTAACAGGTTGAATGGGTCGCTGCAGCTAGATAAGT

TTTTGGAGCTTAGAAATTTAACGTATCTAGACCTTTCATTCAA

TAACTTCTCAATCAA

Ca_LG_6:31061125 CTCCAAATTAAACATCATTGATTTAAGCAACAATGATCTATCAG

GGTCTTTTCCAACATCTATCTTACAGCTCGGTTCACTTTCTGT

CCTCGATGTTTCC

C/G TCTAACAGGTTGAATGGGTCGCTGCAGCTAGATAAGTTTTTG

GAGCTTAGAAATTTAACGTATCTAGACCTTTCATTCAATAACT

TCTCAATCAATGTGA

Ca_LG_6:32225588 TAAGCCAAGGAGTTCCTTCATGCAGAGATTAGGGATTCAATCA

ATGTTTATGAAGATAAAGCAACACATATCTTAAGGCTTGTTGG

GTCTGCAGCTCAAC

C/T AAGTAATGTATTAATTGAGATTCAACATGATTCTTTACTCTCA

AAATGGTTACCCGACAAGGAATAAACACAAAACATCAAGCAC

AAAACTCTTCATAGT

Ca_LG_6:32225590 AGCCAAGGAGTTCCTTCATGCAGAGATTAGGGATTCAATCAAT

GTTTATGAAGATAAAGCAACACATATCTTAAGGCTTGTTGGGT

CTGCAGCTCAACAA

A/G GTAATGTATTAATTGAGATTCAACATGATTCTTTACTCTCAAA

ATGGTTACCCGACAAGGAATAAACACAAAACATCAAGCACAA

AACTCTTCATAGTTA

Ca_LG_6:32317480 AGATTTGATGTCAACAAGTTAATCATGGTGATTAGGTGAGCTG

GCAGCTGCAGTACTTGTGTCAATTTCCAAAGGAGTAGCAGAA

CAAGATGCAGGGGAA

A/G AGGGGAGGGGATGCAATATTATGAAAATCATCAAATACAAG

ACCATTGTTATTAGGGAGAGGATTTGGTTGCTGCAAAGTAGA

ATTAACTATAGAATAAG

Ca_LG_6:32317500 AATCATGGTGATTAGGTGAGCTGGCAGCTGCAGTACTTGTGT

CAATTTCCAAAGGAGTAGCAGAACAAGATGCAGGGGAAAGG

GGAGGGGATGCAATATT

T/C ATGAAAATCATCAAATACAAGACCATTGTTATTAGGGAGAGG

ATTTGGTTGCTGCAAAGTAGAATTAACTATAGAATAAGGAAA

TATAAACTAAAAAAAA
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Ca_LG_6:32317501 ATCATGGTGATTAGGTGAGCTGGCAGCTGCAGTACTTGTGTC

AATTTCCAAAGGAGTAGCAGAACAAGATGCAGGGGAAAGGG

GAGGGGATGCAATATTA

A/G TGAAAATCATCAAATACAAGACCATTGTTATTAGGGAGAGGA

TTTGGTTGCTGCAAAGTAGAATTAACTATAGAATAAGGAAAT

ATAAACTAAAAAAAAA

Ca_LG_6:32722745 ATTTTCCCTTTCTGATATCACTCATACTGGCGAAATATGTTCAA

ATGATCTTGATCAACTGCAGCCTGAATTAAGTAATCCTAGCTT

TCCTTCTCCTGAG

G/C GGCGAGTATCAGCTGATGTCTCTGGATGAAAGGCTGCTGCT

TGAGTTGCAGAGCATTGGTTTATATCCAGAAATATTGGTAGG

GTTTTATTTCATATATG

Ca_LG_6:33379159 TTGGTGAGAGTTATGATCGTTTAAATAGTTCATCAAACTGAAG

AAGTGATGGATGAATGTGAGAATTGCAGTGGCGGCGGCATCT

AGCGTGGAAGAAGAT

T/C TGCATCTGGAAGAAGGTTGCGATGCAGATTTTTAATTTGTGC

AGAAGTGGTGGAGCTAGCAATTATCTAGGTGCCCAAAGTAG

CAGATTTAAAATACCTA

Ca_LG_6:33379166 GAGTTATGATCGTTTAAATAGTTCATCAAACTGAAGAAGTGAT

GGATGAATGTGAGAATTGCAGTGGCGGCGGCATCTAGCGTG

GAAGAAGATTGCATCT

T/G GGAAGAAGGTTGCGATGCAGATTTTTAATTTGTGCAGAAGTG

GTGGAGCTAGCAATTATCTAGGTGCCCAAAGTAGCAGATTTA

AAATACCTAAAACAGA

Ca_LG_6:33379175 TCGTTTAAATAGTTCATCAAACTGAAGAAGTGATGGATGAATG

TGAGAATTGCAGTGGCGGCGGCATCTAGCGTGGAAGAAGATT

GCATCTGGAAGAAGG

G/A TTGCGATGCAGATTTTTAATTTGTGCAGAAGTGGTGGAGCTA

GCAATTATCTAGGTGCCCAAAGTAGCAGATTTAAAATACCTA

AAACAGAGTGGGTCAA

Ca_LG_6:33379176 CGTTTAAATAGTTCATCAAACTGAAGAAGTGATGGATGAATGT

GAGAATTGCAGTGGCGGCGGCATCTAGCGTGGAAGAAGATT

GCATCTGGAAGAAGGT

T/C TGCGATGCAGATTTTTAATTTGTGCAGAAGTGGTGGAGCTAG

CAATTATCTAGGTGCCCAAAGTAGCAGATTTAAAATACCTAA

AACAGAGTGGGTCAAA

Ca_LG_6:33667098 CAGGGATGTTTGGATAGATGTCAAGGTAGCTTCCATCCTTGC

ATTTGACTCTAATATTTTGGCGTTGTGTTCCATTTGAGCTGCC

ATAAATTCCATCAGC

C/T TTTGAAACAAATGCAGGAGCCTCAGCTGCTGATTCAGATGCT

TGTGGAGGAGTTGGTTCAACATTTGGCATTGGTCTAATCCAA

ACATTATCTACTTTCT

Ca_LG_6:33667124 TAGCTTCCATCCTTGCATTTGACTCTAATATTTTGGCGTTGTGT

TCCATTTGAGCTGCCATAAATTCCATCAGCTTTGAAACAAATG

CAGGAGCCTCAGC

C/T TGCTGATTCAGATGCTTGTGGAGGAGTTGGTTCAACATTTGG

CATTGGTCTAATCCAAACATTATCTACTTTCTTCAGTTTCATC

TGATTCACAATCGCT

Ca_LG_6:33837911 TGATTGTCGATCACAATTTTTTGGTGTTGCGATTGTGCTTTTG

GGTTGTTTCTCGCTGTTGCTCGTTACTGCGTTTCTGGGTCATT

CTCGCTGCTTGTTG

G/A ATCGGTTTCTGCTCAGCCGTTGTTGCTTGCGTGATCGCGTTT

GGTTGTCTCGTGGAAATTTTTTTGTTACAGACCTCTTGTTTAA

GAACACATTTGATTC

Ca_LG_6:35297705 GGATCTTGCTTAGGACAGAGGGGACACAACCACCCAAAAAAA

AAAGTTTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAA

ATTACAATAATACT

T/C TAAACCCTAAATCATATCATCTCTCTTCCTTTCTCTCCTGTGC

GCTGCTCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTC

GCGTCGCTGTCGTGC

Ca_LG_6:35297710 TTGCTTAGGACAGAGGGGACACAACCACCCAAAAAAAAAAGT

TTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAAATTAC

AATAATACTTAAAC

C/T CCTAAATCATATCATCTCTCTTCCTTTCTCTCCTGTGCGCTGC

TCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTCGCGTC

GCTGTCGTGCCTCCC

Ca_LG_6:35297711 TGCTTAGGACAGAGGGGACACAACCACCCAAAAAAAAAAGTT

TGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAAATTACA

ATAATACTTAAACC

C/T CTAAATCATATCATCTCTCTTCCTTTCTCTCCTGTGCGCTGCT

CTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTCGCGTCG

CTGTCGTGCCTCCCT
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Ca_LG_6:35297746 AAAAGTTTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAA

AATTACAATAATACTTAAACCCTAAATCATATCATCTCTCTTCC

TTTCTCTCCTGT

T/C GCGCTGCTCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCG

TCGCGTCGCTGTCGTGCCTCCCTCTTGCCGTCTTCACCGCT

GCTACCTCGCCTCGGTC

Ca_LG_6:35297751 TTTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAAATTA

CAATAATACTTAAACCCTAAATCATATCATCTCTCTTCCTTTCT

CTCCTGTGCGCT

T/G GCTCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTCGCG

TCGCTGTCGTGCCTCCCTCTTGCCGTCTTCACCGCTGCTAC

CTCGCCTCGGTCGTTTG

Ca_LG_6:35297779 TAAAATTACAAAATTACAATAATACTTAAACCCTAAATCATATC

ATCTCTCTTCCTTTCTCTCCTGTGCGCTGCTCTCTCTTCCTCTC

TCACTCTCCTGT

T/C TGTGTTGCGTCGCGTCGCTGTCGTGCCTCCCTCTTGCCGTC

TTCACCGCTGCTACCTCGCCTCGGTCGTTTGTCGTCAAAACT

CCAAAGGTTTGGATTTT

Ca_LG_6:35791158 GTACTGTCAACCACAGAGCTGTTGAATTAAGAGTGATAAAATA

ACTTAAATTTTCTCGTACTTAATTCAATGGCTTTATAAGTGCTG

CAGAAGATCCAGA

A/G CACAAAAATGATAGGTTTAAATATAGGAGATAGAGAGTAAAA

GTATGACAGAGAGAGAGAGAATGTAGATAGCGCAGCGAAAA

ATAGAATGCAAATTATC

Ca_LG_6:36295595 AGACATGGTAGTTGAAGTATAGTTAATTGGTGCTATGTTTGGG

TTGGTGACGTGGACGGTTAATAGAACTTCGGCGTCTACGACA

GGTATGTTTAGTTTG

G/T AAGGAAGTGAAGTTGATGGAGATAAGATGGAAGGTTGGGTC

TTTTGGTTTTGCTGAGAGAATTGAGGTTGCTGCTACTGCTGA

GGCTGCTCCCACTATTG

Ca_LG_6:36295605 GTTGAAGTATAGTTAATTGGTGCTATGTTTGGGTTGGTGACGT

GGACGGTTAATAGAACTTCGGCGTCTACGACAGGTATGTTTA

GTTTGAAGGAAGTGA

A/T AGTTGATGGAGATAAGATGGAAGGTTGGGTCTTTTGGTTTTG

CTGAGAGAATTGAGGTTGCTGCTACTGCTGAGGCTGCTCCC

ACTATTGCTGATGTCCA

Ca_LG_6:37115683 CTCCCCAAGAAGGAACGACGCTGCAAAGGTCAACATCAATAG

GAATGATCAAAAGGTTGAAGCAATGAATAACGCTTATGTTGAT

GCACAGACAGCTCCC

C/G AGGACTCTACAAGATCTGGAGAAGAGGGAAAGAGAGATATG

TGCTGCTGTGTTAGGGGGATTGGAGGATTTTCGTTGTTACC

ATCCTCCAAAGTTCAAGG

Ca_LG_6:37115694 GGAACGACGCTGCAAAGGTCAACATCAATAGGAATGATCAAA

AGGTTGAAGCAATGAATAACGCTTATGTTGATGCACAGACAG

CTCCCAGGACTCTACA

A/G AGATCTGGAGAAGAGGGAAAGAGAGATATGTGCTGCTGTGT

TAGGGGGATTGGAGGATTTTCGTTGTTACCATCCTCCAAAGT

TCAAGGGTGGTGATAAC

Ca_LG_6:37224650 CGACAACAATATCCTGCGTTTTTGTTTTGACATAGCAGCAACT

ATCATCTCCCAACATTTTCATGCACTGCCTCCCAACATCCTAC

CCCTTACCAAATCA

A/G GACTCCAAACACATTTGGTGTGGCGACTTTATCCCTCAACAT

AGACTTGTGATAAAATATGTCCTTAAATGAAACTGAGGCAAA

CCCTTGGATTTGTATC

Ca_LG_6:37224656 CAATATCCTGCGTTTTTGTTTTGACATAGCAGCAACTATCATCT

CCCAACATTTTCATGCACTGCCTCCCAACATCCTACCCCTTAC

CAAATCAGACTCC

C/T AAACACATTTGGTGTGGCGACTTTATCCCTCAACATAGACTT

GTGATAAAATATGTCCTTAAATGAAACTGAGGCAAACCCTTG

GATTTGTATCCGATGA

Ca_LG_6:37224668 TTTTTGTTTTGACATAGCAGCAACTATCATCTCCCAACATTTTC

ATGCACTGCCTCCCAACATCCTACCCCTTACCAAATCAGACTC

CAAACACATTTGG

G/T TGTGGCGACTTTATCCCTCAACATAGACTTGTGATAAAATAT

GTCCTTAAATGAAACTGAGGCAAACCCTTGGATTTGTATCCG

ATGATTAATGGACTAC

Ca_LG_6:37224671 TTGTTTTGACATAGCAGCAACTATCATCTCCCAACATTTTCATG

CACTGCCTCCCAACATCCTACCCCTTACCAAATCAGACTCCAA

ACACATTTGGTGT

T/C GGCGACTTTATCCCTCAACATAGACTTGTGATAAAATATGTC

CTTAAATGAAACTGAGGCAAACCCTTGGATTTGTATCCGATG

ATTAATGGACTACGGC
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Ca_LG_6:37224694 TCATCTCCCAACATTTTCATGCACTGCCTCCCAACATCCTACC

CCTTACCAAATCAGACTCCAAACACATTTGGTGTGGCGACTTT

ATCCCTCAACATAG

G/A ACTTGTGATAAAATATGTCCTTAAATGAAACTGAGGCAAACC

CTTGGATTTGTATCCGATGATTAATGGACTACGGCAATCCCT

TCACTTTGCTATTGAG

Ca_LG_6:37224695 CATCTCCCAACATTTTCATGCACTGCCTCCCAACATCCTACCC

CTTACCAAATCAGACTCCAAACACATTTGGTGTGGCGACTTTA

TCCCTCAACATAGA

A/T CTTGTGATAAAATATGTCCTTAAATGAAACTGAGGCAAACCC

TTGGATTTGTATCCGATGATTAATGGACTACGGCAATCCCTT

CACTTTGCTATTGAGC

Ca_LG_6:37225042 TTTTATAGCCCTCACTTCTTGACCTAATGGGCCCTTCTTTGGA

AGTCCAATCCCATTAAGATAAATCTCTAAGATCCACACCACTT

GTCCTACGAGTATT

T/A ACAGCGCATGAAGCTGGCTGCCCCTTCTCCATGCAGTTTTT

CCTTACAGGGGGCATGGAGCTGGAGCATGCGTAGCTCATGT

TACTCGTCTGTGTAGGGA

Ca_LG_6:37371714 TTATATAAGCATATTTGATGAACAGTAGCTAGTGTGTTAAGTC

ATGATTCTTATCTAAGGCTGATAATTGGGCTTATAATGCCTTT

GTTTATGGACCTCA

A/G AGACCTTTCATTTCCTACTTCGGTCTATCATCTTATGTTTTTT

TATCCAATGGAAGATTCTACATGGGAAACAGCTTCTTCCAAT

CACAATCAGTATACA

Ca_LG_6:37371715 TATATAAGCATATTTGATGAACAGTAGCTAGTGTGTTAAGTCA

TGATTCTTATCTAAGGCTGATAATTGGGCTTATAATGCCTTTGT

TTATGGACCTCAA

A/G GACCTTTCATTTCCTACTTCGGTCTATCATCTTATGTTTTTTT

ATCCAATGGAAGATTCTACATGGGAAACAGCTTCTTCCAATC

ACAATCAGTATACAA

Ca_LG_6:37410867 AAGCAAGCCATTTGTAGCCGCCCAGGCCGCTACAAAAGCATT

GATCCATTGCACTTTGTGGCTGCAAAGGCCGCCACAAATTCC

CATAGTTCCGTTGCAC

C/A TTTGTGGCCGCCCAGGCCGCCACAAAAGGCTTCATTTCTAA

CTGTTAAAGCCGCAACAAATTCCCATTGTACCTTTGGAATTT

GTGGCTGCTTTGGTCGC

Ca_LG_6:38477318 TGACATCTTGGTTTATAGTAGAGATGAGGCTGCACATGAAGAT

CATTTGCGGAAAGTGCTGGAAGCATTAAGAGGAAATTCCTTA

CTGGTCAACAAAAAA

A/T AAATGTAGTTTTGTTCAGCCAAGCCTAGAGTATTTGGGTCAT

GTTATCTCTGAGGCAGGAGTGGCAGCCGACCAGACAAAGGT

AGAGGCTGTAAAATCTT

Ca_LG_6:38706508 ATCATTCACATTGATTGAAATGTTATTGAATGAAAGGTCTATTG

CAGTTAAATTTATAAGCTTCAAAAGCTCATCTAGCTGCAGTGA

ACCATTCAACCTA

A/G TTAGAGGAAAGATCCAAGAAAGAAAGTGAACTGAGCTGGAA

GATAGATATTGGAAAAGGCCCTGATAGACTATTGCTACTTAA

ATCAAGAGTGTTCACTA

Ca_LG_6:38706514 CACATTGATTGAAATGTTATTGAATGAAAGGTCTATTGCAGTT

AAATTTATAAGCTTCAAAAGCTCATCTAGCTGCAGTGAACCAT

TCAACCTATTAGAG

G/C GAAAGATCCAAGAAAGAAAGTGAACTGAGCTGGAAGATAGA

TATTGGAAAAGGCCCTGATAGACTATTGCTACTTAAATCAAG

AGTGTTCACTACAGATG

Ca_LG_6:38706523 TGAAATGTTATTGAATGAAAGGTCTATTGCAGTTAAATTTATAA

GCTTCAAAAGCTCATCTAGCTGCAGTGAACCATTCAACCTATT

AGAGGAAAGATCC

C/G AAGAAAGAAAGTGAACTGAGCTGGAAGATAGATATTGGAAA

AGGCCCTGATAGACTATTGCTACTTAAATCAAGAGTGTTCAC

TACAGATGAAGACAAAA

Ca_LG_6:38706525 AAATGTTATTGAATGAAAGGTCTATTGCAGTTAAATTTATAAGC

TTCAAAAGCTCATCTAGCTGCAGTGAACCATTCAACCTATTAG

AGGAAAGATCCAA

A/G GAAAGAAAGTGAACTGAGCTGGAAGATAGATATTGGAAAAG

GCCCTGATAGACTATTGCTACTTAAATCAAGAGTGTTCACTA

CAGATGAAGACAAAATT

Ca_LG_6:38706528 TGTTATTGAATGAAAGGTCTATTGCAGTTAAATTTATAAGCTTC

AAAAGCTCATCTAGCTGCAGTGAACCATTCAACCTATTAGAGG

AAAGATCCAAGAA

A/T AGAAAGTGAACTGAGCTGGAAGATAGATATTGGAAAAGGCC

CTGATAGACTATTGCTACTTAAATCAAGAGTGTTCACTACAG

ATGAAGACAAAATTATG
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Ca_LG_6:38706557 AAATTTATAAGCTTCAAAAGCTCATCTAGCTGCAGTGAACCAT

TCAACCTATTAGAGGAAAGATCCAAGAAAGAAAGTGAACTGA

GCTGGAAGATAGATA

A/G TTGGAAAAGGCCCTGATAGACTATTGCTACTTAAATCAAGAG

TGTTCACTACAGATGAAGACAAAATTATGAACTTGTCAAATTT

ACTAAACTGGTTGAA

Ca_LG_6:38706563 ATAAGCTTCAAAAGCTCATCTAGCTGCAGTGAACCATTCAACC

TATTAGAGGAAAGATCCAAGAAAGAAAGTGAACTGAGCTGGA

AGATAGATATTGGAA

A/G AAGGCCCTGATAGACTATTGCTACTTAAATCAAGAGTGTTCA

CTACAGATGAAGACAAAATTATGAACTTGTCAAATTTACTAAA

CTGGTTGAATGAAAG

Ca_LG_6:39811116 TGTAACTAATGAAAAAAAATTACAAGAAAAATAATACAAGTCG

TAATGACATCGGTTAAACAAGAAAGTTGATGTAGAGAGTGGTA

GCAGCCGATGTTCG

G/A TCAATCTCTCGTCGAACTCTTCTGTCTACTTTGAGCTAACTTG

AAAATCTTTTAGTCACTACTAGAAAAATCCATTTTAGCTGCCA

TATTTAGCATCGGC

Ca_LG_6:39811133 AATTACAAGAAAAATAATACAAGTCGTAATGACATCGGTTAAA

CAAGAAAGTTGATGTAGAGAGTGGTAGCAGCCGATGTTCGTC

AATCTCTCGTCGAAC

C/G TCTTCTGTCTACTTTGAGCTAACTTGAAAATCTTTTAGTCACT

ACTAGAAAAATCCATTTTAGCTGCCATATTTAGCATCGGCCC

CCGACTCCGACGCTA

Ca_LG_6:39811189 GTAGAGAGTGGTAGCAGCCGATGTTCGTCAATCTCTCGTCGA

ACTCTTCTGTCTACTTTGAGCTAACTTGAAAATCTTTTAGTCAC

TACTAGAAAAATCC

C/T ATTTTAGCTGCCATATTTAGCATCGGCCCCCGACTCCGACG

CTAGTTAGCGTCGGTGTAGCGTCAGTCAAGCAAACGCTAAA

GTGTCAAATTTTAGTTCT

Ca_LG_6:42594667 TCAGTTTTTACCGCTCCTAACTAGAAAAGTCGAATGCAGCCGC

GAAGACATCATCTCTCATGGCGCTATACTATGATAGGCCCTTC

GGAATTATGGGGTG

G/T CCCGAGTCCTACATCGAGTAGTGCAGGATGCTCAGTGAAGT

GTTTAAGTGACATGGTTGTGCCTCATGATAGCTAGTTGTTAA

GGAAGGGTTTTCCCGAG

Ca_LG_6:42594670 GTTTTTACCGCTCCTAACTAGAAAAGTCGAATGCAGCCGCGA

AGACATCATCTCTCATGGCGCTATACTATGATAGGCCCTTCG

GAATTATGGGGTGCCC

C/T GAGTCCTACATCGAGTAGTGCAGGATGCTCAGTGAAGTGTT

TAAGTGACATGGTTGTGCCTCATGATAGCTAGTTGTTAAGGA

AGGGTTTTCCCGAGTAT

Ca_LG_6:42594682 CCTAACTAGAAAAGTCGAATGCAGCCGCGAAGACATCATCTC

TCATGGCGCTATACTATGATAGGCCCTTCGGAATTATGGGGT

GCCCGAGTCCTACATC

C/T GAGTAGTGCAGGATGCTCAGTGAAGTGTTTAAGTGACATGG

TTGTGCCTCATGATAGCTAGTTGTTAAGGAAGGGTTTTCCCG

AGTATTGCATAATGCAT

Ca_LG_6:42999386 TTGTCATTAGACACAAGAAACTCAGAAATTTCTCATATTTTTAC

ATGGTATCAGAGCAGGTTCTGATTTTGACATATCTCTAGGTTT

CACTACAGCCGCT

T/C GGCAGCATCATAACCACGGTTTTTCCTAGTTTTTCCACATTT

ATGTCCTTTTTTATACTGTAACAGCTGTGCCAACACCAGCCC

CCCTTTTCCAGTGCGA

Ca_LG_6:45576037 CTTAGGAGCAAAAGGGCTTCTCCCTATGAAAATGAAAGATGG

AAATGGTAGCACAGATTCTTATTGTGTTGCAAAATATGGTCAG

AAATGGATCAGAACA

A/T AGAACACTTTTAGACACTTTTAGTCCTAAATGGAATGAACAA

TACACATGGGAGGTTTATGATCCTTGCACTGTCATAACATTA

GGTGTTTTTGACAATT

Ca_LG_6:45576044 GCAAAAGGGCTTCTCCCTATGAAAATGAAAGATGGAAATGGT

AGCACAGATTCTTATTGTGTTGCAAAATATGGTCAGAAATGGA

TCAGAACAAGAACAC

C/A TTTTAGACACTTTTAGTCCTAAATGGAATGAACAATACACATG

GGAGGTTTATGATCCTTGCACTGTCATAACATTAGGTGTTTT

TGACAATTGCCATTT

Ca_LG_6:45576047 AAAGGGCTTCTCCCTATGAAAATGAAAGATGGAAATGGTAGC

ACAGATTCTTATTGTGTTGCAAAATATGGTCAGAAATGGATCA

GAACAAGAACACTTT

T/C TAGACACTTTTAGTCCTAAATGGAATGAACAATACACATGGG

AGGTTTATGATCCTTGCACTGTCATAACATTAGGTGTTTTTGA

CAATTGCCATTTAGG
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Ca_LG_6:45576049 AGGGCTTCTCCCTATGAAAATGAAAGATGGAAATGGTAGCAC

AGATTCTTATTGTGTTGCAAAATATGGTCAGAAATGGATCAGA

ACAAGAACACTTTTA

A/T GACACTTTTAGTCCTAAATGGAATGAACAATACACATGGGAG

GTTTATGATCCTTGCACTGTCATAACATTAGGTGTTTTTGACA

ATTGCCATTTAGGTG

Ca_LG_6:45576076 TGGAAATGGTAGCACAGATTCTTATTGTGTTGCAAAATATGGT

CAGAAATGGATCAGAACAAGAACACTTTTAGACACTTTTAGTC

CTAAATGGAATGAA

A/G CAATACACATGGGAGGTTTATGATCCTTGCACTGTCATAACA

TTAGGTGTTTTTGACAATTGCCATTTAGGTGGAGGAGATAAA

AAAGCTTCGAATGGAA

Ca_LG_6:45764396 ACTGAAATCCGTAGGCCAGGCTCAGACCTTTCAAAGTCTGAC

CTATTACCACCCCTAATTGCACATCACACCATAGAGCGACATG

TGGTAAGCTCGTTTT

T/C TAAGGCCAAACCATAAGCAGCACCTCTCGAATCAGGAAATAT

CCTCGGAAAACCACCATGTGCTATGACCAACGGCAGATTAC

CTGCAAAACAATCAACA

Ca_LG_6:45905256 CCTCCCAAGGGCAGGTTCTTACGCGTTACTCACCCGTCCGCC

ACTGGAAACACCACTTCCCGTCCGACTTGCATGTGTAAAGCA

TGCCGCCAGCGTTCAT

T/A CCTGAGCCAGGATCAAACTCTCCATGAGATTCCTAGTTGCAT

TACTTATAGCTTCCTTGCTCGTAGACAAAGCTGATTCGGAAT

TTTATTTCATTTCAAG

Ca_LG_6:45905257 CTCCCAAGGGCAGGTTCTTACGCGTTACTCACCCGTCCGCCA

CTGGAAACACCACTTCCCGTCCGACTTGCATGTGTAAAGCAT

GCCGCCAGCGTTCATC

C/T CTGAGCCAGGATCAAACTCTCCATGAGATTCCTAGTTGCATT

ACTTATAGCTTCCTTGCTCGTAGACAAAGCTGATTCGGAATT

TTATTTCATTTCAAGG

Ca_LG_6:46091122 GAAGATGGGTGACAGAGATCAAAGACTCTATACAGAAAATTA

GGCTCTGGCTCGGTACATTTGATACAGCTGAAGATGCAGCTC

GTGCTTATGACACTGC

C/T TGCATGAGCTTTAAGAGGTGCTAATGCATGAACAAACTTTGA

TTTGCCACAAGCTGCAACCAGTGGTGTTGGTGGTGGTGCCA

AACGTGGTGCTAGTTCA

Ca_LG_6:46544703 ATACTCCCATGTTTAATTTTGTTAAGTATTAACTTCAGAGTTGT

ATGCAATATTTTTGTTCACTACATTATTTTACTGTTCTGATTATT

TTCCACCCAAT

T/C AAAAAGTATCTCTCTACCAACACAAGGCATTGAAGTACTTCA

AACCTGTTGCGGGAATGGGAATTCATTTATACGTAGCACATT

AATTAATTTATTGATA

Ca_LG_6:46544744 TGTATGCAATATTTTTGTTCACTACATTATTTTACTGTTCTGATT

ATTTTCCACCCAATAAAAAGTATCTCTCTACCAACACAAGGCA

TTGAAGTACTTC

C/T AAACCTGTTGCGGGAATGGGAATTCATTTATACGTAGCACAT

TAATTAATTTATTGATACAAAAACAAAAAAAAAAGACAACATG

CAGCATATTGCTAGT

Ca_LG_6:46647588 CAGTCAAACTAAATTGATCACCATGAGTTGTAGCTTGATTGTT

TGAATCTTGATCATCATGAGTTGCAGCTTGATTGTTTAAAGCA

TGATCATCATGAGT

T/C TGCAGCTTGATTGTTTGAAGCTTGATCATTATTTGCAGCAGC

TTGATGATCATGAGTTGAAGATTGATCATCATGAATTGCAGT

TTGATCATGAGTTGCA

Ca_LG_6:46647651 TTGCAGCTTGATTGTTTAAAGCATGATCATCATGAGTTGCAGC

TTGATTGTTTGAAGCTTGATCATTATTTGCAGCAGCTTGATGA

TCATGAGTTGAAGA

A/C TTGATCATCATGAATTGCAGTTTGATCATGAGTTGCAGCTTG

ATCATCATGAATAGTTGGCAAAAATCCAGATGTTGGTGAAGG

GCAATTAGTATGTCCT

Ca_LG_6:46647662 TTGTTTAAAGCATGATCATCATGAGTTGCAGCTTGATTGTTTG

AAGCTTGATCATTATTTGCAGCAGCTTGATGATCATGAGTTGA

AGATTGATCATCAT

T/C GAATTGCAGTTTGATCATGAGTTGCAGCTTGATCATCATGAA

TAGTTGGCAAAAATCCAGATGTTGGTGAAGGGCAATTAGTAT

GTCCTTCTACAAATAG

Ca_LG_6:46979685 AAGAAATATGGAGAAGTCGGTAACTGATTTTCTGGAATCGGG

GCATGCTGCTCGGTCACTATCACTAAAAGTTGAAATGTTGAAG

AAGAAGAGAAGAATG

G/A AACCTTTTCCGGGGCAGCCCTTAATATAATGAAGAATACGAG

TAGCAACATGAAAATGTGAAGAAATAGGATTTGATACAAATT

GACTAAGTTTGTGAGT
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Ca_LG_6:46979688 AAATATGGAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCA

TGCTGCTCGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAG

AAGAGAAGAATGAAC

C/T CTTTTCCGGGGCAGCCCTTAATATAATGAAGAATACGAGTAG

CAACATGAAAATGTGAAGAAATAGGATTTGATACAAATTGAC

TAAGTTTGTGAGTAGA

Ca_LG_6:46979693 TGGAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCATGCTG

CTCGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAG

AAGAATGAACCTTTT

T/C CCGGGGCAGCCCTTAATATAATGAAGAATACGAGTAGCAAC

ATGAAAATGTGAAGAAATAGGATTTGATACAAATTGACTAAG

TTTGTGAGTAGAAAAGG

Ca_LG_6:46979694 GGAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCATGCTGC

TCGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAGA

AGAATGAACCTTTTC

C/A CGGGGCAGCCCTTAATATAATGAAGAATACGAGTAGCAACA

TGAAAATGTGAAGAAATAGGATTTGATACAAATTGACTAAGT

TTGTGAGTAGAAAAGGA

Ca_LG_6:46979695 GAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCATGCTGCT

CGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAGAA

GAATGAACCTTTTCC

C/T GGGGCAGCCCTTAATATAATGAAGAATACGAGTAGCAACAT

GAAAATGTGAAGAAATAGGATTTGATACAAATTGACTAAGTT

TGTGAGTAGAAAAGGAG

Ca_LG_6:46979700 GTCGGTAACTGATTTTCTGGAATCGGGGCATGCTGCTCGGTC

ACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAGAAGAATG

AACCTTTTCCGGGGC

C/T AGCCCTTAATATAATGAAGAATACGAGTAGCAACATGAAAAT

GTGAAGAAATAGGATTTGATACAAATTGACTAAGTTTGTGAG

TAGAAAAGGAGAGATT

Ca_LG_6:48646958 GTGGCGGCCAAAGCAGCCACAATGAGCAACTGATATACGAC

GTTTGTGGCGGCCAAAACGGTCAGAAATGCAGGGATTTGTGG

GGGCCTGGGCGGCCACT

T/A ACTGGCAACGGTCCTTTGGGTGTTTGTGGCGGCCTTTGCAG

CCACAAAAGGTAACAGATATAAAACTTTGTGGCGGCCTGGG

CGGCCAAAAAAAGCAACG

Ca_LG_6:48647035 TTGTGGGGGCCTGGGCGGCCACTACTGGCAACGGTCCTTTG

GGTGTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAACAGATA

TAAAACTTTGTGGCGGC

C/T CTGGGCGGCCAAAAAAAGCAACGTCACTTTATTCGTTTGTG

GCGGCCTTTGCAGCCATAAAAGGTAACGACTCAGGCTTTTG

TGGCGGCCTTTGCAGCCA

Ca_LG_6:48647044 CCTGGGCGGCCACTACTGGCAACGGTCCTTTGGGTGTTTGTG

GCGGCCTTTGCAGCCACAAAAGGTAACAGATATAAAACTTTGT

GGCGGCCTGGGCGGC

C/A CAAAAAAAGCAACGTCACTTTATTCGTTTGTGGCGGCCTTTG

CAGCCATAAAAGGTAACGACTCAGGCTTTTGTGGCGGCCTT

TGCAGCCACAAAGGGTA

Ca_LG_6:48647052 GCCACTACTGGCAACGGTCCTTTGGGTGTTTGTGGCGGCCTT

TGCAGCCACAAAAGGTAACAGATATAAAACTTTGTGGCGGCC

TGGGCGGCCAAAAAAA

A/G GCAACGTCACTTTATTCGTTTGTGGCGGCCTTTGCAGCCATA

AAAGGTAACGACTCAGGCTTTTGTGGCGGCCTTTGCAGCCA

CAAAGGGTAACATCACT

Ca_LG_6:48647057 TACTGGCAACGGTCCTTTGGGTGTTTGTGGCGGCCTTTGCAG

CCACAAAAGGTAACAGATATAAAACTTTGTGGCGGCCTGGGC

GGCCAAAAAAAGCAAC

C/T GTCACTTTATTCGTTTGTGGCGGCCTTTGCAGCCATAAAAGG

TAACGACTCAGGCTTTTGTGGCGGCCTTTGCAGCCACAAAG

GGTAACATCACTTTAGG

Ca_LG_6:48711123 GGTTTTGTGTTGGGCTGCAGAGTGGATGAAGATGCGCAAAAT

CTATTTTTTGATTGCCCCATGGCTGCTGGATGTGGGGGGATG

TTTTGAAGTGGTGGAG

G/A TTTTTAGTGTGCTCTTCCAATTAGTGTGTTGGGTCATGCAATT

CAATGTAGTGAATTAGGGAGGCAGCGAAGGAATAGCCTACA

AGTCTTGAATCTTATT

Ca_LG_6:48711144 GTGGATGAAGATGCGCAAAATCTATTTTTTGATTGCCCCATGG

CTGCTGGATGTGGGGGGATGTTTTGAAGTGGTGGAGTTTTTA

GTGTGCTCTTCCAAT

T/A TAGTGTGTTGGGTCATGCAATTCAATGTAGTGAATTAGGGAG

GCAGCGAAGGAATAGCCTACAAGTCTTGAATCTTATTTGGTT

AGCAATTGTTTGGTCC
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Ca_LG_6:49096275 CCACCAGCTTCACTCCTAGCTTTTCACAAAGGTAATTCAATCT

CATTTCATCACCGCCCCTTACTTCTCGTAGATCAAGAACCTGT

TGTCTTGACAGCAG

G/A AGTGTAAACATGAAGCTGCTGCTGCTGATTAAAATGTGACTG

AAGCTGCTGAAAAAGTAATTTGTTTGAGTGTTGTTGTTGGTC

TTGTTTGGCAACTTCG

Ca_LG_6:49097971 CTTGAAGTCAAGGAAATTAAAATTGGAGAACTGAGGTTGGTG

GTTTCTGTGGTGAAAATTGTTATGAACAGTATCAATAGCAGTA

GAATTAATTAATTAT

T/G CTACTCAATGGTCAAAATGTACTGTAGAAGAGAATGGCAGC

CTTGGACTTATTGATGAGCTACTTCATACTCAAGTGCAGCCA

GAGTAGAGACAGTGACC

Ca_LG_6:49099323 CCTATTCCCTACCTCCATTTTCTTAGTATAAACCCGTCCACCA

GCCCGTTTCCTCCCTTCCAACACCGTCACTTTAAACCCAAACC

GCATCAACTGCCTC

C/T GCAGCAGCCAACCCAGCAAGGCCAGCACCAATTATAATCAC

ACCAGGCTTACTAGGTTCGGTCGGAATTTTATCCTTAATCGG

CGAAGCAACACCAAAAT

Ca_LG_6:49353378 ATCAGCATCAATGCTGTTGGAATTATCTGCAGCAGCCCGATG

TTCGTCGTATTTGCCATTATATTGGTAGATTTCCAACTCACCC

CAAGGTGTCGGTGTA

A/C ACTTCTTCGGTTAAGTCAAACCATCTTGGTGTGAATTTATGC

CCTTTTTCCTCCCGGGCTCTCTTTTCAGCACGCTGCCTCTCC

TCCAAACTGAAAAGAA

Ca_LG_6:50237470 ATAGATAACAAAATATAATAAAAAAAGTATAGATAACAGAATAA

AAATGAGTGTTTTTGCTGCCAAATTATTTGAAGCCAAATTATTG

CAGCCAAAGTAT

T/A AGATAACAAGTTATTGCAGTCAAATTATTTGAACAAATGCGT

GTTTTTGTTCAAACTATTTGCAGCCAAATTCTTTTCATGTTTTT

GTCCAAATTATATG

Ca_LG_6:50237477 ACAAAATATAATAAAAAAAGTATAGATAACAGAATAAAAATGA

GTGTTTTTGCTGCCAAATTATTTGAAGCCAAATTATTGCAGCC

AAAGTATAGATAAC

C/T AAGTTATTGCAGTCAAATTATTTGAACAAATGCGTGTTTTTGT

TCAAACTATTTGCAGCCAAATTCTTTTCATGTTTTTGTCCAAA

TTATATGCAGCCAA

Ca_LG_6:50237514 AAATGAGTGTTTTTGCTGCCAAATTATTTGAAGCCAAATTATTG

CAGCCAAAGTATAGATAACAAGTTATTGCAGTCAAATTATTTG

AACAAATGCGTGT

T/C TTTTGTTCAAACTATTTGCAGCCAAATTCTTTTCATGTTTTTGT

CCAAATTATATGCAGCCAAAGTATAGATAACAAGTTATTTGC

AGCCAAATAATTTG

Ca_LG_6:50237521 TGTTTTTGCTGCCAAATTATTTGAAGCCAAATTATTGCAGCCA

AAGTATAGATAACAAGTTATTGCAGTCAAATTATTTGAACAAAT

GCGTGTTTTTGTT

T/C CAAACTATTTGCAGCCAAATTCTTTTCATGTTTTTGTCCAAAT

TATATGCAGCCAAAGTATAGATAACAAGTTATTTGCAGCCAA

ATAATTTGGACAAAT

Ca_LG_6:50237609 CGTGTTTTTGTTCAAACTATTTGCAGCCAAATTCTTTTCATGTT

TTTGTCCAAATTATATGCAGCCAAAGTATAGATAACAAGTTATT

TGCAGCCAAATA

A/T ATTTGGACAAATTAGTGTTTTTGTCCAAATTATTTGCAGCCAA

ATTATTTGGAGAAATTATTGCAGCCAAAGTATAGATAACAAG

TTATTGCAGCCAAAT

Ca_LG_6:50237614 TTTTGTTCAAACTATTTGCAGCCAAATTCTTTTCATGTTTTTGT

CCAAATTATATGCAGCCAAAGTATAGATAACAAGTTATTTGCA

GCCAAATAATTTG

G/T GACAAATTAGTGTTTTTGTCCAAATTATTTGCAGCCAAATTAT

TTGGAGAAATTATTGCAGCCAAAGTATAGATAACAAGTTATT

GCAGCCAAATTATTT

Ca_LG_6:50237632 CAGCCAAATTCTTTTCATGTTTTTGTCCAAATTATATGCAGCCA

AAGTATAGATAACAAGTTATTTGCAGCCAAATAATTTGGACAA

ATTAGTGTTTTTG

G/A TCCAAATTATTTGCAGCCAAATTATTTGGAGAAATTATTGCAG

CCAAAGTATAGATAACAAGTTATTGCAGCCAAATTATTTGGA

CAAATGAGTGTTTTT

Ca_LG_6:50237663 TTATATGCAGCCAAAGTATAGATAACAAGTTATTTGCAGCCAA

ATAATTTGGACAAATTAGTGTTTTTGTCCAAATTATTTGCAGCC

AAATTATTTGGAG

G/C AAATTATTGCAGCCAAAGTATAGATAACAAGTTATTGCAGCC

AAATTATTTGGACAAATGAGTGTTTTTGTCCAAATTATTTGCA

GTCAAATTCTTTTCA
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Ca_LG_6:50237686 AACAAGTTATTTGCAGCCAAATAATTTGGACAAATTAGTGTTTT

TGTCCAAATTATTTGCAGCCAAATTATTTGGAGAAATTATTGCA

GCCAAAGTATAG

G/T ATAACAAGTTATTGCAGCCAAATTATTTGGACAAATGAGTGT

TTTTGTCCAAATTATTTGCAGTCAAATTCTTTTCATATTTTTGT

CCAAATTATTAAGC

Ca_LG_6:50240831 TTGTGTTGATAAAATTGGATTTGAAGAGAAAGTTGGAGCGTCG

TAATATGATTTGAATATGGCGGAAAACAGCATTGAAACCATTC

CGGCGAAGATGATT

T/A CCTACACCTTGCATGGCGAAAACTGCTGCTATGAAAGCGCC

ACGTGTCCTTTTGTTGGCGTATTCTGACATGATTGTTGCAGA

TAAAGGGTAGTCTCCTC

Ca_LG_6:50356695 TTGTCATGTAACAATTAAAGTATTAATTACGGAAAATGGTTTTG

AGATTTACCTTATTATGAGGAGCAGCACAAAAACCACAAGTAG

GTGAAGAAGCCTG

G/T TAAACACCTCCTACAATTCCATCTATCATTGTGAGGTCTCAA

AACCATAGGTAAGTGAATTTGAGTCTCATGAAAAACAACAGT

CAAAAGAGTCAAAGAG

Ca_LG_6:50356706 CAATTAAAGTATTAATTACGGAAAATGGTTTTGAGATTTACCTT

ATTATGAGGAGCAGCACAAAAACCACAAGTAGGTGAAGAAGC

CTGTAAACACCTCC

C/A TACAATTCCATCTATCATTGTGAGGTCTCAAAACCATAGGTA

AGTGAATTTGAGTCTCATGAAAAACAACAGTCAAAAGAGTCA

AAGAGAGAAAAACACC

Ca_LG_6:50817846 AAAAAAGGAAGCAAACCTAAAAAATTGGAGGTTAATAGAGCTA

CCAAATCACAAAGGTCGGAGGGTAATAAAGCTGCCAAACTTG

CAGCAAGAAAAAAAG

G/C TGGATCGGGGAAAATCGATCGCTGCTGCTGCTGCTTCTAAT

AAAAGTCAGCCACGCCTTGGTAAATACGGGGCGTGTCTTGA

AATCCAAATGAAAAGGAA

Ca_LG_6:50864939 TATATAAAATAGATACAAGTAACTCTTTTAATGGAATCACTGCC

TCCAAGGTGAGCATGGCATTACAAGTTATTCTTCTAATGGAAT

CCATAAGCAGCCG

G/A TTATCTGATTGCAATTTGGCCTGTATCGTGGCGCTACAGCCG

CTGCTCAAAACCGTAACACAATGGGATTCTGTGTAGCCCCTA

GGGGAAGCTATTGACT

Ca_LG_6:50965456 TGATACATGAGTTGGTTTCAAAATCTCAATCAGATTGAGAAAC

AGAAAAATCTGAAGTTCTGATCTAAATTAAGTAAATACAATTCA

CATGAATATATTG

G/C ATACCTAAGACATTGCAGCAAACTCTCAGAAGCAGCAGCCT

CTTGTATAGCCTCAGTTGCTGCCATTTGTGCTGCATCTCTGT

GCTTCATTACTTCCTGT

Ca_LG_6:50965474 CAAAATCTCAATCAGATTGAGAAACAGAAAAATCTGAAGTTCT

GATCTAAATTAAGTAAATACAATTCACATGAATATATTGATACC

TAAGACATTGCAG

G/A CAAACTCTCAGAAGCAGCAGCCTCTTGTATAGCCTCAGTTGC

TGCCATTTGTGCTGCATCTCTGTGCTTCATTACTTCCTGTCA

ATATGTAAAAAAAATA

Ca_LG_6:51038916 TAGTGGTTATTGCAATTTTCACTTTCATGCCCTATTATGATTCA

TATATTGTAATACATGCCATGAACTCACACATGAGCTTGGCAT

TTGCTGCAAGATA

A/T CCTCCCCCATTTAAAAACCCGTATACTCAATTACATCTAGAG

GCGCTGCCTATTTAAATTGATTATATATTTCTTGCTGTTGATA

TTATTTTACATGCGA

Ca_LG_6:51038936 ACTTTCATGCCCTATTATGATTCATATATTGTAATACATGCCAT

GAACTCACACATGAGCTTGGCATTTGCTGCAAGATACCTCCC

CCATTTAAAAACCC

C/T GTATACTCAATTACATCTAGAGGCGCTGCCTATTTAAATTGA

TTATATATTTCTTGCTGTTGATATTATTTTACATGCGATTCATT

CTTTTGTTCATCAT

Ca_LG_6:51038945 CCCTATTATGATTCATATATTGTAATACATGCCATGAACTCACA

CATGAGCTTGGCATTTGCTGCAAGATACCTCCCCCATTTAAAA

ACCCGTATACTCA

A/G ATTACATCTAGAGGCGCTGCCTATTTAAATTGATTATATATTT

CTTGCTGTTGATATTATTTTACATGCGATTCATTCTTTTGTTC

ATCATAGTTCAGAA

Ca_LG_6:51086481 TCTATATTTCCTGATATCAAACACCCCCTAAAGTAAAATTGAAA

TTTGGTGGTTTTATGTTTTTGATAGGCGAATGCCATCCTTCTT

CCACTTGAATCCG

G/A TGTTGTCTAAGGACGCAGCTGCTATGGCTGATGCTATAGCT

AGGGAAAGCGAGACCAAGAAGGAAATATCACACATCCATGG

ACAAGCTATATATCAATC
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Ca_LG_6:51288474 CTTGGCTACCAAGGGCCTCCAGTTTTTCAAGCTTATCGTAGTC

CAACAAACTATCAAAACCCATCCTAGGAGAATCAAAGTTCGCA

GCCACACAATGTCA

A/G GCCATCCTCTGTTATGGGAGTGTGAAATCGGGATTCAGAAC

TCATGCAACTCACGGCAGCCAAATCCACTAGATTCAGCCAT

GGGGAATGAAGTTCACGG

Ca_LG_6:51316827 GTTTTTAACAAAACTGCAATGTCGTATTCGAATACAGCATCCA

CAACAAAAAACATGTATTTTGTGAGGGCCAAAAGCCCTCATAA

AGGGGAAAAAACAG

G/A CCACAAAGGGGGCATTTGTGGCGGCCTTAGGCAGCCACAAA

TAAGGTGGTCACAAACCTTTGTGGCGGCCAAAACGGCCACC

AAGTGTGAAATTTACGTT

Ca_LG_6:51316854 TCGAATACAGCATCCACAACAAAAAACATGTATTTTGTGAGGG

CCAAAAGCCCTCATAAAGGGGAAAAAACAGCCACAAAGGGG

GCATTTGTGGCGGCCT

T/A TAGGCAGCCACAAATAAGGTGGTCACAAACCTTTGTGGCGG

CCAAAACGGCCACCAAGTGTGAAATTTACGTTGTCCTTTGTG

AGGACAAATGCTGTCAC

Ca_LG_6:51462417 ACAATAAAGCCACAATTAGTACAAAGTATTGTCAAATAGCAGC

AGTATAGCCTTGTAGCATAGCAGAATTTGAACAAATTGCTATA

TTTTGCAATCCAAT

T/A TTTCTAGCAGCCTGTCTGCCCACTTCCATAAAATAACATTGT

GGCAATGTAGACCTTAGTGGTCATGTATATTGGATATTTGGG

AGCCATAACAAGTGTG

Ca_LG_6:51541228 ACATGTTGCATGGAAGGTCGGGTGCAACTTCCATTACTAAAAT

TTCCACCAACTTTGCTCTATCACTTGCTTGATTATGATGGAGA

TAGTGCAGCAAAAC

C/A ATTTTCGTCGTAACATTAGAATTTATAATGCGGCTTTTGCTTT

TACATTTATGGGTGGAAAAATTGACTATGAAATCAACAAACA

GGGCGACCCTTATGT

Ca_LG_6:51541233 TTGCATGGAAGGTCGGGTGCAACTTCCATTACTAAAATTTCCA

CCAACTTTGCTCTATCACTTGCTTGATTATGATGGAGATAGTG

CAGCAAAACATTTT

T/C CGTCGTAACATTAGAATTTATAATGCGGCTTTTGCTTTTACAT

TTATGGGTGGAAAAATTGACTATGAAATCAACAAACAGGGC

GACCCTTATGTCTTAA

Ca_LG_6:51541277 CAACTTTGCTCTATCACTTGCTTGATTATGATGGAGATAGTGC

AGCAAAACATTTTCGTCGTAACATTAGAATTTATAATGCGGCT

TTTGCTTTTACATT

T/C TATGGGTGGAAAAATTGACTATGAAATCAACAAACAGGGCG

ACCCTTATGTCTTAAGAATCAATGGACAGACATACCACCTAC

TTGGGTCTTTATGTCCT

Ca_LG_6:51638153 CCAAGTCATGCTACATCCAAAAATCTCGCATAACAATGGACCT

TTGTCTTTTGTCCTTAAAAATGACAGGTATAAACATGCAGCAA

ATCCACAAACACAA

A/G TCAGAGATATTTTAATCCATATAATTCCCAGAAAGAAAAAAAA

AAAAACAGACCAAGCGTGCCATCACATTCAGTTCACTCGGTA

TTAGATTCAGTTCCA

Ca_LG_6:51946358 TCACTTTCCGCCGGTAATCGCCGCTAACCACCGTCAACCGCG

CACTGCCACTGCCTTCTTTTTTTCGGTGTGTTTTTGGACATAT

AGCTGATGAAAACAT

T/C GCGTGGCTAGAATGTCTTGAAAAGTTCCGCAGGCATAGGCA

ACTTAGCCTTAATAGTTAGTATTTGCTAGTTTAAAGCTGAAAA

GATTTTGCAATCAGGC

Ca_LG_6:51946369 CGGTAATCGCCGCTAACCACCGTCAACCGCGCACTGCCACTG

CCTTCTTTTTTTCGGTGTGTTTTTGGACATATAGCTGATGAAAA

CATGCGTGGCTAGA

A/G ATGTCTTGAAAAGTTCCGCAGGCATAGGCAACTTAGCCTTAA

TAGTTAGTATTTGCTAGTTTAAAGCTGAAAAGATTTTGCAATC

AGGCCTAGGCAGAAC

Ca_LG_6:51982868 CATGGTTTTCCGCAAATATACATACTTAGGACGAAGAACATCT

ATATTGTATCTGAGCAGCATTGGGAAATCAGCGATCATTTCAC

CCAGTTGCCGAAGG

G/A CGTATGCCAAGAGACAAATAATATTTTAAATTTACTTCGAGCT

TATGTACTATGCTGCATCCCAAGAGCTCAGGTCCAAGAGCT

ACGACCTTTCCAATAT

Ca_LG_6:52270780 TGAAAGTTAGACATTCGTCTTTGACTGAATTCATTTCGAACAA

AGTAGCTTCTCTGAAAGTGGAGCATTTTGCTTGAAGATTATTC

ATTAATTGCATTCT

T/C TACAAAGATAATTCGGTAAAACGTGGAGTAGTGACTTCAGAT

AATTCTTTGTGTATTTTTGGGTGTGGTGGCAATAAGACCATG

CAACATGTATTCTTTG
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Ca_LG_6:52270795 CGTCTTTGACTGAATTCATTTCGAACAAAGTAGCTTCTCTGAA

AGTGGAGCATTTTGCTTGAAGATTATTCATTAATTGCATTCTTA

CAAAGATAATTCG

G/A GTAAAACGTGGAGTAGTGACTTCAGATAATTCTTTGTGTATT

TTTGGGTGTGGTGGCAATAAGACCATGCAACATGTATTCTTT

GATTGCTTATTTTTTT

Ca_LG_6:52329312 CAAAGTTGTGAAGAAAGCCTCCGATCCGAAATGCTGTGGCGG

ACTCGGGTTGCAGCTTCCTCTCGTTGTTCGGTTTCCTGATGTT

TTAAAGAATCGTCTC

C/G GAGTCTCTTCACGCTGCCTTCGACGGTGCGATTCAATCTCAA

GGGTATGAATCTCATTACCAAGGTGTTTACCCTGTGAAGTGT

AACCAGGACCGGTTCG

Ca_LG_6:52368621 TTTAAGATTTTTGTGAGGGCTTTTTCAGCCACAAAATACAAATT

TTGTGAGGGTAAAGGCAGCCACAAATACTTGAAGTGACGTTG

CAGTTTGTGGCTGT

T/C AAAGGCCGCCACAAAAGCCTGACATGTTGCATTTTGTGGCT

GCAAAGGCTGCCAGAAAGGAATAAAGAGACGTTGGCTTTTT

TGGCTGTCCAGGCCGCCA

Ca_LG_6:52368625 AGATTTTTGTGAGGGCTTTTTCAGCCACAAAATACAAATTTTG

TGAGGGTAAAGGCAGCCACAAATACTTGAAGTGACGTTGCAG

TTTGTGGCTGTAAAG

G/T GCCGCCACAAAAGCCTGACATGTTGCATTTTGTGGCTGCAA

AGGCTGCCAGAAAGGAATAAAGAGACGTTGGCTTTTTTGGC

TGTCCAGGCCGCCACAAA

Ca_LG_6:52368645 TCAGCCACAAAATACAAATTTTGTGAGGGTAAAGGCAGCCAC

AAATACTTGAAGTGACGTTGCAGTTTGTGGCTGTAAAGGCCG

CCACAAAAGCCTGACA

A/C TGTTGCATTTTGTGGCTGCAAAGGCTGCCAGAAAGGAATAA

AGAGACGTTGGCTTTTTTGGCTGTCCAGGCCGCCACAAATC

CATGCCTTTTTGACCGTT

Ca_LG_6:52368660 AAATTTTGTGAGGGTAAAGGCAGCCACAAATACTTGAAGTGA

CGTTGCAGTTTGTGGCTGTAAAGGCCGCCACAAAAGCCTGAC

ATGTTGCATTTTGTGG

G/C CTGCAAAGGCTGCCAGAAAGGAATAAAGAGACGTTGGCTTT

TTTGGCTGTCCAGGCCGCCACAAATCCATGCCTTTTTGACC

GTTTTGGCCGCCACAAAG

Ca_LG_6:52590090 CCAACGGCTATAATGCCATTTGTGGCGGCCTTTGCCGCCAGA

AAATCCAACGGTACAATCCATTTGTGACGGCCTAAGCGGCCA

CAAACGCCAGCTGTAT

T/A TGAGCCTCCTTTGTGGCGGCCTTTGCAGCCACAAATGCCAC

GTGCGCATTCCTTTGTGGCAGCCTTTGCAGCCACAAATGCC

ACTGGTCCCGTCTGCCTT

Ca_LG_6:52590099 ATAATGCCATTTGTGGCGGCCTTTGCCGCCAGAAAATCCAAC

GGTACAATCCATTTGTGACGGCCTAAGCGGCCACAAACGCCA

GCTGTATTGAGCCTCC

C/A TTTGTGGCGGCCTTTGCAGCCACAAATGCCACGTGCGCATT

CCTTTGTGGCAGCCTTTGCAGCCACAAATGCCACTGGTCCC

GTCTGCCTTTGTGACGGA

Ca_LG_6:53602784 AATGTGAATTTCCTCTCAAATAGGTAAAGGAGTGGCTCGCAG

ACTAGGAGGCTGAAGCATTGAGATGCCAGAAGCTGCTGGTG

GAGGAGGAGGAAGCTGT

T/C ACAGACAAACACCACATGGACCACTCCTAAGCTGAATTTATT

GTTGTCAATAAGCTGAATTCACGTGGAGAAGGGCATTGAGC

ATCGACCGAAGCTTCTT

Ca_LG_6:53602828 TAGGAGGCTGAAGCATTGAGATGCCAGAAGCTGCTGGTGGA

GGAGGAGGAAGCTGTACAGACAAACACCACATGGACCACTC

CTAAGCTGAATTTATTGT

T/C TGTCAATAAGCTGAATTCACGTGGAGAAGGGCATTGAGCAT

CGACCGAAGCTTCTTAGCTGAGATTTCAACTCTTGGAAATAC

CAGGCACAGGAACATTG

Ca_LG_6:53602863 GGTGGAGGAGGAGGAAGCTGTACAGACAAACACCACATGGA

CCACTCCTAAGCTGAATTTATTGTTGTCAATAAGCTGAATTCA

CGTGGAGAAGGGCATT

T/C GAGCATCGACCGAAGCTTCTTAGCTGAGATTTCAACTCTTGG

AAATACCAGGCACAGGAACATTGTGAAGCTACATGAATTCTT

TGAAAATAATTTTGAT

Ca_LG_6:53602904 CCACTCCTAAGCTGAATTTATTGTTGTCAATAAGCTGAATTCA

CGTGGAGAAGGGCATTGAGCATCGACCGAAGCTTCTTAGCTG

AGATTTCAACTCTTG

G/A GAAATACCAGGCACAGGAACATTGTGAAGCTACATGAATTCT

TTGAAAATAATTTTGATGCGAAATTACCTGCGGAATTTGATTC

AAAAAGTATTTTAGT
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Ca_LG_6:53776640 TTGATGGCCAAGTACTATTCCAGACTTTGATACAATTCAACAC

AAAAGTCTATACTCTATAGAGATTGTTTCAGATAGACTTTGAC

AATCTTTCAACTCA

A/G GTTTCCTGCAGCTAAATCGATATTAATCACGTGAAGCATCAG

AAAGGTTAAGGATATCAAACATGTAAACTTCACTTAGCCTTA

ATTCTACACACACACA

Ca_LG_6:53804707 TATAAAAGATTTGTATTCGGAGGTATCGAAACTTGAGGTAAAA

GAAAAGTCTTCAGAAAGTAGTGGTAGCATAAACCATTGTCTAA

AATCAGACGCACGG

G/A CCGATATACAAACACCTGACAGAGATTCAAAATGAAATAACA

GTCTGGTTGGAGAAAAGTGCCTTGCTGAAAGAAGAGCTACA

ACATAGATTCTCGTCTT

Ca_LG_6:53810516 GGTGTACAACATAATAACCATGGTCTGTGATTTTTTTGTAATTC

TGTATGAATGTTTAGGACAAGGTTACTAAAATGTAAGTGGCAT

TTGGAATAATAAC

C/G TGGCTGGATGCAGCAGTACATAAAAACGGATTAGAAGCCAA

GTGCAGCTGGTTTAAATTGAAATGATGCATATAATGAAACTG

TTTGGCAGGTACGAATG

Ca_LG_6:53810606 GAATAATAACTGGCTGGATGCAGCAGTACATAAAAACGGATT

AGAAGCCAAGTGCAGCTGGTTTAAATTGAAATGATGCATATAA

TGAAACTGTTTGGCA

A/T GGTACGAATGGGGTGCCAGTTTTTTTGTACAATATGCTTAGA

GTTATGACAGTACACTGATGAATTATTCTGCATCATGGCTAA

GTTGTGATCAGTTTTA

Ca_LG_6:53850382 TGCTGCTGGAAATTTGGAGGCGGTTGATGTTGTTGTATTGAG

AGTATTTTTGCTGCTGTTGGAACATTGGTTGTTGCTACAAGTA

TTGAGGCCTTGATTG

G/T TTGTTGTTGGTGGGGCGGGAACTGCTAATGAAACGCATGAG

GAAATGAAAATTATTGCTATTGAAACATCTGAAACTGATGTT

GCTACTCTTGAAACTTT

Ca_LG_6:53850395 TTGGAGGCGGTTGATGTTGTTGTATTGAGAGTATTTTTGCTGC

TGTTGGAACATTGGTTGTTGCTACAAGTATTGAGGCCTTGATT

GTTGTTGTTGGTGG

G/A GGCGGGAACTGCTAATGAAACGCATGAGGAAATGAAAATTA

TTGCTATTGAAACATCTGAAACTGATGTTGCTACTCTTGAAA

CTTTTGTGTATATTCTT

Ca_LG_6:53850406 TGATGTTGTTGTATTGAGAGTATTTTTGCTGCTGTTGGAACAT

TGGTTGTTGCTACAAGTATTGAGGCCTTGATTGTTGTTGTTGG

TGGGGCGGGAACTG

G/A CTAATGAAACGCATGAGGAAATGAAAATTATTGCTATTGAAA

CATCTGAAACTGATGTTGCTACTCTTGAAACTTTTGTGTATAT

TCTTTATTTACTTTA

Ca_LG_6:53850409 TGTTGTTGTATTGAGAGTATTTTTGCTGCTGTTGGAACATTGG

TTGTTGCTACAAGTATTGAGGCCTTGATTGTTGTTGTTGGTGG

GGCGGGAACTGCTA

A/G ATGAAACGCATGAGGAAATGAAAATTATTGCTATTGAAACAT

CTGAAACTGATGTTGCTACTCTTGAAACTTTTGTGTATATTCT

TTATTTACTTTATCC

Ca_LG_6:53850420 TGAGAGTATTTTTGCTGCTGTTGGAACATTGGTTGTTGCTACA

AGTATTGAGGCCTTGATTGTTGTTGTTGGTGGGGCGGGAACT

GCTAATGAAACGCAT

T/G GAGGAAATGAAAATTATTGCTATTGAAACATCTGAAACTGAT

GTTGCTACTCTTGAAACTTTTGTGTATATTCTTTATTTACTTTA

TCCATTGCTGCACG

Ca_LG_6:54107084 AGACTTTTCATTTTTACGAAGGACAACTAGGATAGATGAACGA

CAATATTTATATTATAAATATGTTATCCTCATGGTGCTGCTAAG

TGTAAGATCGTGG

G/A TTGAATAGTTGGGTAGATTTGAAAACGCGTCTTGTTTTGGAC

CAATTAATTAACCAAACTAAATATAACAACCACACACATACC

GTGCTGCTCTATAGTT

Ca_LG_6:54107089 TTTCATTTTTACGAAGGACAACTAGGATAGATGAACGACAATA

TTTATATTATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAA

GATCGTGGTTGAA

A/T TAGTTGGGTAGATTTGAAAACGCGTCTTGTTTTGGACCAATT

AATTAACCAAACTAAATATAACAACCACACACATACCGTGCT

GCTCTATAGTTTCATT

Ca_LG_6:54107093 ATTTTTACGAAGGACAACTAGGATAGATGAACGACAATATTTA

TATTATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAAGAT

CGTGGTTGAATAGT

T/C TGGGTAGATTTGAAAACGCGTCTTGTTTTGGACCAATTAATT

AACCAAACTAAATATAACAACCACACACATACCGTGCTGCTC

TATAGTTTCATTAAAA
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Ca_LG_6:54107096 TTTACGAAGGACAACTAGGATAGATGAACGACAATATTTATAT

TATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAAGATCGT

GGTTGAATAGTTGG

G/A GTAGATTTGAAAACGCGTCTTGTTTTGGACCAATTAATTAAC

CAAACTAAATATAACAACCACACACATACCGTGCTGCTCTAT

AGTTTCATTAAAATCA

Ca_LG_6:54107103 AGGACAACTAGGATAGATGAACGACAATATTTATATTATAAAT

ATGTTATCCTCATGGTGCTGCTAAGTGTAAGATCGTGGTTGAA

TAGTTGGGTAGATT

T/C TGAAAACGCGTCTTGTTTTGGACCAATTAATTAACCAAACTA

AATATAACAACCACACACATACCGTGCTGCTCTATAGTTTCA

TTAAAATCAAATATAG

Ca_LG_6:54107104 GGACAACTAGGATAGATGAACGACAATATTTATATTATAAATA

TGTTATCCTCATGGTGCTGCTAAGTGTAAGATCGTGGTTGAAT

AGTTGGGTAGATTT

T/A GAAAACGCGTCTTGTTTTGGACCAATTAATTAACCAAACTAA

ATATAACAACCACACACATACCGTGCTGCTCTATAGTTTCAT

TAAAATCAAATATAGA

Ca_LG_6:54107108 AACTAGGATAGATGAACGACAATATTTATATTATAAATATGTTA

TCCTCATGGTGCTGCTAAGTGTAAGATCGTGGTTGAATAGTTG

GGTAGATTTGAAA

A/C ACGCGTCTTGTTTTGGACCAATTAATTAACCAAACTAAATATA

ACAACCACACACATACCGTGCTGCTCTATAGTTTCATTAAAA

TCAAATATAGATAAA

Ca_LG_6:54107127 CAATATTTATATTATAAATATGTTATCCTCATGGTGCTGCTAAG

TGTAAGATCGTGGTTGAATAGTTGGGTAGATTTGAAAACGCG

TCTTGTTTTGGACC

C/A AATTAATTAACCAAACTAAATATAACAACCACACACATACCGT

GCTGCTCTATAGTTTCATTAAAATCAAATATAGATAAAGAGAC

AAGAGTATCACACG

Ca_LG_6:54107135 ATATTATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAAGAT

CGTGGTTGAATAGTTGGGTAGATTTGAAAACGCGTCTTGTTTT

GGACCAATTAATT

T/A AACCAAACTAAATATAACAACCACACACATACCGTGCTGCTC

TATAGTTTCATTAAAATCAAATATAGATAAAGAGACAAGAGTA

TCACACGAATAATGT

Ca_LG_6:54267854 TTGTGTAACCTGATTTGAAAGGACCATTGCAGCCAATACATGC

AACATCAGGACATATTTTTGAGCCACATTCAATAGGAATGTAG

GATGCTGAATTGTA

A/G GTGAGTGTCACAATCATACCAAAGATTTTCACCAGCTAGATC

AATGGCTAGATTGAAGATTTGTGACATGCAACAAACCTCACT

GATGATGCATTATCAT

Ca_LG_6:54267861 ACCTGATTTGAAAGGACCATTGCAGCCAATACATGCAACATCA

GGACATATTTTTGAGCCACATTCAATAGGAATGTAGGATGCTG

AATTGTAGTGAGTG

G/C TCACAATCATACCAAAGATTTTCACCAGCTAGATCAATGGCT

AGATTGAAGATTTGTGACATGCAACAAACCTCACTGATGATG

CATTATCATGAACAGC

Ca_LG_6:54267901 TCAGGACATATTTTTGAGCCACATTCAATAGGAATGTAGGATG

CTGAATTGTAGTGAGTGTCACAATCATACCAAAGATTTTCACC

AGCTAGATCAATGG

G/A CTAGATTGAAGATTTGTGACATGCAACAAACCTCACTGATGA

TGCATTATCATGAACAGCAGCATGGGTCAACCATCAATTTCA

TCAATCTTAAATTCTC

Ca_LG_6:54267903 AGGACATATTTTTGAGCCACATTCAATAGGAATGTAGGATGCT

GAATTGTAGTGAGTGTCACAATCATACCAAAGATTTTCACCAG

CTAGATCAATGGCT

T/C AGATTGAAGATTTGTGACATGCAACAAACCTCACTGATGATG

CATTATCATGAACAGCAGCATGGGTCAACCATCAATTTCATC

AATCTTAAATTCTCTC

Ca_LG_6:54267927 AATAGGAATGTAGGATGCTGAATTGTAGTGAGTGTCACAATCA

TACCAAAGATTTTCACCAGCTAGATCAATGGCTAGATTGAAGA

TTTGTGACATGCAA

A/G CAAACCTCACTGATGATGCATTATCATGAACAGCAGCATGG

GTCAACCATCAATTTCATCAATCTTAAATTCTCTCTTGAGTTT

AATACTTGGTAAAACA

Ca_LG_6:54267939 GGATGCTGAATTGTAGTGAGTGTCACAATCATACCAAAGATTT

TCACCAGCTAGATCAATGGCTAGATTGAAGATTTGTGACATGC

AACAAACCTCACTG

G/A ATGATGCATTATCATGAACAGCAGCATGGGTCAACCATCAAT

TTCATCAATCTTAAATTCTCTCTTGAGTTTAATACTTGGTAAA

ACAATAAGCTATATG
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Ca_LG_6:54554915 ATGAACATTTAGGTCATTTTAGTCCTCCCTAAGCTTATTCTTGT

TCAATTAGGGTTTTTAACCAATCTTGTGCATCCAATAAGTTCAT

TTGTGTCATTGG

G/C ATGAACATTTAGGTCATTTTCGTCCTCCCTATGCTTATTCTTG

TCCAATTAGGGTTTCTACCCACTCTTGTGCATCCAATAAGTT

CATTTGTGTAATTGG

Ca_LG_6:54695492 ATCAACTCTGAAACTTTTTGTTCAATTTTAGTAATTAAATATAAT

TCGATAGTAAAATGCAATCCTTGAGTTTGCACTCGGTACGTTT

CTAGGACCGACT

T/C AACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGTCGGT

CGCACATTCACATAGCGTTCAGACACACGTGCCTTCCATAAC

CTAGGGTATTCAAGTC

Ca_LG_6:54695493 TCAACTCTGAAACTTTTTGTTCAATTTTAGTAATTAAATATAATT

CGATAGTAAAATGCAATCCTTGAGTTTGCACTCGGTACGTTTC

TAGGACCGACTA

A/G ACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGTCGGT

CGCACATTCACATAGCGTTCAGACACACGTGCCTTCCATAAC

CTAGGGTATTCAAGTCA

Ca_LG_6:54695503 AACTTTTTGTTCAATTTTAGTAATTAAATATAATTCGATAGTAAA

ATGCAATCCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGA

CTAACGCCTCACT

T/C TACACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTCAC

ATAGCGTTCAGACACACGTGCCTTCCATAACCTAGGGTATTC

AAGTCAGCTGCATATG

Ca_LG_6:54695505 CTTTTTGTTCAATTTTAGTAATTAAATATAATTCGATAGTAAAAT

GCAATCCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGACT

AACGCCTCACTTA

A/G CACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTCACAT

AGCGTTCAGACACACGTGCCTTCCATAACCTAGGGTATTCAA

GTCAGCTGCATATGAT

Ca_LG_6:54695509 TTGTTCAATTTTAGTAATTAAATATAATTCGATAGTAAAATGCA

ATCCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGACTAAC

GCCTCACTTACACC

C/A GGTACCTATGTAGTGTAGTGTCGGTCGCACATTCACATAGC

GTTCAGACACACGTGCCTTCCATAACCTAGGGTATTCAAGTC

AGCTGCATATGATTAGG

Ca_LG_6:54695518 TTTAGTAATTAAATATAATTCGATAGTAAAATGCAATCCTTGAG

TTTGCACTCGGTACGTTTCTAGGACCGACTAACGCCTCACTTA

CACCGGTACCTAT

T/C GTAGTGTAGTGTCGGTCGCACATTCACATAGCGTTCAGACA

CACGTGCCTTCCATAACCTAGGGTATTCAAGTCAGCTGCATA

TGATTAGGTAGCTTTGC

Ca_LG_6:54695555 CCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGACTAACGC

CTCACTTACACCGGTACCTATGTAGTGTAGTGTCGGTCGCAC

ATTCACATAGCGTTCA

A/G GACACACGTGCCTTCCATAACCTAGGGTATTCAAGTCAGCT

GCATATGATTAGGTAGCTTTGCAGCTGCAAAAGGATTAGACA

TCTTCCCATGATATGGT

Ca_LG_6:54695559 GAGTTTGCACTCGGTACGTTTCTAGGACCGACTAACGCCTCA

CTTACACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTC

ACATAGCGTTCAGACA

A/T CACGTGCCTTCCATAACCTAGGGTATTCAAGTCAGCTGCATA

TGATTAGGTAGCTTTGCAGCTGCAAAAGGATTAGACATCTTC

CCATGATATGGTTCCT

Ca_LG_6:54695562 TTTGCACTCGGTACGTTTCTAGGACCGACTAACGCCTCACTTA

CACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTCACAT

AGCGTTCAGACACAC

C/T GTGCCTTCCATAACCTAGGGTATTCAAGTCAGCTGCATATGA

TTAGGTAGCTTTGCAGCTGCAAAAGGATTAGACATCTTCCCA

TGATATGGTTCCTTTT

Ca_LG_6:54695573 TACGTTTCTAGGACCGACTAACGCCTCACTTACACCGGTACCT

ATGTAGTGTAGTGTCGGTCGCACATTCACATAGCGTTCAGAC

ACACGTGCCTTCCAT

T/G AACCTAGGGTATTCAAGTCAGCTGCATATGATTAGGTAGCTT

TGCAGCTGCAAAAGGATTAGACATCTTCCCATGATATGGTTC

CTTTTGGTCCGAACCT

Ca_LG_6:54695579 TCTAGGACCGACTAACGCCTCACTTACACCGGTACCTATGTA

GTGTAGTGTCGGTCGCACATTCACATAGCGTTCAGACACACG

TGCCTTCCATAACCTA

A/G GGGTATTCAAGTCAGCTGCATATGATTAGGTAGCTTTGCAGC

TGCAAAAGGATTAGACATCTTCCCATGATATGGTTCCTTTTG

GTCCGAACCTGGTGCT
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Ca_LG_6:54695588 GACTAACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGT

CGGTCGCACATTCACATAGCGTTCAGACACACGTGCCTTCCA

TAACCTAGGGTATTCA

A/G AGTCAGCTGCATATGATTAGGTAGCTTTGCAGCTGCAAAAG

GATTAGACATCTTCCCATGATATGGTTCCTTTTGGTCCGAAC

CTGGTGCTACATTAGGT

Ca_LG_6:54695591 TAACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGTCGG

TCGCACATTCACATAGCGTTCAGACACACGTGCCTTCCATAAC

CTAGGGTATTCAAGT

T/C CAGCTGCATATGATTAGGTAGCTTTGCAGCTGCAAAAGGATT

AGACATCTTCCCATGATATGGTTCCTTTTGGTCCGAACCTGG

TGCTACATTAGGTTAG

Ca_LG_7:190132 ACTAAAAGAATTCTGGGAAATTGGGGTGAAAACATTTGATGCA

TGCAAAAAAGAGTCATTCCAAATGCGTGTTGCTATCATGTGGA

CTATCAATGATTTT

T/C CCGGCATATGCAAATTTGTCAGGCTGGAGCACTAAAGGTCG

ATACGCTTGTCCATGTTGTGGTTTAAAAACTGCGTCTCATTG

GTTGCGTCATAGTTGGA

Ca_LG_7:190135 AAAAGAATTCTGGGAAATTGGGGTGAAAACATTTGATGCATG

CAAAAAAGAGTCATTCCAAATGCGTGTTGCTATCATGTGGACT

ATCAATGATTTTCCG

G/A GCATATGCAAATTTGTCAGGCTGGAGCACTAAAGGTCGATA

CGCTTGTCCATGTTGTGGTTTAAAAACTGCGTCTCATTGGTT

GCGTCATAGTTGGAAGT

Ca_LG_7:190177 CAAAAAAGAGTCATTCCAAATGCGTGTTGCTATCATGTGGACT

ATCAATGATTTTCCGGCATATGCAAATTTGTCAGGCTGGAGCA

CTAAAGGTCGATAC

C/T GCTTGTCCATGTTGTGGTTTAAAAACTGCGTCTCATTGGTTG

CGTCATAGTTGGAAGTTTTGCTACGTGTGTCATCGTTGTTGG

TTAGAGCCTAATAGTA

Ca_LG_7:190195 AATGCGTGTTGCTATCATGTGGACTATCAATGATTTTCCGGCA

TATGCAAATTTGTCAGGCTGGAGCACTAAAGGTCGATACGCT

TGTCCATGTTGTGGT

T/A TTAAAAACTGCGTCTCATTGGTTGCGTCATAGTTGGAAGTTT

TGCTACGTGTGTCATCGTTGTTGGTTAGAGCCTAATAGTAAG

TGGAGATACAATAGAA

Ca_LG_7:794077 AATCAAAAAATAAAAATAAACAGAATAATATTAAATAAAAGAGA

ATCAAATCTGATTTTCCTTGACTCTTCAACACTATTGATAGTTA

TAATTTACAACT

T/G GCAATTTCTTGCTTTTCAGGAGTTGATTGCTGCTCTTCTTGTA

TGCTCATTTTTATGTCTATTCCCAGTCCATGACAGATATGAG

AAACAACTTCAACCA

Ca_LG_7:794079 TCAAAAAATAAAAATAAACAGAATAATATTAAATAAAAGAGAAT

CAAATCTGATTTTCCTTGACTCTTCAACACTATTGATAGTTATA

ATTTACAACTGC

C/A AATTTCTTGCTTTTCAGGAGTTGATTGCTGCTCTTCTTGTATG

CTCATTTTTATGTCTATTCCCAGTCCATGACAGATATGAGAAA

CAACTTCAACCAGT

Ca_LG_7:803446 TCCATGCTTGAAGACCTTGAATTTTGTTTTGGTTCATCATATCC

TGCAGGCTCAAAGACCTTTCATAGCATACTACACATTTGGCTT

GGACGCATTGCAC

C/A AACCTAGACAAGGTAACATGACATTTCCTTCACACAGTGGGA

GAATCTAAACATGTGATCAATGGCATTGCTGATAAGCATCTG

CATCGAAAAGAGTTAT

Ca_LG_7:803479 TCATCATATCCTGCAGGCTCAAAGACCTTTCATAGCATACTAC

ACATTTGGCTTGGACGCATTGCACAACCTAGACAAGGTAACA

TGACATTTCCTTCAC

C/T ACAGTGGGAGAATCTAAACATGTGATCAATGGCATTGCTGAT

AAGCATCTGCATCGAAAAGAGTTATATATTTTTCTTATTTCAC

GTTTGAATATTGATC

Ca_LG_7:803527 TGGCTTGGACGCATTGCACAACCTAGACAAGGTAACATGACA

TTTCCTTCACACAGTGGGAGAATCTAAACATGTGATCAATGGC

ATTGCTGATAAGCAT

T/G CTGCATCGAAAAGAGTTATATATTTTTCTTATTTCACGTTTGA

ATATTGATCTTTTTTTTCTTCCCTAAGATCTTTTTTAAAGAGTT

GTACCTATCCAGC

Ca_LG_7:860001 ATAGTAGCATGATATATGCATAAAGACAAACACACACAATAGC

AAGGACAGAGAATGTAGGCGGACACAACAGACAGCAAGGAG

GGCACAGCAGCAGCGG

G/A CATACACAAACGCAGCAGCGCACATACAACCAAACACACAC

ACTAGAGGGCACAACAGATTTGTCAGTACAATTTTTTTGTCT

TACTTCATATGAAATTT
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Ca_LG_7:1021578 TAAGAATGCGAACTGCATTGCCTTTTTTTATTCCTTTATTCAAC

TTGGTCAGTAAGCTTAGAAGAAAAAGATTGATAGAGTTAAAAA

ACGTTTTCCTAGG

G/A ATGATTTCATCACCATAAGGTTGTTATGGCTTGCTGCATCCT

CTTGATGAAAAGTTAGAGTATCAAAAGAGTCCTTTAGTTGAA

ATCAACGTGTATTCCG

Ca_LG_7:1022258 ACAGTTGCATAAAATTAAAACAAAAAGCAAGCATGCTATAGTT

TATCAGCTGCAATTCAAGTTTACTTTATGTGTATCCACGAATCT

GGAACAAATTATG

G/C TTTGACTTACATCGGAGTGCGAGTGAAAGGGTAAAAAGTGG

CTGCGGAAAAAAGGATGAGTCTGAGGTTGTAGAACCAAGAG

CTGCAGATCCCTGAAACA

Ca_LG_7:1101149 CCAATGATGTCTTTGCAGCTGATATTGGGAATAACAGCCTCAG

CAGCAGGCACAGCAGGGGGTGTAGCATATTTGGGTTTGAAAG

GAAACAACCATGTGG

G/A ATTGGCATAAAATTTGCAATATTTATGACAAGTTCTGTAGGC

ATATTGGCAGCTCTGTAGCAGTGGGAGTATTTGGAAGCATT

GTGCTTGTCTTGCTCAT

Ca_LG_7:1101150 CAATGATGTCTTTGCAGCTGATATTGGGAATAACAGCCTCAGC

AGCAGGCACAGCAGGGGGTGTAGCATATTTGGGTTTGAAAG

GAAACAACCATGTGGA

A/G TTGGCATAAAATTTGCAATATTTATGACAAGTTCTGTAGGCAT

ATTGGCAGCTCTGTAGCAGTGGGAGTATTTGGAAGCATTGT

GCTTGTCTTGCTCATT

Ca_LG_7:1103940 GTCTTCAAAACCAAACCTTGCAGCATGAATGGTTTCAAAAGCT

TTCAGATAGTCCCCAACCTCAAGTGATTGAAGATGCATAGAG

GCTTTCAAAAAAGTG

G/C TCAACAGAGGCTGCTCTAAGTCCCAACTCGGTGAGCCTCTC

AAAGTACAATATTTTCCATGTCTGCAAATGAATGAGCACATA

AAACACATGAAGAGAAA

Ca_LG_7:1173747 CCAACCAAGTATCGAACACCCTTCACTACTAAGGATTTCAAAA

CATGTCATATTACAGCTAAAATAAATCACTTGCAGCTTATGAA

ATGCAATTATTTTG

G/C TTATATTCAATTACAAATAATGTTTCAGGCTATCAGTGCCAAA

ATACAGTCAAAGATTGCCGTTTGACGAACCACAATAATTGTA

AATTATGCTTTAGTT

Ca_LG_7:1395485 GCTTACCTGTGCTTTGCCATTTGCAGGTTGCCTGCGGATAAC

ATGCGGCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCCC

GCCTTGTTTCTCTTCT

T/C CTCACTTTGTTGAAAATGTGAGTATAGCTGTCAGCTGATGCA

GGGTTACTCACATCCCACTCCCCGAACTTTGGAACAGCAGC

ACCTTTATCAGGCTGAT

Ca_LG_7:1395487 TTACCTGTGCTTTGCCATTTGCAGGTTGCCTGCGGATAACATG

CGGCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCCCGC

CTTGTTTCTCTTCTCT

T/G CACTTTGTTGAAAATGTGAGTATAGCTGTCAGCTGATGCAGG

GTTACTCACATCCCACTCCCCGAACTTTGGAACAGCAGCAC

CTTTATCAGGCTGATGT

Ca_LG_7:1395514 GCCTGCGGATAACATGCGGCCTCTCGTTAGGTGTTCCGGGTG

CATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTGTTGAA

AATGTGAGTATAGCT

T/C GTCAGCTGATGCAGGGTTACTCACATCCCACTCCCCGAACT

TTGGAACAGCAGCACCTTTATCAGGCTGATGTATCAGAATTC

TAAAGTCAGAACATATT

Ca_LG_7:1395515 CCTGCGGATAACATGCGGCCTCTCGTTAGGTGTTCCGGGTGC

ATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTGTTGAAA

ATGTGAGTATAGCTG

G/A TCAGCTGATGCAGGGTTACTCACATCCCACTCCCCGAACTTT

GGAACAGCAGCACCTTTATCAGGCTGATGTATCAGAATTCTA

AAGTCAGAACATATTT

Ca_LG_7:1395526 CATGCGGCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCC

CGCCTTGTTTCTCTTCTCTCACTTTGTTGAAAATGTGAGTATA

GCTGTCAGCTGATGC

C/T AGGGTTACTCACATCCCACTCCCCGAACTTTGGAACAGCAG

CACCTTTATCAGGCTGATGTATCAGAATTCTAAAGTCAGAAC

ATATTTGCAACAGAAAA

Ca_LG_7:1395532 GCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCCCGCCTT

GTTTCTCTTCTCTCACTTTGTTGAAAATGTGAGTATAGCTGTCA

GCTGATGCAGGGTT

T/C ACTCACATCCCACTCCCCGAACTTTGGAACAGCAGCACCTTT

ATCAGGCTGATGTATCAGAATTCTAAAGTCAGAACATATTTG

CAACAGAAAATCTCAA
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Ca_LG_7:1395537 TCGTTAGGTGTTCCGGGTGCATATCCGGCCCCGCCTTGTTTC

TCTTCTCTCACTTTGTTGAAAATGTGAGTATAGCTGTCAGCTG

ATGCAGGGTTACTCA

A/T CATCCCACTCCCCGAACTTTGGAACAGCAGCACCTTTATCAG

GCTGATGTATCAGAATTCTAAAGTCAGAACATATTTGCAACA

GAAAATCTCAAAATGA

Ca_LG_7:1757610 ATGCACAACTTTTTCATTTTCATCAATGTGTTTCATTACACATT

TTCTCATGCGCTTAATAGTAGGCAAAAACTCAATGGCTGCCCA

AGTGAGGTGGTAG

G/C TCGTTATCCTCCTGTGTGTGTCGATCATTCCACCAGAACACA

TTCGACTTTGCATTTGTGGTCACCTTCCAAACATCCATGAAA

CTAGTCGATGTCCAAC

Ca_LG_7:1757615 CAACTTTTTCATTTTCATCAATGTGTTTCATTACACATTTTCTCA

TGCGCTTAATAGTAGGCAAAAACTCAATGGCTGCCCAAGTGA

GGTGGTAGTCGTT

T/C ATCCTCCTGTGTGTGTCGATCATTCCACCAGAACACATTCGA

CTTTGCATTTGTGGTCACCTTCCAAACATCCATGAAACTAGT

CGATGTCCAACTCCAA

Ca_LG_7:1757622 TTCATTTTCATCAATGTGTTTCATTACACATTTTCTCATGCGCT

TAATAGTAGGCAAAAACTCAATGGCTGCCCAAGTGAGGTGGT

AGTCGTTATCCTCC

C/T TGTGTGTGTCGATCATTCCACCAGAACACATTCGACTTTGCA

TTTGTGGTCACCTTCCAAACATCCATGAAACTAGTCGATGTC

CAACTCCAACGACTAC

Ca_LG_7:1757631 ATCAATGTGTTTCATTACACATTTTCTCATGCGCTTAATAGTAG

GCAAAAACTCAATGGCTGCCCAAGTGAGGTGGTAGTCGTTAT

CCTCCTGTGTGTGT

T/C CGATCATTCCACCAGAACACATTCGACTTTGCATTTGTGGTC

ACCTTCCAAACATCCATGAAACTAGTCGATGTCCAACTCCAA

CGACTACTCGTCGATA

Ca_LG_7:2021560 CTATGGCGATTACAACAATTAATGATATCAATTTAGGTACAAA

ATTTGATACAACCCCGACACCAATGAGGACAGTAACTCAGCA

AAAGACAGTATCATG

G/C CTGATAAAGTTCAAGGGATGTTGATGTTCCCTTCCCTACTCC

AGTAGTCAGGAATTGTTGCCAGCTGCATTTTTAGTTGAGCCT

TGAATAGTCTCCAAAA

Ca_LG_7:2021569 TTACAACAATTAATGATATCAATTTAGGTACAAAATTTGATACA

ACCCCGACACCAATGAGGACAGTAACTCAGCAAAAGACAGTA

TCATGCTGATAAAG

G/A TTCAAGGGATGTTGATGTTCCCTTCCCTACTCCAGTAGTCAG

GAATTGTTGCCAGCTGCATTTTTAGTTGAGCCTTGAATAGTC

TCCAAAAGATGTTCAA

Ca_LG_7:2282369 TTGTTGTAAACAAATTAGATACGTGATTTATTGCTTAAGTGCAT

TTATGCAGCTATTAATTTTGTACATTTTACTCTGTTGTTCAATC

TGTTATCAAACC

C/T TGGCATTCAAGTTTAGTTTGTTTATCACTTGCCCATGCTGCT

CCATGCCGGCAGACATTAGATGTTAAAAGTTCTAAGAATCTG

AGCCTCTGTATGAAGT

Ca_LG_7:2282391 GTGATTTATTGCTTAAGTGCATTTATGCAGCTATTAATTTTGTA

CATTTTACTCTGTTGTTCAATCTGTTATCAAACCTGGCATTCAA

GTTTAGTTTGTT

T/G TATCACTTGCCCATGCTGCTCCATGCCGGCAGACATTAGAT

GTTAAAAGTTCTAAGAATCTGAGCCTCTGTATGAAGTAAATT

ATGTCAATTACTGACAC

Ca_LG_7:2320730 TGGAATAAACGACTCTCCGGCTTTGGTTGCTGCTGATGTTGG

CATGGCAATTGGTGCTGGAACTGACGTAGCTATAGAAGCAGC

TGATATAGTTCTTGTC

C/A AAAAGCAACTTGGAAGATGTAATTACAGCCATAGATCTATCT

AGAAAGACCATGTCTCGTATCAGGCTGAACTACATTTGGGCT

CTTGGCTACAACATTT

Ca_LG_7:2320865 TCTATCTAGAAAGACCATGTCTCGTATCAGGCTGAACTACATT

TGGGCTCTTGGCTACAACATTTTGGGCATGCCAGTTGCTGCT

GGTGTTTTGTACCCA

A/T TTTACTGGAATCAGATTGCCACCATGGCTTGCTGGTGCTTGC

ATGGCTGCATCTTCCCTTAGTGTGGTTTCTTCGTCTCTTTTG

CTGCAGTTCTATAAAA

Ca_LG_7:2320869 TCTAGAAAGACCATGTCTCGTATCAGGCTGAACTACATTTGGG

CTCTTGGCTACAACATTTTGGGCATGCCAGTTGCTGCTGGTG

TTTTGTACCCATTTA

A/T CTGGAATCAGATTGCCACCATGGCTTGCTGGTGCTTGCATG

GCTGCATCTTCCCTTAGTGTGGTTTCTTCGTCTCTTTTGCTG

CAGTTCTATAAAAAACC
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Ca_LG_7:2320870 CTAGAAAGACCATGTCTCGTATCAGGCTGAACTACATTTGGG

CTCTTGGCTACAACATTTTGGGCATGCCAGTTGCTGCTGGTG

TTTTGTACCCATTTAC

C/T TGGAATCAGATTGCCACCATGGCTTGCTGGTGCTTGCATGG

CTGCATCTTCCCTTAGTGTGGTTTCTTCGTCTCTTTTGCTGC

AGTTCTATAAAAAACCT

Ca_LG_7:2320880 CATGTCTCGTATCAGGCTGAACTACATTTGGGCTCTTGGCTAC

AACATTTTGGGCATGCCAGTTGCTGCTGGTGTTTTGTACCCAT

TTACTGGAATCAGA

A/G TTGCCACCATGGCTTGCTGGTGCTTGCATGGCTGCATCTTC

CCTTAGTGTGGTTTCTTCGTCTCTTTTGCTGCAGTTCTATAAA

AAACCTTTGCATGTAG

Ca_LG_7:2320886 TCGTATCAGGCTGAACTACATTTGGGCTCTTGGCTACAACATT

TTGGGCATGCCAGTTGCTGCTGGTGTTTTGTACCCATTTACTG

GAATCAGATTGCCA

A/T CCATGGCTTGCTGGTGCTTGCATGGCTGCATCTTCCCTTAGT

GTGGTTTCTTCGTCTCTTTTGCTGCAGTTCTATAAAAAACCTT

TGCATGTAGAATCCA

Ca_LG_7:2364063 ATGCAATTTGAAGTTAATGTAATCAAAATGGATCGGCATTGTA

ATATCCAAACGTTGCCACCTAGTCAACAGAGGTTCTGAAGGC

TGCAACTCCTTGACG

G/A TACTGCTTACTCTTCTTCTACAATGAAAAGTGGATTATTGATG

ATATTAAATGCTTCATGCTGCCTTTCAACTCTAAATCACATCT

TTAAACTAAGTGCC

Ca_LG_7:2685767 GTAATTTGATGTGCAGCCTCTTCCAACTAAACTTGTTCTAAGA

AAAAAGAGGGCGAAAGAGGGAAGATCTGGTGATGAGGTTGA

GCAATTTCCAATTCCG

G/T GCTAGAGTGACTGTGAGGAGAAGGTCAAGTGTTGCTGCAAT

TGAGCGGAAGGATTCTGAGGTATGGCAACCACGTTATCTTA

CAAGCTTTCAATTTTATT

Ca_LG_7:2739241 GCAGAGACACTATTTTGGTACAACAAAAACGACGACGTTTCAT

CCTATAGAGGATTAGAACTATGGAACCAACAGCAGCAACAAC

AGCAGCAGGAAGATG

G/T TAATAGCAGGAGGAACGCAACAAGCACGGCCGTTTTTCTCG

CGAGATCTCTATGGTTTAGGTGTGGGACCCAGCAGGGTTTC

ATCAGATGATCATCAGAC

Ca_LG_7:3052289 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNGGGTAATTTGATTGTATGAGGTTGCAC

AACATTGCTGCTTTTTC

C/G TGTTTTCAGCTCTAAAACATGAATGGCATTATAATATGATATC

TTCTTTTGCAGCATCGAGAACCCAAAGTTTTCTGCCAAGGCC

TCTGGATTTTTCCAC

Ca_LG_7:3052317 NNNNNNNNNNNNNNNNNNNNNNNNNNNNGGGTAATTTGATTG

TATGAGGTTGCACAACATTGCTGCTTTTTCTGTTTTCAGCTCT

AAAACATGAATGGCA

A/G TTATAATATGATATCTTCTTTTGCAGCATCGAGAACCCAAAGT

TTTCTGCCAAGGCCTCTGGATTTTTCCACCTTTTAGGTTTGT

GATATAGTTGTATCT

Ca_LG_7:3052675 TATACCTGTACAAACTTTGGGCGGCACACGCAGGGTAATGGC

ATATTATTTATCAAAAACTGAAAGTGCCTGGCAGCACCATATT

TGATGGCCAATTTTG

G/T CATTATTGTTTACCTATTCTTTGCTAGTTGTCTGCCATTGTTC

TAAAACGTGTTTGTTAATGTTTTGCTGAAATTGCTTGGCTAG

CACTTTGTTGAAAAG

Ca_LG_7:3052682 GTACAAACTTTGGGCGGCACACGCAGGGTAATGGCATATTAT

TTATCAAAAACTGAAAGTGCCTGGCAGCACCATATTTGATGGC

CAATTTTGCATTATT

T/A GTTTACCTATTCTTTGCTAGTTGTCTGCCATTGTTCTAAAACG

TGTTTGTTAATGTTTTGCTGAAATTGCTTGGCTAGCACTTTGT

TGAAAAGGAAAAAA

Ca_LG_7:3168420 TCGCCGTCAAGTTCAACACCATACTTAAGCCACTGCCAATTCT

GAACCCTGCTAATCTCGGCCGTTGCAGCATCCTCCATGAGAT

TGTAAAGAGGCACAG

G/A AACCAGCTCCAGTGAGCCATGCTGCCACATACTGAATTCCA

ACCCGTGTATTCAACCGTAGACCTTCCATCGTTCGGACTCCT

CTAGGTATCTGCAAGAG

Ca_LG_7:4501736 GAAAATAGAAATATACATTGAGGTGTATACCTGGATTATCAGC

TACGAAACGGACTGCTGCCCATCCACCGACCGGAACTCCAAT

TGTATTCATGTACGC

C/G GGGATCCACTAAATTGAATTGTGCAGCTAGTGGATCATAGTT

TCCTGTGCCATATCCTACAACATAAAAGCTGTAGCCATGGAT

GTGAATTGGGTGGTTT
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Ca_LG_7:4612116 ATCCCCACCGCCAGAACCAATGCTGCTATTCTCCGGCAACGC

AGCACTCTTAACCATCATACGAGCCGCTTCCGCCGCTGCAGC

CTGAATATCCCTTGCT

T/C GAAGACGGTGGAGGAAGCAACGGTAAACGGTGCACCTCGT

CGGGGAAATTGAGCTGCGCTTTTCGACCTTTCAAACAGTAC

GCCGCAACGTCGTAGGCTT

Ca_LG_7:5320476 TGCCTTCTCCATCTCTGGCGTCAACTGCATGTACCCAATAAGA

GAATATCAATATACTGCAGGACAATTTCTACGAAGTAAATGCC

AATTCAGAAATAAT

T/C TATTACCGCAGGGGGCCTAAGAGGCTGATTAGCAGCACCCA

CCAGAACAGAAACCACAGATTGTGGTCCCAGAGGACCAGAA

TGCTGTACTAGATTTTCT

Ca_LG_7:6312451 AGACGGGCAATCATCACCTTTATCCAGTATTGCAAAAAGAATG

AGGCCTGCTTCCACAGGTGTTGATGCAATGCAGCAGCAGCAA

ATAGGCTCACACGTC

C/T GACGCCCTTCAAGGACCGGATATTAATTGGCAGAATACACT

ATTTCAACAACAAGCAATGGCCAGAGGTATTCAGTATTCCAG

TGGTGGCATTCAGAAGT

Ca_LG_7:6312484 AAAAAGAATGAGGCCTGCTTCCACAGGTGTTGATGCAATGCA

GCAGCAGCAAATAGGCTCACACGTCGACGCCCTTCAAGGACC

GGATATTAATTGGCAG

G/A AATACACTATTTCAACAACAAGCAATGGCCAGAGGTATTCAG

TATTCCAGTGGTGGCATTCAGAAGTTTCCCCCACAGGTTTTT

GAAGGGGGTTTAAATC

Ca_LG_7:6316384 ACACCAACAATCCCAACAGCAGCAACACCACCAACAGCAGTT

GCAATTACAACAACAGCATTTACATCAGCAGTTGCAGCAGCAA

TTACAGCAGCAGCAG

G/A CAACAACAACAACAGGAAACAACTTCGCAATTGCAGGCAGT

TGTTTCTCCCCCACAAGTGGGATCACCGTCGACAATGGGAG

TTTCATCATTAAGCCAAC

Ca_LG_7:6496052 TGTTTAACAAATAACACTGCTATTTTGAAAATAACTATGCTTAT

GTTACATAAGCTTATGTAATAACCATAATAATAGAATCCATTTG

GGAGAAACCATC

C/A TAAAACTTTTCCTCACCGTAAATGTATGCTGTTGTTTAGCAG

CACCATAGCTTTCTTTCACTATGCGGCCTGCAACAATCCTTT

TGCCGCACGGTGGACC

Ca_LG_7:6639740 GAGGTGAGTGCGGTGGAAGAAGCGGCACCGTGAACGGCTGC

CAGACGCGCCGTCACGCGCGGTGGCTATTGGCGGCGCGTG

GATCTCACGCGCGTGAGGG

G/T GGTTGCTGATGACGTAGCTGAAGGGTTTGAGTGATCTATGG

TGTACGGCGCTGCTGGAGTGGTCGTTCGTTGAAAAAAATCA

TCAGAAACGGTGACGACA

Ca_LG_7:7866464 TTCTCCGAATCTCAACCTAGGGTTTTCAAAGCTGAAAAGGTTT

CTTTGATCCCCAAGAGGCATTGGTAAGCCTGGTCTTGCAGTT

GACCTACCGAGTCCC

C/T GCAGCTTGAAGAGTGGCTAGACTTTGTGCTGGGAGCTGACC

AGCAGCTGCAAGAGTTTGAAGATCAAGACCACTAATAGATG

AAATTGTCCCGAATGATG

Ca_LG_7:8133197 AGTTAGAGGCAATGACACTATCATTTGCTACAACTACAACTAG

GCTTATGCACAATTAAGGCATTGAAATACCTGAGCAGCAAATA

ATGACAAAATACCG

G/A CTGCCAGCACCCACATCAACTACTACGCGGCCAGTAAAATC

AGCACGGTTCTCCATAACCGCGGCATAATAGGTTCCTAAAA

CAATATCACGAATGAAAT

Ca_LG_7:8133200 TAGAGGCAATGACACTATCATTTGCTACAACTACAACTAGGCT

TATGCACAATTAAGGCATTGAAATACCTGAGCAGCAAATAATG

ACAAAATACCGCTG

G/A CCAGCACCCACATCAACTACTACGCGGCCAGTAAAATCAGC

ACGGTTCTCCATAACCGCGGCATAATAGGTTCCTAAAACAAT

ATCACGAATGAAATCAT

Ca_LG_7:8133209 TGACACTATCATTTGCTACAACTACAACTAGGCTTATGCACAA

TTAAGGCATTGAAATACCTGAGCAGCAAATAATGACAAAATAC

CGCTGCCAGCACCC

C/A ACATCAACTACTACGCGGCCAGTAAAATCAGCACGGTTCTC

CATAACCGCGGCATAATAGGTTCCTAAAACAATATCACGAAT

GAAATCATTAGGTAAGA

Ca_LG_7:8133218 CATTTGCTACAACTACAACTAGGCTTATGCACAATTAAGGCAT

TGAAATACCTGAGCAGCAAATAATGACAAAATACCGCTGCCA

GCACCCACATCAACT

T/C ACTACGCGGCCAGTAAAATCAGCACGGTTCTCCATAACCGC

GGCATAATAGGTTCCTAAAACAATATCACGAATGAAATCATT

AGGTAAGAGTAAAATAA
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Ca_LG_7:8133224 CTACAACTACAACTAGGCTTATGCACAATTAAGGCATTGAAAT

ACCTGAGCAGCAAATAATGACAAAATACCGCTGCCAGCACCC

ACATCAACTACTACG

G/A CGGCCAGTAAAATCAGCACGGTTCTCCATAACCGCGGCATA

ATAGGTTCCTAAAACAATATCACGAATGAAATCATTAGGTAA

GAGTAAAATAAATATAT

Ca_LG_7:8415484 GGTGATGTAGCGGTGCAGTGTGTTGTAGCAGTATGACAATAT

TGCAGTGGAGCAGCAGCGGTGTGGTGGTGCTATGCAGTGGA

GCAGCGGTGTGGTGGTG

G/A CTATGCAGTGGAGCAGCAGTGCGGTGGTGTTGTACCTGCGA

TGGGAGGGGCGACGAAGGAAGGAAAAGGGGTTTTATGTTTC

TGATGTGATTTTATGTTT

Ca_LG_7:8421007 GCTTTGCCATGATGTTAGAAGATGTTTCAGATTGTGCAGGTG

GTTGGGCACTTGCTTGGGCTTGATCAGCACTGGGTTGTGCCT

GATCAGCAGTAGATGA

A/G AGCTCTTGTCCATACTCCATTTATGCGTCGCAGTTGCATTTG

GTTCACGATTGATTCACCAAATGTCAGTGTGGATTTGAGAGA

TTCTTCATTGGCTAGA

Ca_LG_7:8519553 AATTGTAGATAACTTTTTAATATTGAATGCAATTAACCCTACTA

ACATATTTGCATTGCAGTCTAAACTCATATGTACCATTGCTAAC

TCAAAGTGAGAG

G/C AATGGCACAGTGGACTTAATCTTCTTAGTTTACTATTCATGAC

ATGAATTCTACAAATCCCAAATTTTAGCTTAACCGAAATAAAC

CAGAAACAAATGGT

Ca_LG_7:8519563 AACTTTTTAATATTGAATGCAATTAACCCTACTAACATATTTGC

ATTGCAGTCTAAACTCATATGTACCATTGCTAACTCAAAGTGA

GAGAATGGCACAG

G/C TGGACTTAATCTTCTTAGTTTACTATTCATGACATGAATTCTA

CAAATCCCAAATTTTAGCTTAACCGAAATAAACCAGAAACAA

ATGGTACTTATTATA

Ca_LG_7:8519578 AATGCAATTAACCCTACTAACATATTTGCATTGCAGTCTAAACT

CATATGTACCATTGCTAACTCAAAGTGAGAGAATGGCACAGT

GGACTTAATCTTCT

T/C TAGTTTACTATTCATGACATGAATTCTACAAATCCCAAATTTT

AGCTTAACCGAAATAAACCAGAAACAAATGGTACTTATTATA

TAATTGTTTAATATT

Ca_LG_7:8519630 CCATTGCTAACTCAAAGTGAGAGAATGGCACAGTGGACTTAA

TCTTCTTAGTTTACTATTCATGACATGAATTCTACAAATCCCAA

ATTTTAGCTTAACC

C/T GAAATAAACCAGAAACAAATGGTACTTATTATATAATTGTTTA

ATATTCAACCAATGAACTTTTTATCACAATTTTTTTACCGTTAA

AATATTATTCTTA

Ca_LG_7:9520523 AGACCACGGTCTCAATTTGCAAGCATGACAAAGCCTTTGAACT

TTCCAAATTATCTTTAGTTTTTGGATCATAGGTAGGTTCAGGT

GGCTGCACTGCAGC

C/A CAAGGAAGATGTCTCCACAACAGGATCTGGGTGTGGAGGTC

CAATAGATACTTTTGGTGGTCTCTGCATATGGAGACAATTTA

ATACCACAATAGTGTGC

Ca_LG_7:9520544 AGCATGACAAAGCCTTTGAACTTTCCAAATTATCTTTAGTTTTT

GGATCATAGGTAGGTTCAGGTGGCTGCACTGCAGCCAAGGA

AGATGTCTCCACAAC

C/T AGGATCTGGGTGTGGAGGTCCAATAGATACTTTTGGTGGTC

TCTGCATATGGAGACAATTTAATACCACAATAGTGTGCTTGC

GTATTTTGAAATAACAA

Ca_LG_7:9520545 GCATGACAAAGCCTTTGAACTTTCCAAATTATCTTTAGTTTTTG

GATCATAGGTAGGTTCAGGTGGCTGCACTGCAGCCAAGGAA

GATGTCTCCACAACA

A/T GGATCTGGGTGTGGAGGTCCAATAGATACTTTTGGTGGTCT

CTGCATATGGAGACAATTTAATACCACAATAGTGTGCTTGCG

TATTTTGAAATAACAAA

Ca_LG_7:9520557 CTTTGAACTTTCCAAATTATCTTTAGTTTTTGGATCATAGGTAG

GTTCAGGTGGCTGCACTGCAGCCAAGGAAGATGTCTCCACAA

CAGGATCTGGGTGT

T/C GGAGGTCCAATAGATACTTTTGGTGGTCTCTGCATATGGAG

ACAATTTAATACCACAATAGTGTGCTTGCGTATTTTGAAATAA

CAAACTTCTAGCATAC

Ca_LG_7:9881086 AATGATAGTAGGGTTGAGATATCCTCGCCCTCCGAACCCAAA

CGTGAAGGTCTCCCCTCATCTGAATCTTTGCAGGGGAATCTC

CACTCATTGCTTCCCT

T/C TAATATCCTCCACCACATCATGGTGGTTTACAGGAGATCCCA

GAGGCTCGCTCAGAAAGGCTGTTACCATACATTTTGGCACA

ACTTTACTCAAGTAGCC
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Ca_LG_7:9881110 TCGCCCTCCGAACCCAAACGTGAAGGTCTCCCCTCATCTGAA

TCTTTGCAGGGGAATCTCCACTCATTGCTTCCCTTAATATCCT

CCACCACATCATGGT

T/G GGTTTACAGGAGATCCCAGAGGCTCGCTCAGAAAGGCTGTT

ACCATACATTTTGGCACAACTTTACTCAAGTAGCCACTAGAC

TCACTATAGTAGTTCGT

Ca_LG_7:9881140 CCCTCATCTGAATCTTTGCAGGGGAATCTCCACTCATTGCTTC

CCTTAATATCCTCCACCACATCATGGTGGTTTACAGGAGATCC

CAGAGGCTCGCTCA

A/G GAAAGGCTGTTACCATACATTTTGGCACAACTTTACTCAAGT

AGCCACTAGACTCACTATAGTAGTTCGTTCGTCTGTCCTTGT

TGAAATCAATGCTTTT

Ca_LG_7:9881375 CAAACCATGTAGTTAGGTAGAGACAATCAATACACTTATACGC

AATGAAGGGAATCTGGGATCCCTATCGATATAAAAAACGAATA

ATATGTGTATAGAT

T/G AAGCTACCTTTCTCACACTCAATAGATATATCTGGTACAGTTA

AGTACAATACGAGACAATGGAATGCTATGGGATGGATGGTA

TAGGGTTGTTTGTGCC

Ca_LG_7:9881390 GGTAGAGACAATCAATACACTTATACGCAATGAAGGGAATCT

GGGATCCCTATCGATATAAAAAACGAATAATATGTGTATAGAT

AAGCTACCTTTCTCA

A/T CACTCAATAGATATATCTGGTACAGTTAAGTACAATACGAGA

CAATGGAATGCTATGGGATGGATGGTATAGGGTTGTTTGTG

CCCAAAAGTGACGATTC

Ca_LG_7:9881403 AATACACTTATACGCAATGAAGGGAATCTGGGATCCCTATCGA

TATAAAAAACGAATAATATGTGTATAGATAAGCTACCTTTCTCA

CACTCAATAGATA

A/G TATCTGGTACAGTTAAGTACAATACGAGACAATGGAATGCTA

TGGGATGGATGGTATAGGGTTGTTTGTGCCCAAAAGTGACG

ATTCTCTTGCCCCCTTG

Ca_LG_7:9881414 ACGCAATGAAGGGAATCTGGGATCCCTATCGATATAAAAAAC

GAATAATATGTGTATAGATAAGCTACCTTTCTCACACTCAATA

GATATATCTGGTACA

A/G GTTAAGTACAATACGAGACAATGGAATGCTATGGGATGGAT

GGTATAGGGTTGTTTGTGCCCAAAAGTGACGATTCTCTTGCC

CCCTTGTCCATAAGGAC

Ca_LG_7:9881417 CAATGAAGGGAATCTGGGATCCCTATCGATATAAAAAACGAAT

AATATGTGTATAGATAAGCTACCTTTCTCACACTCAATAGATAT

ATCTGGTACAGTT

T/A AAGTACAATACGAGACAATGGAATGCTATGGGATGGATGGT

ATAGGGTTGTTTGTGCCCAAAAGTGACGATTCTCTTGCCCCC

TTGTCCATAAGGACCTT

Ca_LG_7:9881418 AATGAAGGGAATCTGGGATCCCTATCGATATAAAAAACGAATA

ATATGTGTATAGATAAGCTACCTTTCTCACACTCAATAGATATA

TCTGGTACAGTTA

A/C AGTACAATACGAGACAATGGAATGCTATGGGATGGATGGTA

TAGGGTTGTTTGTGCCCAAAAGTGACGATTCTCTTGCCCCCT

TGTCCATAAGGACCTTG

Ca_LG_7:9881434 GATCCCTATCGATATAAAAAACGAATAATATGTGTATAGATAA

GCTACCTTTCTCACACTCAATAGATATATCTGGTACAGTTAAG

TACAATACGAGACA

A/G ATGGAATGCTATGGGATGGATGGTATAGGGTTGTTTGTGCC

CAAAAGTGACGATTCTCTTGCCCCCTTGTCCATAAGGACCTT

GTGGCATACATGTGAAA

Ca_LG_7:10260505 CCTATATTCGTTACATTCTAAAGGACAATAGATACACACATTAT

TTCAAGTTAATTTCATTGAACCTTATCTGGCTCAACCCACAGG

TCAGATTTCAAAA

A/C AAACCTATCGATATACTTGTTTTGATGTAGCGTAAATGCCTG

ATGTAGATGCTATCACTTATTCTGCCTCGGTCGGATGTTGCC

TTAGTTGATGTGATAG

Ca_LG_7:10260548 TTTCAAGTTAATTTCATTGAACCTTATCTGGCTCAACCCACAG

GTCAGATTTCAAAAAAACCTATCGATATACTTGTTTTGATGTAG

CGTAAATGCCTGA

A/C TGTAGATGCTATCACTTATTCTGCCTCGGTCGGATGTTGCCT

TAGTTGATGTGATAGAATCCCCCTTGCTTCCTAATCATTTACT

ATGGTCTTGCTCAGT

Ca_LG_7:10264601 ATATTCAATTCCATTCCTCCATAACCATGCTTTCCAACTCGATC

CAGCTCTCAAACTATACGATCCTCGTCACCAGTCAGCAGCTA

ATACTGATAGCTCA

A/C TGCGGACCCTTGCCTTCCATCTTCCTTCCTAGGCTCGGATGT

TACATCCGAATGTTGCAGCCTAGTCAAATCGGTATTTCCCCG

CCTACCATTAAATCAA
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Ca_LG_7:10264620 CATAACCATGCTTTCCAACTCGATCCAGCTCTCAAACTATACG

ATCCTCGTCACCAGTCAGCAGCTAATACTGATAGCTCATGCG

GACCCTTGCCTTCCA

A/C TCTTCCTTCCTAGGCTCGGATGTTACATCCGAATGTTGCAGC

CTAGTCAAATCGGTATTTCCCCGCCTACCATTAAATCAAAAT

AAAGAAGTAGGGGCTT

Ca_LG_7:10266275 CCAGAAGGGATTGGCTTCACGAATGCTTAGCTCAGAACCTAA

ACTACTGGCTTTCTCGCATTGAAGGTATCTGTTGAGGGAATCT

ATCCCAAAGGTAGGT

T/C CCAAGGCTGCTTAATGAGCACCCCTTGAAAGAACAAGAGCT

GCATTCATCCCACCTGCGGAAGTCTCTTAACCACCTATAAAT

GTCCCTTTTTGGCTAGT

Ca_LG_7:10266295 GAATGCTTAGCTCAGAACCTAAACTACTGGCTTTCTCGCATTG

AAGGTATCTGTTGAGGGAATCTATCCCAAAGGTAGGTCCAAG

GCTGCTTAATGAGCA

A/G CCCCTTGAAAGAACAAGAGCTGCATTCATCCCACCTGCGGA

AGTCTCTTAACCACCTATAAATGTCCCTTTTTGGCTAGTATTA

TCCAAAATCTAGAAAG

Ca_LG_7:10267731 GAAAGTTACCTAGACTAATAAGGCGAGACTTAGGGACCTAGC

TAGATTCACTAGCACCGTCTACTCTCACAGCGGATAGGGATT

CCGTTCCCTTTCTAAT

T/C TGTAAGAGTTGCTACGGATATAAGTCCCACAGACCCCCCTTC

TCGAGCTTATTCTTTTTAAGAGACTGATGCCAGCTATGAATA

TACGATCGAATGCGCT

Ca_LG_7:10267765 GACCTAGCTAGATTCACTAGCACCGTCTACTCTCACAGCGGA

TAGGGATTCCGTTCCCTTTCTAATTGTAAGAGTTGCTACGGAT

ATAAGTCCCACAGAC

C/T CCCCCTTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAGC

TATGAATATACGATCGAATGCGCTCTTGTCTATTTTTAGGTTT

CTTACTTTTATTTTT

Ca_LG_7:10267806 ATAGGGATTCCGTTCCCTTTCTAATTGTAAGAGTTGCTACGGA

TATAAGTCCCACAGACCCCCCTTCTCGAGCTTATTCTTTTTAA

GAGACTGATGCCAG

G/A CTATGAATATACGATCGAATGCGCTCTTGTCTATTTTTAGGTT

TCTTACTTTTATTTTTGCATTTTCTCTTTAAAGCCTTCCCCAAC

GAAACAAATGATG

Ca_LG_7:10267847 GATATAAGTCCCACAGACCCCCCTTCTCGAGCTTATTCTTTTT

AAGAGACTGATGCCAGCTATGAATATACGATCGAATGCGCTC

TTGTCTATTTTTAGG

G/A TTTCTTACTTTTATTTTTGCATTTTCTCTTTAAAGCCTTCCCCA

ACGAAACAAATGATGTTGCTCCTTCTGTTTAGAGTTCACATG

ACTTAGCTCTCGTT

Ca_LG_7:10267868 CCTTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAGCTATG

AATATACGATCGAATGCGCTCTTGTCTATTTTTAGGTTTCTTAC

TTTTATTTTTGCA

A/C TTTTCTCTTTAAAGCCTTCCCCAACGAAACAAATGATGTTGCT

CCTTCTGTTTAGAGTTCACATGACTTAGCTCTCGTTGTGCGT

GGACTTCCTAATCGA

Ca_LG_7:10267879 TTATTCTTTTTAAGAGACTGATGCCAGCTATGAATATACGATC

GAATGCGCTCTTGTCTATTTTTAGGTTTCTTACTTTTATTTTTG

CATTTTCTCTTTA

A/G AAGCCTTCCCCAACGAAACAAATGATGTTGCTCCTTCTGTTT

AGAGTTCACATGACTTAGCTCTCGTTGTGCGTGGACTTCCTA

ATCGAACTAAGATGGA

Ca_LG_7:10267895 ACTGATGCCAGCTATGAATATACGATCGAATGCGCTCTTGTCT

ATTTTTAGGTTTCTTACTTTTATTTTTGCATTTTCTCTTTAAAGC

CTTCCCCAACGA

A/G AACAAATGATGTTGCTCCTTCTGTTTAGAGTTCACATGACTTA

GCTCTCGTTGTGCGTGGACTTCCTAATCGAACTAAGATGGAT

CGGGTTGTTGGCTCA

Ca_LG_7:10282318 CGGGCAGGAGTGGGACATTCCATAAAAATATTTCTGATCCTCT

AGCTCTCACTCCTTGCCCTATTCGGTCAAGCAGCTTCACTCCT

CTCAAATCCTATTA

A/T TTTCATCGACAAGTAGGGTTAATTATAAGGTTCCTTATTCTG

GTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGCACAACC

CCACCAGCAGCCCGTGT

Ca_LG_7:10282371 CCTTGCCCTATTCGGTCAAGCAGCTTCACTCCTCTCAAATCCT

ATTATTTCATCGACAAGTAGGGTTAATTATAAGGTTCCTTATTC

TGGTTGTCAAGCT

T/G GAAGAAGAGGGAGAAAGAATGGGCACAACCCCACCAGCAG

CCCGTGTTTTCGACCTGAAAGGAATGGAAAATGAAATAAGAA

TTCGTGTTCACTATCTAT
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Ca_LG_7:10282399 CTCCTCTCAAATCCTATTATTTCATCGACAAGTAGGGTTAATTA

TAAGGTTCCTTATTCTGGTTGTCAAGCTGAAGAAGAGGGAGA

AAGAATGGGCACAA

A/G CCCCACCAGCAGCCCGTGTTTTCGACCTGAAAGGAATGGAA

AATGAAATAAGAATTCGTGTTCACTATCTATGGAGCGGAGTG

TCTATCCTTAATCTCCT

Ca_LG_7:10341134 CCTTCCCGGTCCTCTCGTACTAGGGAAAGGTCCTCTCAATGC

TCTAACGCCCACACCGGATATGGACCGAACTGTCTCACGACG

TTCTGAACCCAGCTCA

A/G CGTACCGCTTTAATGGGCGAACAGCCCAACCCTTGGAACCT

ACTACAGCTCCAGGTGGCGAAGAGCCGACATCGAGGTGCC

AAACCTTCCCGTCGATGTG

Ca_LG_7:10503482 TTTGTGGTGGCCTTTGCAGCCACAAAAGGTAACAGTCTCAGG

CGTTTGTGGCGGCCTGTGCAGCCACAAATGGACATATCCCTT

CAGGCTTTTGTGGCGG

G/A ATTTGACCCTCACAAATTTTAGATTTTGTGGCTGAAAAAGCC

CTCACAAAAATTTTAAAAATTTAAGTGGATTTTGTGGCTGCTT

AAGCCCTCACAAAAT

Ca_LG_7:10503536 CCTGTGCAGCCACAAATGGACATATCCCTTCAGGCTTTTGTG

GCGGATTTGACCCTCACAAATTTTAGATTTTGTGGCTGAAAAA

GCCCTCACAAAAATT

T/C TTAAAAATTTAAGTGGATTTTGTGGCTGCTTAAGCCCTCACA

AAATCACAGCGTTGTGATTTTGTGAGGGCTTAGGCAGCCAA

AAATTCCACCTAAATTT

Ca_LG_7:10510335 ATGTCGTCTTTGATTTGCGCTCCTCACTTTGTCGGTCGTCGCG

TCACAATCGATGCAGCTCACTCCTTCACATCACAATTTGTGTT

CCTAATCGGTGCTA

A/G CTCTGTCACGTCACGATCGGTGCTGCTCACTCCGCCGCGTC

ACGATATGTGCTCGCCTCTACGATTCCAACCTATTTTCATCT

CGTCCCTCTATGTTCGT

Ca_LG_7:11185996 CAACCCTGCATTCCAGTATCCTATGATGCCAGCATGTAGAGC

TACAACGGCTTCCCCTATCTTTGTTGCAGCTCCCGCCGAGAA

AGGAAACTTTGTTGTC

C/T GACTTTCTCATGGGTGGAGTTTCAGCTGCTGTGTCTAAAACT

GCTGCTGCTCCAATTGAACGAATTAAGCTTTTGATCCAGAAC

CAAGATGAGATGATTA

Ca_LG_7:11292502 TTCATTTGGTTGAAAAGAAGATGGAGAAGTCGAAAGAAGAGA

TGTAACGGATGGTGGTGTTGAGCAGAAATATCCTGCTAAGGA

CTGTGCTTCGAGTGAA

A/C AAAAACTTTTGTTGCTGCCGTGCTAGCTGCATTCGCATTTCA

CGATTCTCCTTTTGTAGCTCAAGTACTAGCTTGGCCTGGTAT

GTTCCTGTTTCAGTTA

Ca_LG_7:11292507 TTGGTTGAAAAGAAGATGGAGAAGTCGAAAGAAGAGATGTAA

CGGATGGTGGTGTTGAGCAGAAATATCCTGCTAAGGACTGTG

CTTCGAGTGAAAAAAA

A/G CTTTTGTTGCTGCCGTGCTAGCTGCATTCGCATTTCACGATT

CTCCTTTTGTAGCTCAAGTACTAGCTTGGCCTGGTATGTTCC

TGTTTCAGTTACTGGA

Ca_LG_7:11292544 TGTAACGGATGGTGGTGTTGAGCAGAAATATCCTGCTAAGGA

CTGTGCTTCGAGTGAAAAAAACTTTTGTTGCTGCCGTGCTAGC

TGCATTCGCATTTCA

A/C CGATTCTCCTTTTGTAGCTCAAGTACTAGCTTGGCCTGGTAT

GTTCCTGTTTCAGTTACTGGAAATAGATCCTCATTTGCGTCA

TTTGCCTGCACCCATG

Ca_LG_7:11293446 TGAAGATGTTTCATTTGCACGAGTTGGTTCTGTAGTTCTGTTA

TGATTTCCTTGCTGAAGCAATATCATCACCTGAAGCAGCAAAA

GCAAATTAAAACTC

C/T AAAAAATTCATTCAGCAATCTTCCAATATACCAGAATTGTTCA

AAATATTACTTCATCAGTAGAGTAAACTCTGTATTGTGTAAGA

CCTACTGCCACAAT

Ca_LG_7:11293484 TGTTATGATTTCCTTGCTGAAGCAATATCATCACCTGAAGCAG

CAAAAGCAAATTAAAACTCAAAAAATTCATTCAGCAATCTTCCA

ATATACCAGAATT

T/G GTTCAAAATATTACTTCATCAGTAGAGTAAACTCTGTATTGTG

TAAGACCTACTGCCACAATCCCCTAAAATATAGTTAGACAAG

GTACGATCAGATTGT

Ca_LG_7:11293545 CAAAAAATTCATTCAGCAATCTTCCAATATACCAGAATTGTTCA

AAATATTACTTCATCAGTAGAGTAAACTCTGTATTGTGTAAGA

CCTACTGCCACAA

A/T TCCCCTAAAATATAGTTAGACAAGGTACGATCAGATTGTGAT

TTAACGGGATACAACAAAAACAAGAACTCTTCACAACAAACA

AAAATTCACAGGTACC
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Ca_LG_7:11333084 AGAATGTTTTTGCTGTCGCAGTTGCAACAGAATATTCTTTCCC

TGAGGATGACAAGGTCAAGGAGTTCCTAAAGGACCCAAGCAA

GTTTGCTGTAGCTGT

T/C AGTTGCTTCCCCAGCTGCTGATTCTGGTACTGCCCCTTCTGC

TGCTGCCAAGGAGGAGGAGAAGAAGGATGAATTGATGGTAT

AGTCTATGTTACTGATC

Ca_LG_7:11333092 TTTGCTGTCGCAGTTGCAACAGAATATTCTTTCCCTGAGGATG

ACAAGGTCAAGGAGTTCCTAAAGGACCCAAGCAAGTTTGCTG

TAGCTGTAGTTGCTT

T/G CCCCAGCTGCTGATTCTGGTACTGCCCCTTCTGCTGCTGCC

AAGGAGGAGGAGAAGAAGGATGAATTGATGGTATAGTCTAT

GTTACTGATCCTGGATTT

Ca_LG_7:11882749 CTATTTTTACAAAAGATATGAAGGCTGTGAGGGTGTTCTTGAA

CACTGAATCCCTGTATTTCATACCCATCGGGAACTTGCCCAG

GCTGCGCAACCTCTA

A/G GTTGAGGTGTGGGCTTTCCTCTGGGATGTTCTAAGTCCCTAA

AGATAGACTCCCCACTTATGCCCAAGGAATTTCTTTTGAGCG

CACCATGAAGCCGTTG

Ca_LG_7:11882765 TATGAAGGCTGTGAGGGTGTTCTTGAACACTGAATCCCTGTAT

TTCATACCCATCGGGAACTTGCCCAGGCTGCGCAACCTCTAG

TTGAGGTGTGGGCTT

T/C TCCTCTGGGATGTTCTAAGTCCCTAAAGATAGACTCCCCACT

TATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAGCCGTTG

ACTAATTCCCTAAGAA

Ca_LG_7:11882775 GTGAGGGTGTTCTTGAACACTGAATCCCTGTATTTCATACCCA

TCGGGAACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGTGTG

GGCTTTCCTCTGGGA

A/C TGTTCTAAGTCCCTAAAGATAGACTCCCCACTTATGCCCAAG

GAATTTCTTTTGAGCGCACCATGAAGCCGTTGACTAATTCCC

TAAGAAGGCTGTGAAT

Ca_LG_7:11882781 GTGTTCTTGAACACTGAATCCCTGTATTTCATACCCATCGGGA

ACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGTGTGGGCTTT

CCTCTGGGATGTTCT

T/C AAGTCCCTAAAGATAGACTCCCCACTTATGCCCAAGGAATTT

CTTTTGAGCGCACCATGAAGCCGTTGACTAATTCCCTAAGAA

GGCTGTGAATTTATTT

Ca_LG_7:11882802 CTGTATTTCATACCCATCGGGAACTTGCCCAGGCTGCGCAAC

CTCTAGTTGAGGTGTGGGCTTTCCTCTGGGATGTTCTAAGTC

CCTAAAGATAGACTCC

C/G CCACTTATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAGC

CGTTGACTAATTCCCTAAGAAGGCTGTGAATTTATTTATGAA

AACAACTCTGTTTAAA

Ca_LG_7:11882805 TATTTCATACCCATCGGGAACTTGCCCAGGCTGCGCAACCTC

TAGTTGAGGTGTGGGCTTTCCTCTGGGATGTTCTAAGTCCCT

AAAGATAGACTCCCCA

A/G CTTATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAGCCGT

TGACTAATTCCCTAAGAAGGCTGTGAATTTATTTATGAAAAC

AACTCTGTTTAAAACC

Ca_LG_7:11882816 CATCGGGAACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGTG

TGGGCTTTCCTCTGGGATGTTCTAAGTCCCTAAAGATAGACTC

CCCACTTATGCCCAA

A/G GGAATTTCTTTTGAGCGCACCATGAAGCCGTTGACTAATTCC

CTAAGAAGGCTGTGAATTTATTTATGAAAACAACTCTGTTTAA

AACCACAACAACACA

Ca_LG_7:11882828 GCCCAGGCTGCGCAACCTCTAGTTGAGGTGTGGGCTTTCCTC

TGGGATGTTCTAAGTCCCTAAAGATAGACTCCCCACTTATGCC

CAAGGAATTTCTTTT

T/C GAGCGCACCATGAAGCCGTTGACTAATTCCCTAAGAAGGCT

GTGAATTTATTTATGAAAACAACTCTGTTTAAAACCACAACAA

CACATGTGAGAAATTT

Ca_LG_7:11882839 GCAACCTCTAGTTGAGGTGTGGGCTTTCCTCTGGGATGTTCT

AAGTCCCTAAAGATAGACTCCCCACTTATGCCCAAGGAATTTC

TTTTGAGCGCACCAT

T/G GAAGCCGTTGACTAATTCCCTAAGAAGGCTGTGAATTTATTT

ATGAAAACAACTCTGTTTAAAACCACAACAACACATGTGAGA

AATTTCCAAAATATTG

Ca_LG_7:12552938 TGTAAGCTTTTATGTGCCCAAAAAGAACCAAGCAAATCCACCA

CCTTCAAAGGGTCTTCAAGTTCAAAAATGGAAAAATGTGTATG

CAGTATTTAGACAG

G/A TTTGCTGGATATGTGAATGACAAAAATGTTGCAGAACAAGCT

GCAACATTGAAGGATAGTATCAATGGTACTAAATGGCTATCT

GCTATTGAAAAAAGTC
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Ca_LG_7:12552943 GCTTTTATGTGCCCAAAAAGAACCAAGCAAATCCACCACCTTC

AAAGGGTCTTCAAGTTCAAAAATGGAAAAATGTGTATGCAGTA

TTTAGACAGTTTGC

C/G TGGATATGTGAATGACAAAAATGTTGCAGAACAAGCTGCAAC

ATTGAAGGATAGTATCAATGGTACTAAATGGCTATCTGCTAT

TGAAAAAAGTCATAAA

Ca_LG_7:12552970 CAAATCCACCACCTTCAAAGGGTCTTCAAGTTCAAAAATGGAA

AAATGTGTATGCAGTATTTAGACAGTTTGCTGGATATGTGAAT

GACAAAAATGTTGC

C/T AGAACAAGCTGCAACATTGAAGGATAGTATCAATGGTACTAA

ATGGCTATCTGCTATTGAAAAAAGTCATAAAGCTCCTAATTTC

TATGTGGCTCGGTAT

Ca_LG_7:12580076 TAGTGATGGCTCCTTTTTTAAATATTCATATATTGTAAGCTTTT

ATGTGCCTAAAAAGAACCAAGCAAATCCACCACCTGCAAAGG

GTCTTCAAGTTCAA

A/C AGATGGAAAAATGTGTATGCAGCAGTTAGACAGTTTAGTGG

ATTTGTGAATGACAAAAATGTTGCAGAACAAGCTGCGGCATT

GAAGGATAGTATCAATG

Ca_LG_7:12580113 AGCTTTTATGTGCCTAAAAAGAACCAAGCAAATCCACCACCTG

CAAAGGGTCTTCAAGTTCAAAGATGGAAAAATGTGTATGCAG

CAGTTAGACAGTTTA

A/G GTGGATTTGTGAATGACAAAAATGTTGCAGAACAAGCTGCG

GCATTGAAGGATAGTATCAATGGTACTAAATGGCTATCTGCT

ATTGAAAAAAGTCATAA

Ca_LG_7:13714054 ATTATTTCACCTATTATTCCACCCAATGATCAAAGACAACTGC

GGATTCACGATGGTTGAACAAAAGAGAGACAGGGCATGCAAT

TGATCCATACCAGCT

T/C GGTACCCACCGCTAGACGAGGATCGACCCACCAGTATGGTA

ATTAGGTATCGACTTTTGACAAAGATACTGACTACATGATAG

ATAGAGATGCAAGGTAA

Ca_LG_7:13714058 TTTCACCTATTATTCCACCCAATGATCAAAGACAACTGCGGAT

TCACGATGGTTGAACAAAAGAGAGACAGGGCATGCAATTGAT

CCATACCAGCTGGTA

A/T CCCACCGCTAGACGAGGATCGACCCACCAGTATGGTAATTA

GGTATCGACTTTTGACAAAGATACTGACTACATGATAGATAG

AGATGCAAGGTAATACA

Ca_LG_7:13714080 TGATCAAAGACAACTGCGGATTCACGATGGTTGAACAAAAGA

GAGACAGGGCATGCAATTGATCCATACCAGCTGGTACCCACC

GCTAGACGAGGATCGA

A/G CCCACCAGTATGGTAATTAGGTATCGACTTTTGACAAAGATA

CTGACTACATGATAGATAGAGATGCAAGGTAATACACTACTT

AAATGCATTATTGTAA

Ca_LG_7:13714089 ACAACTGCGGATTCACGATGGTTGAACAAAAGAGAGACAGGG

CATGCAATTGATCCATACCAGCTGGTACCCACCGCTAGACGA

GGATCGACCCACCAGT

T/C ATGGTAATTAGGTATCGACTTTTGACAAAGATACTGACTACA

TGATAGATAGAGATGCAAGGTAATACACTACTTAAATGCATT

ATTGTAAACCATAGTT

Ca_LG_7:14030720 ATAAAATATTCATTGATTACTGGTTAACGTGATAAACAGAATAA

CAGTGAAGTATCAAAAGAAAAATATGGATGGCAGGCTACGCT

CACGTCCTTATACA

A/G AAAACCAACAAAATAATAATAGGGATAACAAATAGGGATATT

AGCTAGTAGTGATAGCATGCAGTAAAATCTTTATAAAATAATA

AATAAAAAAACAAAG

Ca_LG_7:14525832 CGATGCCTGGAGAGTCTTGAGAGATGCCTCTACTCTTGCATT

ATGAGCAGCTTGAATCTCCATGAATTCCAGTAGCTTCGTCAAG

ACCACAGAATGTGCT

T/G TCGACTGGCTCAGCTTGTTCTGCAGTTGGCTGCACTTGTTCA

GTAGACGGCTGAGCTCTAGTCCATATGCCGTTGATGCGCTT

CAGTTGCATTTGGTTAA

Ca_LG_7:14571742 CGGTGTTTGTTGGTTTTGGATGCGCACTAGAGAGGAGGCAGC

TGGTGTTGACACATCTGTAACAGAGTAAAAAAAAAATAGACAG

AATAGTGACAGCTGA

A/G TGTAAAGCACAGTTGTGTTTGTAAGAAAAAAAAAGTCACTGG

AAAAACGCATAAGGAAGGCAGCGCTTTTAAGGCAGCTGTAG

CGTTGTGGCTGGTTGCT

Ca_LG_7:14571783 CTGGTGTTGACACATCTGTAACAGAGTAAAAAAAAAATAGACA

GAATAGTGACAGCTGATGTAAAGCACAGTTGTGTTTGTAAGAA

AAAAAAAGTCACTG

G/T GAAAAACGCATAAGGAAGGCAGCGCTTTTAAGGCAGCTGTA

GCGTTGTGGCTGGTTGCTAGAAAGGCAGGCGGAGTTGACA

GTGACAGATGATTGTATGA
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Ca_LG_7:14694780 GCTTTTTAGCCACAAAATTTAAAATTTGTGAGGGTCAAATCCG

TCACAAAAGCCTGAACTGACATGTCCATTTGTGGCTGCATAG

GCCGCCACAAACGCA

A/T TGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCCACAAAG

GAATAAAGTGCTACGTGTTTTTCTGGCCGTCCAGGCTACCAC

AAATATTTATATCCATT

Ca_LG_7:14694809 GAGGGTCAAATCCGTCACAAAAGCCTGAACTGACATGTCCAT

TTGTGGCTGCATAGGCCGCCACAAACGCATGAGACCGTTACC

TTTTGTGGCTGCAAAT

T/G GCCGCCACAAAGGAATAAAGTGCTACGTGTTTTTCTGGCCG

TCCAGGCTACCACAAATATTTATATCCATTACATCTTGTGGC

GGCAAAGGCCGCCACAA

Ca_LG_7:14694833 CTGAACTGACATGTCCATTTGTGGCTGCATAGGCCGCCACAA

ACGCATGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCCAC

AAAGGAATAAAGTGCT

T/A ACGTGTTTTTCTGGCCGTCCAGGCTACCACAAATATTTATAT

CCATTACATCTTGTGGCGGCAAAGGCCGCCACAAACGCCCA

AAGGACCGTTGCCAGTT

Ca_LG_7:14694835 GAACTGACATGTCCATTTGTGGCTGCATAGGCCGCCACAAAC

GCATGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCCACAA

AGGAATAAAGTGCTAC

C/T GTGTTTTTCTGGCCGTCCAGGCTACCACAAATATTTATATCC

ATTACATCTTGTGGCGGCAAAGGCCGCCACAAACGCCCAAA

GGACCGTTGCCAGTTGT

Ca_LG_7:15388269 ACATCTTGCAGCATTGTGCTTTGATCAACAAAATTCGTCTGTT

TTTTGGTGTTTTGTTGTTACCTATGAAGTCTATCTATTATGACT

GTGGGTAGTAGAC

C/T ATAGATGTTTAACAAGGTATGGTGTTTGCAGAGTTGGTTGAG

GTAGCATTAAATTCGATTGGAAAACATTATGTTTTGGAAATG

AGTGCTGCCCAATTTC

Ca_LG_7:15422373 TAGCAATCAATCACTTGTTGGCAACTCACAGTTTATTTGCTAC

ATACAGGTGTTATCAACCCTCACACTAGCAGCAGCTTCATCAA

CAGCTAGTGTTGTC

C/A GATCTATTGCTTAATTCCCATGGATCTTTTTGCCCTATAAAGC

TTTGCTGCAGGTACAGGATATCTGCAGTTATGGCCTTCGTGT

CATGGATTCTATCCT

Ca_LG_7:15584199 TTCCAACAACTCCGTCAGCATCGGTAACGGATTGGAGGTGAA

AACAGCAAGCTTCAAGGGCAGCATTACAAGCAGAAACATCAG

GTATCATGAAATCAAA

A/G CTTCTCATCGGAAGCAACCCTGCAATTATGGATGAAAAATCT

GTTACGGAAGAGAGAGGTGAGAAGTGAAAAAGCAGGGGGA

GCAGTGTTGGCAGATTTC

Ca_LG_7:17466638 GCCAAAAGCCCTCACAAAGGGTAAAAAAACAACCACAAAGGG

GCTATTTGTGGCAGCCTTAGGCAGCCACAAATAAGTTGGTCA

CAAACATTTGTGAGGG

G/A CCTTTGCAGCCACAAAGTTTGAAAAATACGTTGTCATTTTTTA

GGGCCTTTGCAGCCACAAAATGTATGCCTTTGTGATGGCCTT

TGCAGCCACAAAATA

Ca_LG_7:17466639 CCAAAAGCCCTCACAAAGGGTAAAAAAACAACCACAAAGGGG

CTATTTGTGGCAGCCTTAGGCAGCCACAAATAAGTTGGTCAC

AAACATTTGTGAGGGC

C/T CTTTGCAGCCACAAAGTTTGAAAAATACGTTGTCATTTTTTAG

GGCCTTTGCAGCCACAAAATGTATGCCTTTGTGATGGCCTTT

GCAGCCACAAAATAC

Ca_LG_7:17601974 GAGCCCCAATCGTTGTCTTCTCCTTCTCGCCGTTCTCACTCAA

AACTGTCGTTCTCACCGTTCTAGCCGTCAATCAATCAGCTGCA

CTCGCCGTCGAACC

C/T AGTCGCGCACTCACCGTCGAACCGGAGCTGCACTCGCCGT

CGAACCGGAGCTGCACTCGTCGTCGAACCAGTCGCGCCGT

CGAACCCGAGCTGCACTCAC

Ca_LG_7:17602002 GCCGTTCTCACTCAAAACTGTCGTTCTCACCGTTCTAGCCGTC

AATCAATCAGCTGCACTCGCCGTCGAACCAGTCGCGCACTCA

CCGTCGAACCGGAGC

C/T TGCACTCGCCGTCGAACCGGAGCTGCACTCGTCGTCGAACC

AGTCGCGCCGTCGAACCCGAGCTGCACTCACCGTCGTTCTC

ACCGTTCTCGCACCACTG

Ca_LG_7:17602025 TTCTCACCGTTCTAGCCGTCAATCAATCAGCTGCACTCGCCGT

CGAACCAGTCGCGCACTCACCGTCGAACCGGAGCTGCACTC

GCCGTCGAACCGGAGC

C/T TGCACTCGTCGTCGAACCAGTCGCGCCGTCGAACCCGAGCT

GCACTCACCGTCGTTCTCACCGTTCTCGCACCACTGGTAATT

TCTTGAACCACCATTAT
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Ca_LG_7:17602034 TTCTAGCCGTCAATCAATCAGCTGCACTCGCCGTCGAACCAG

TCGCGCACTCACCGTCGAACCGGAGCTGCACTCGCCGTCGA

ACCGGAGCTGCACTCGT

T/C CGTCGAACCAGTCGCGCCGTCGAACCCGAGCTGCACTCAC

CGTCGTTCTCACCGTTCTCGCACCACTGGTAATTTCTTGAAC

CACCATTATGTTCTCGCA

Ca_LG_7:19362097 TGCCTCCAAGAAAGAACGTCAGTGGGGATGATCAAATGGTTG

AAGCTACGAATAACATGGATGTTTCTGTTGTTACACAGACATC

TGCAAAGACTCTGCG

G/A AGATCTAGAGAAGAGGGAAAGAGAGATTTGTGCTACTTAGT

CAAGAGGATTGAAAGATTTTCGTCATTACCATCCTCCGAAGT

TCAAGGGCGATGAAAAC

Ca_LG_7:20334840 GGGCACAGGTCTCTCAACTTTCCAATAGTCAAAAAGATACCTA

AAAAGTGAGAAAAACGTGTTTTTATACATTCACATTGCGCTAT

ACGCCCCAGGCGCG

G/A GGAATTGGGCTTCGGGCGCGCCTGGACAGTGTCAAAAGGG

TGGAAATGCACCCTAGGTTCAGCTGTTGCGCTTTAGGCACA

CAACTTCTTCTGTTTGACA

Ca_LG_7:20334844 ACAGGTCTCTCAACTTTCCAATAGTCAAAAAGATACCTAAAAA

GTGAGAAAAACGTGTTTTTATACATTCACATTGCGCTATACGC

CCCAGGCGCGGGAA

A/T TTGGGCTTCGGGCGCGCCTGGACAGTGTCAAAAGGGTGGA

AATGCACCCTAGGTTCAGCTGTTGCGCTTTAGGCACACAACT

TCTTCTGTTTGACATTTT

Ca_LG_7:20334858 TTTCCAATAGTCAAAAAGATACCTAAAAAGTGAGAAAAACGTG

TTTTTATACATTCACATTGCGCTATACGCCCCAGGCGCGGGA

ATTGGGCTTCGGGCG

G/C CGCCTGGACAGTGTCAAAAGGGTGGAAATGCACCCTAGGTT

CAGCTGTTGCGCTTTAGGCACACAACTTCTTCTGTTTGACAT

TTTCTGCATTTGTCTCA

Ca_LG_7:20334871 AAAAGATACCTAAAAAGTGAGAAAAACGTGTTTTTATACATTC

ACATTGCGCTATACGCCCCAGGCGCGGGAATTGGGCTTCGG

GCGCGCCTGGACAGTG

G/C TCAAAAGGGTGGAAATGCACCCTAGGTTCAGCTGTTGCGCT

TTAGGCACACAACTTCTTCTGTTTGACATTTTCTGCATTTGTC

TCATGTTTGGAGTCTG

Ca_LG_7:20919524 ATATGGGCTCAAACAATCGTCACAAACATATCCAAGGGGGCA

AGTCCATATAGATCTCTTCTTCATGATCTCCATGGAGAAAAAC

ATTTTTTACATCAAA

A/T TTGATGTAAGTTCCAACTATAATTTGCTGCTAGAGATAATATT

ACCTCGTCTGCTTTCATTTTTGCAACCAGAGCAAATGTCTCC

GAGTAATCCACCCCA

Ca_LG_7:20919528 GGGCTCAAACAATCGTCACAAACATATCCAAGGGGGCAAGTC

CATATAGATCTCTTCTTCATGATCTCCATGGAGAAAAACATTTT

TTACATCAAATTGA

A/G TGTAAGTTCCAACTATAATTTGCTGCTAGAGATAATATTACCT

CGTCTGCTTTCATTTTTGCAACCAGAGCAAATGTCTCCGAGT

AATCCACCCCATATG

Ca_LG_7:20919531 CTCAAACAATCGTCACAAACATATCCAAGGGGGCAAGTCCAT

ATAGATCTCTTCTTCATGATCTCCATGGAGAAAAACATTTTTTA

CATCAAATTGATGT

T/C AAGTTCCAACTATAATTTGCTGCTAGAGATAATATTACCTCGT

CTGCTTTCATTTTTGCAACCAGAGCAAATGTCTCCGAGTAAT

CCACCCCATATGTTT

Ca_LG_7:21182360 TTACCCTCACAAAGGGTTGATTTTGTGGCTGCAAAAGCCCTCA

CAAAAATCTTAAAAATTTAACTTGATTTTGTGGCTGCCTAAGC

CCTCACAAAATTAA

A/T AACGTTGTGATTTTGTGAGGGCTTAGGCAGCCACAAAATCC

AGCTAAATTTTTAAGCTTTTGTGAGGGCTTTTTCAGCCACAA

ATAAACACCAATTTGAA

Ca_LG_7:21941032 GGATGGCCAAATGGCTGGAGCAATGAATAACATGGCTCTTCT

GTTGCTGCACAGACAGCTGCAAAGACTCTGCGGGATCTAGAG

AAGATGGAAAGAGAAG

G/A TTCGTGCTGCTGAGTCAAGGGGATTGGAAGATTTTCATCGT

CACAATCCTCAAAAGTTCAGGGGTGATGAGAGTCCAGAAAA

AGCCGACCATTAGATTCA

Ca_LG_7:22470471 ATTGGAACTCACTAATTTTCACTTCATCATTGCCAGTTAGCAAT

AAATCATCAACATAAAGGCATATCAGCAGTGCAGGTGCTGCT

GCTCCCTTCATGAT

T/C ATAAACTCCATGCTCATTCGCACATTTTTCAAATTGCTGCTCT

ATGAGGAATCTGTCAATCCTCTTGTTCCAAGCTCTAGGAGCT

TGCTTCAGGCCGTAT
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Ca_LG_7:22470490 CACTTCATCATTGCCAGTTAGCAATAAATCATCAACATAAAGG

CATATCAGCAGTGCAGGTGCTGCTGCTCCCTTCATGATATAAA

CTCCATGCTCATTC

C/T GCACATTTTTCAAATTGCTGCTCTATGAGGAATCTGTCAATC

CTCTTGTTCCAAGCTCTAGGAGCTTGCTTCAGGCCGTATAAG

GTTTTCTTCAATTTGT

Ca_LG_7:22785096 ACCAGATGATTTTAACCGAATATTTAAAATAAATTTGGATCTGA

TTTTGAATTTGGGCCTTATAACCGGATTTTTTGCACAACCCTA

GCTAGCAGTGTCA

A/G GGCTTTGCTCGCAATTTGAGTGGAACAAAAGACCTGAATTAA

AGTTCAGAGTTCTCTTGTGCTGCTATCTAAAGAATGCAGAGT

AAGTAAGACCCTAACG

Ca_LG_7:22785097 CCAGATGATTTTAACCGAATATTTAAAATAAATTTGGATCTGAT

TTTGAATTTGGGCCTTATAACCGGATTTTTTGCACAACCCTAG

CTAGCAGTGTCAG

G/A GCTTTGCTCGCAATTTGAGTGGAACAAAAGACCTGAATTAAA

GTTCAGAGTTCTCTTGTGCTGCTATCTAAAGAATGCAGAGTA

AGTAAGACCCTAACGA

Ca_LG_7:22785109 AACCGAATATTTAAAATAAATTTGGATCTGATTTTGAATTTGGG

CCTTATAACCGGATTTTTTGCACAACCCTAGCTAGCAGTGTCA

GGCTTTGCTCGCA

A/G ATTTGAGTGGAACAAAAGACCTGAATTAAAGTTCAGAGTTCT

CTTGTGCTGCTATCTAAAGAATGCAGAGTAAGTAAGACCCTA

ACGAGATAAAGATTAA

Ca_LG_7:22785113 GAATATTTAAAATAAATTTGGATCTGATTTTGAATTTGGGCCTT

ATAACCGGATTTTTTGCACAACCCTAGCTAGCAGTGTCAGGCT

TTGCTCGCAATTT

T/C GAGTGGAACAAAAGACCTGAATTAAAGTTCAGAGTTCTCTTG

TGCTGCTATCTAAAGAATGCAGAGTAAGTAAGACCCTAACGA

GATAAAGATTAAAAAA

Ca_LG_7:22785116 TATTTAAAATAAATTTGGATCTGATTTTGAATTTGGGCCTTATA

ACCGGATTTTTTGCACAACCCTAGCTAGCAGTGTCAGGCTTT

GCTCGCAATTTGAG

G/C TGGAACAAAAGACCTGAATTAAAGTTCAGAGTTCTCTTGTGC

TGCTATCTAAAGAATGCAGAGTAAGTAAGACCCTAACGAGAT

AAAGATTAAAAAACCT

Ca_LG_7:22785123 AATAAATTTGGATCTGATTTTGAATTTGGGCCTTATAACCGGA

TTTTTTGCACAACCCTAGCTAGCAGTGTCAGGCTTTGCTCGCA

ATTTGAGTGGAACA

A/T AAAGACCTGAATTAAAGTTCAGAGTTCTCTTGTGCTGCTATC

TAAAGAATGCAGAGTAAGTAAGACCCTAACGAGATAAAGATT

AAAAAACCTACTTCTA

Ca_LG_7:22785143 TGAATTTGGGCCTTATAACCGGATTTTTTGCACAACCCTAGCT

AGCAGTGTCAGGCTTTGCTCGCAATTTGAGTGGAACAAAAGA

CCTGAATTAAAGTTC

C/A AGAGTTCTCTTGTGCTGCTATCTAAAGAATGCAGAGTAAGTA

AGACCCTAACGAGATAAAGATTAAAAAACCTACTTCTAAACA

AGGGCGAGTGAAGTAA

Ca_LG_7:22851018 GTTTATTTTGTGGTTGAAAAAGCCCTCACAAAAATCTTAAATAT

TTAACTTGATTTTGTAGCTGCTTAAGCCCTCACAAAATTACAAC

GTTGTGATTTTG

G/C TGAGGGCTTAGGCAGTCACAAAATCCAGCTAAATTTTTAAAC

TTTTGTGAGGGCTTTTTCAGCCACAAATAAAGACTAATTTGA

ATTTTTGTATTTGTGA

Ca_LG_7:22884294 CTTACAACCAAATGAAGGTTTCAACATCATAATTTCAGTGGCG

AATATGACCCTTGGATGCAGCAATATGTAAAGGAGTTTCGAAA

AATTGTATCTTACC

C/T GATACGCTCCAAAATAAATGGATCATCCTGAATTACTTTGTA

GAGTTGATCTATGCTACCTACTTCAGCTGCTTCATTCAGTTG

TTGGTCAACTTTATTT

Ca_LG_7:24035480 TCTGATTTTGCTGCCATATTCATATAGATATCATATTAAGGATC

ACAAGAAGTATAAACAGATTTATCAGAGGATGCTACGCCTTAC

CGATGCAAGGAGG

G/A TAAATTTTTAAAATGACAATGCAGCTTGTAACTGGAAATGGC

AATGCAGCTTGTAACTGGAAATGGCAATGCACTATGTAATGT

ACGTCCACTAATTAAT

Ca_LG_7:24035496 TATTCATATAGATATCATATTAAGGATCACAAGAAGTATAAACA

GATTTATCAGAGGATGCTACGCCTTACCGATGCAAGGAGGTA

AATTTTTAAAATGA

A/G CAATGCAGCTTGTAACTGGAAATGGCAATGCAGCTTGTAACT

GGAAATGGCAATGCACTATGTAATGTACGTCCACTAATTAAT

CCAAATTTATGCTAAT
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Ca_LG_7:24035537 ACAGATTTATCAGAGGATGCTACGCCTTACCGATGCAAGGAG

GTAAATTTTTAAAATGACAATGCAGCTTGTAACTGGAAATGGC

AATGCAGCTTGTAAC

C/A TGGAAATGGCAATGCACTATGTAATGTACGTCCACTAATTAA

TCCAAATTTATGCTAATAATAGTATACTCAAATTCAAATTCAC

ATCTTCTATATGCTT

Ca_LG_7:24342399 GAAGTGTGAAGTCGGTTAAATGACAAGATTTTAAATTTTCAGT

ATGTGTTTGCTGCTGCTGGAAGTGAGACTGCAGCAATTATCAT

TAATTGGGCAATGA

A/G CAGAGATGATAAAAGATCCAAGAGTTCTGAAGATAGCACAA

GCTGAAGTGAGAGATAAAATTAACAGGAGAGGAATAATTGAT

GAAACCACACTTGGTGA

Ca_LG_7:24342401 AGTGTGAAGTCGGTTAAATGACAAGATTTTAAATTTTCAGTAT

GTGTTTGCTGCTGCTGGAAGTGAGACTGCAGCAATTATCATTA

ATTGGGCAATGACA

A/T GAGATGATAAAAGATCCAAGAGTTCTGAAGATAGCACAAGC

TGAAGTGAGAGATAAAATTAACAGGAGAGGAATAATTGATGA

AACCACACTTGGTGAGT

Ca_LG_7:24342414 TTAAATGACAAGATTTTAAATTTTCAGTATGTGTTTGCTGCTGC

TGGAAGTGAGACTGCAGCAATTATCATTAATTGGGCAATGAC

AGAGATGATAAAAG

G/A ATCCAAGAGTTCTGAAGATAGCACAAGCTGAAGTGAGAGAT

AAAATTAACAGGAGAGGAATAATTGATGAAACCACACTTGGT

GAGTTAAAATATTTGAA

Ca_LG_7:24666413 CGTTACCTTTTGTGGCTGCAAAGGCCGCCACAAAAGCCTGAG

CCGTTACCTTTTGTGGCTGCAAAGGCCGCCACAAAATCCCAA

AGTGACGTTGCCATTT

T/A GTGGCCGCCCAGGCCGCCACAAATGCTTATAGTCGTTACCT

TTTGTGTCTGCAAAGGCCGCCACAAACTCCAAAAGGACCGT

TGCCATTTGTGGCCGCCC

Ca_LG_7:24666429 TGCAAAGGCCGCCACAAAAGCCTGAGCCGTTACCTTTTGTGG

CTGCAAAGGCCGCCACAAAATCCCAAAGTGACGTTGCCATTT

GTGGCCGCCCAGGCCG

G/T CCACAAATGCTTATAGTCGTTACCTTTTGTGTCTGCAAAGGC

CGCCACAAACTCCAAAAGGACCGTTGCCATTTGTGGCCGCC

CAAGCCGCCACAAACAC

Ca_LG_7:24666439 GCCACAAAAGCCTGAGCCGTTACCTTTTGTGGCTGCAAAGGC

CGCCACAAAATCCCAAAGTGACGTTGCCATTTGTGGCCGCCC

AGGCCGCCACAAATGC

C/G TTATAGTCGTTACCTTTTGTGTCTGCAAAGGCCGCCACAAAC

TCCAAAAGGACCGTTGCCATTTGTGGCCGCCCAAGCCGCCA

CAAACACATGCCTTTCT

Ca_LG_7:24666446 AAGCCTGAGCCGTTACCTTTTGTGGCTGCAAAGGCCGCCACA

AAATCCCAAAGTGACGTTGCCATTTGTGGCCGCCCAGGCCGC

CACAAATGCTTATAGT

T/C CGTTACCTTTTGTGTCTGCAAAGGCCGCCACAAACTCCAAAA

GGACCGTTGCCATTTGTGGCCGCCCAAGCCGCCACAAACAC

ATGCCTTTCTAACCGTT

Ca_LG_7:24824943 TTTCGAGAAATTCATCATACTCATCTCCAAATATAGCTTTATTC

ATGGGTATGATGTGCGAATCGTCGTTGCTGCCCTTGTTCCGT

TTTACTTGGATGTC

C/T AAGACACGCCCCGTATTTAGCAAGGCATGGCTGACTTATTTT

AGGAGCAGCAGCAGCAGCGACCGATTTTCCCCGATCCAGTG

TTCTTGCAGCAACTTTG

Ca_LG_7:24824952 ATTCATCATACTCATCTCCAAATATAGCTTTATTCATGGGTATG

ATGTGCGAATCGTCGTTGCTGCCCTTGTTCCGTTTTACTTGGA

TGTCAAGACACGC

C/T CCCGTATTTAGCAAGGCATGGCTGACTTATTTTAGGAGCAG

CAGCAGCAGCGACCGATTTTCCCCGATCCAGTGTTCTTGCA

GCAACTTTGGCAGCTTTA

Ca_LG_7:24824953 TTCATCATACTCATCTCCAAATATAGCTTTATTCATGGGTATGA

TGTGCGAATCGTCGTTGCTGCCCTTGTTCCGTTTTACTTGGAT

GTCAAGACACGCC

C/T CCGTATTTAGCAAGGCATGGCTGACTTATTTTAGGAGCAGCA

GCAGCAGCGACCGATTTTCCCCGATCCAGTGTTCTTGCAGC

AACTTTGGCAGCTTTAT

Ca_LG_7:24825018 CCTTGTTCCGTTTTACTTGGATGTCAAGACACGCCCCGTATTT

AGCAAGGCATGGCTGACTTATTTTAGGAGCAGCAGCAGCAGC

GACCGATTTTCCCCG

G/A ATCCAGTGTTCTTGCAGCAACTTTGGCAGCTTTATTACCCTC

CAGCCTTTGTAGTTTGCCAGCTCTATTACCCTCCAATTTTTGA

GGTTTGCTGGCTTTT
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Ca_LG_7:24825034 TTGGATGTCAAGACACGCCCCGTATTTAGCAAGGCATGGCTG

ACTTATTTTAGGAGCAGCAGCAGCAGCGACCGATTTTCCCCG

ATCCAGTGTTCTTGCA

A/T GCAACTTTGGCAGCTTTATTACCCTCCAGCCTTTGTAGTTTG

CCAGCTCTATTACCCTCCAATTTTTGAGGTTTGCTGGCTTTTT

TTGGCTGTACGGGTG

Ca_LG_7:24911538 GAGAATCACTTTCATTACTAACATGCTTTGCCCCAACATCATC

ACCAACATTACCAAAAAGAAGAACAATAATTCCAACAAGTGCA

GCAACAAAAGCAGA

A/C TCCAAAAGAAGTTCTAATTTGTCCAGGAACAACTGAAGCAAC

AGTGAAACCCAAACACAAACCAGCAGCTCTAATCCAACCATA

CCAAACACATAAAACA

Ca_LG_7:25526821 TTTGATTTCACGGTAATTTGTATGAATCGTATGTTGCTTTATCG

AAACTAATTACTTACTTCAGTGAGTTATCCTCCAACAATTCCCT

TTAGAAATCAAT

T/A TGCATCTAATGGCTTAGCTACTAACTTATTTTCTGGAAGTTTG

TATAACAACAATTCTTATATAGCATAATCCGTTTGTTGACAGA

AACAAAGCAAGGCT

Ca_LG_7:25727402 ACTTTTCTCGGTATGCCTTTTAGGTGATCCTTCCGAGCTGCCC

ACTTCATCGTCCCTGACATTTTCACCGCCGACGATCACGCACT

AAATAGCAGCTGCC

C/T TTCTTTTCATTTTTTTGAGAATTGGAACACGTCTGTCCAGATT

TCCAATCAAAACTTTTATGGATTTTGGTCTTTTAACGTCCAAG

CCCAACCAAAGCGC

Ca_LG_7:26397306 TTCCGCGTGACGTTCCTCGGGTGCCGAACAATATAGATTGGG

AGTGGCAGTCTACTATGAGATCATTTGTAGCTGCCTTTCAGAG

CCTATATCCTGATGC

C/T GACTTTTCATAGAGAGATCACTGCAGACTACTATGCATGGTA

CTTAAATGTATCACATCCTCTGATCCTCCCTCTACCTACTGCT

GCACCTTCGAGTCCA

Ca_LG_7:27314623 AATTGTATTTAACTTGTTACTATCTCGTCAATTAATAATAATGA

ATTATTCGTCTGTTTTCGTTCTTTTTGTGGAAGGAAGCAGCCA

TTTGTTATATAAA

A/T GGAACAAACTCTACCTTCTTTGTGCGGAGATACTGTTAATGT

TAATAATTAAATTAAATAAATAGATGTAATTATAATTCGTGCA

GCTACCATTGATAAC

Ca_LG_7:27314624 ATTGTATTTAACTTGTTACTATCTCGTCAATTAATAATAATGAA

TTATTCGTCTGTTTTCGTTCTTTTTGTGGAAGGAAGCAGCCAT

TTGTTATATAAAG

G/T GAACAAACTCTACCTTCTTTGTGCGGAGATACTGTTAATGTT

AATAATTAAATTAAATAAATAGATGTAATTATAATTCGTGCAG

CTACCATTGATAACA

Ca_LG_7:27314670 ATTCGTCTGTTTTCGTTCTTTTTGTGGAAGGAAGCAGCCATTT

GTTATATAAAGGAACAAACTCTACCTTCTTTGTGCGGAGATAC

TGTTAATGTTAATA

A/G ATTAAATTAAATAAATAGATGTAATTATAATTCGTGCAGCTAC

CATTGATAACAAAGTTGTAGGATTCCGTGAAGATTCATAAAA

CTTTGTTCTTTACGC

Ca_LG_7:27327551 AATATACCTGTGTTCGCAAGTCATCAGGGCCAAGTTTTGCCCT

CAGAATTTGCAAAGTTGTTTGTTCATGCTGCACACTCAATGGA

TATGCTTCCATCAA

A/G CGAGAGTGCTATTGCTATTGCGTGGTAACTTGCAGCTGTCT

GCAACGAATCAGCATCCAAGAAAGATGCAAATGTTATAACAC

AAATGAGAAGCTTTATT

Ca_LG_7:27327573 ATCAGGGCCAAGTTTTGCCCTCAGAATTTGCAAAGTTGTTTGT

TCATGCTGCACACTCAATGGATATGCTTCCATCAACGAGAGT

GCTATTGCTATTGCG

G/A TGGTAACTTGCAGCTGTCTGCAACGAATCAGCATCCAAGAA

AGATGCAAATGTTATAACACAAATGAGAAGCTTTATTGCATA

AGTAATACAAGCCTATT

Ca_LG_7:27671648 TTGAAGATCCCTTGAGCGTACAAGATATTGAATCTCCAAGAGA

TTCAACTGGCCATAGGACACATACAACTTCAACTAGGAGGGA

TACCGATTAAGAAGA

A/G CAAGCATGGTAGGCCTTGCACGAGGTACAACAAGAGGTGGA

GCTCCATCTGCACGTATTGTTGTCTACAAATGACAGTATGTA

TTTTAGAGGTGCAATTT

Ca_LG_7:27671671 GATATTGAATCTCCAAGAGATTCAACTGGCCATAGGACACATA

CAACTTCAACTAGGAGGGATACCGATTAAGAAGACAAGCATG

GTAGGCCTTGCACGA

A/G GGTACAACAAGAGGTGGAGCTCCATCTGCACGTATTGTTGT

CTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCATCG

GATCATTCCATGCTATG
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Ca_LG_7:27671678 AATCTCCAAGAGATTCAACTGGCCATAGGACACATACAACTTC

AACTAGGAGGGATACCGATTAAGAAGACAAGCATGGTAGGCC

TTGCACGAGGTACAA

A/G CAAGAGGTGGAGCTCCATCTGCACGTATTGTTGTCTACAAAT

GACAGTATGTATTTTAGAGGTGCAATTTCCATCGGATCATTC

CATGCTATGCAACATG

Ca_LG_7:27671709 ACATACAACTTCAACTAGGAGGGATACCGATTAAGAAGACAA

GCATGGTAGGCCTTGCACGAGGTACAACAAGAGGTGGAGCT

CCATCTGCACGTATTGT

T/C TGTCTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCAT

CGGATCATTCCATGCTATGCAACATGGAGTGTTGACAGTATT

GGCAGCTGGAAATCG

Ca_LG_7:27671713 ACAACTTCAACTAGGAGGGATACCGATTAAGAAGACAAGCAT

GGTAGGCCTTGCACGAGGTACAACAAGAGGTGGAGCTCCAT

CTGCACGTATTGTTGTC

C/G TACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCATCGG

ATCATTCCATGCTATGCAACATGGAGTGTTGACAGTATTGGC

AGCTGGAAATCGTGTC

Ca_LG_7:27671792 CCATCTGCACGTATTGTTGTCTACAAATGACAGTATGTATTTTA

GAGGTGCAATTTCCATCGGATCATTCCATGCTATGCAACATG

GAGTGTTGACAGTA

A/G TTGGCAGCTGGAAATCGTGTCCTCGTCCTTCAACCTTAGGC

AATTGTTGTGGCGGCTTGCACATTAGATAGAATGTTTGTGAC

CAAGGTCAAATTAGGAG

Ca_LG_7:27841262 TTTCCTAATATTAAGTATGTTCAAGGGATTATGACAGGTGCTA

TGGAACCTTATTTGAAAAAGCTGAGGCATTATGCAAGAGATGT

TCCTTTGGTGACTA

A/T CTGAGTATGGAGCTTCTGAAGGTTGGATTGCATCAAATGTCC

ATCCTGAAATTCCTCCTGAATTGGCCTCTTATGTTGTTCTTCC

TCAAATTGCTTACTT

Ca_LG_7:27841267 TAATATTAAGTATGTTCAAGGGATTATGACAGGTGCTATGGAA

CCTTATTTGAAAAAGCTGAGGCATTATGCAAGAGATGTTCCTT

TGGTGACTACTGAG

G/C TATGGAGCTTCTGAAGGTTGGATTGCATCAAATGTCCATCCT

GAAATTCCTCCTGAATTGGCCTCTTATGTTGTTCTTCCTCAAA

TTGCTTACTTTGAAT

Ca_LG_7:27841285 AGGGATTATGACAGGTGCTATGGAACCTTATTTGAAAAAGCT

GAGGCATTATGCAAGAGATGTTCCTTTGGTGACTACTGAGTAT

GGAGCTTCTGAAGGT

T/A TGGATTGCATCAAATGTCCATCCTGAAATTCCTCCTGAATTG

GCCTCTTATGTTGTTCTTCCTCAAATTGCTTACTTTGAATTTA

TTCCTATGGCACAAC

Ca_LG_7:27841289 ATTATGACAGGTGCTATGGAACCTTATTTGAAAAAGCTGAGGC

ATTATGCAAGAGATGTTCCTTTGGTGACTACTGAGTATGGAGC

TTCTGAAGGTTGGA

A/G TTGCATCAAATGTCCATCCTGAAATTCCTCCTGAATTGGCCT

CTTATGTTGTTCTTCCTCAAATTGCTTACTTTGAATTTATTCCT

ATGGCACAACTGGA

Ca_LG_7:28006530 TGAAATGTAAGTGCCAAGCTGCATTGAGCTGACTACTTCCCTT

TGTCCCTTTAGAGCCTTCTCATAGCCCTTAAAAAGTGAGTTAC

ACCATTTTCCGACC

C/T GACCCTATTGGAACAACCAACGCTGCAGCCAAAGCCGTTAT

AACAGGCGGTGCAGCAATAGAAGCAGCTACTACTGAGAAAA

TCAACACAGAAACAAACG

Ca_LG_7:28344103 GTTTCTCGCTGCTGCTCGTTACTGCGTTTCTGGGTCTTTCTCG

CTGCCGATCGTTACTGCGTTTCTGGGTCATTCTCGCTGCTGC

TCATTACATTCTCGT

T/C TGCTGCTCATTACATTCTCGCTGCTGCTCGTTACTGCGTTTC

TGGGTCATTTTCGCTGCTTGTTGATTGGTTTCCGCTCAGCCG

CCGCTGCTTGCGTGAT

Ca_LG_7:28592202 AGATCAATTAACAAAGTTTTTGGCCGATACAACAAGAATTGCT

TACTTAAATGATAATAGATTAAGAATCTACTTATGTAATAAAGT

GGATCCCCTAAGA

A/G TTTTGAGCAGCGTTGTAGTATCATATTCCAAAGATAGCAAGT

CTTTTCTTTTCTCATTAAGAAAAGTCTTTCTCAAAGATTCTATA

GACATGAATATATA

Ca_LG_7:28592226 CGATACAACAAGAATTGCTTACTTAAATGATAATAGATTAAGA

ATCTACTTATGTAATAAAGTGGATCCCCTAAGATTTTGAGCAG

CGTTGTAGTATCAT

T/G ATTCCAAAGATAGCAAGTCTTTTCTTTTCTCATTAAGAAAAGT

CTTTCTCAAAGATTCTATAGACATGAATATATAAAACATATAT

TTTGCATATACAAA
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Ca_LG_7:28592229 TACAACAAGAATTGCTTACTTAAATGATAATAGATTAAGAATCT

ACTTATGTAATAAAGTGGATCCCCTAAGATTTTGAGCAGCGTT

GTAGTATCATATT

T/C CCAAAGATAGCAAGTCTTTTCTTTTCTCATTAAGAAAAGTCTT

TCTCAAAGATTCTATAGACATGAATATATAAAACATATATTTT

GCATATACAAAAGT

Ca_LG_7:28592240 TTGCTTACTTAAATGATAATAGATTAAGAATCTACTTATGTAAT

AAAGTGGATCCCCTAAGATTTTGAGCAGCGTTGTAGTATCATA

TTCCAAAGATAGC

C/T AAGTCTTTTCTTTTCTCATTAAGAAAAGTCTTTCTCAAAGATT

CTATAGACATGAATATATAAAACATATATTTTGCATATACAAA

AGTAAAACTTTGAT

Ca_LG_7:28592260 AGATTAAGAATCTACTTATGTAATAAAGTGGATCCCCTAAGAT

TTTGAGCAGCGTTGTAGTATCATATTCCAAAGATAGCAAGTCT

TTTCTTTTCTCATT

T/C AAGAAAAGTCTTTCTCAAAGATTCTATAGACATGAATATATAA

AACATATATTTTGCATATACAAAAGTAAAACTTTGATTAGCTA

GAACTGTACACCCT

Ca_LG_7:28592269 ATCTACTTATGTAATAAAGTGGATCCCCTAAGATTTTGAGCAG

CGTTGTAGTATCATATTCCAAAGATAGCAAGTCTTTTCTTTTCT

CATTAAGAAAAGT

T/C CTTTCTCAAAGATTCTATAGACATGAATATATAAAACATATAT

TTTGCATATACAAAAGTAAAACTTTGATTAGCTAGAACTGTAC

ACCCTACAAAATGC

Ca_LG_7:28592295 CCTAAGATTTTGAGCAGCGTTGTAGTATCATATTCCAAAGATA

GCAAGTCTTTTCTTTTCTCATTAAGAAAAGTCTTTCTCAAAGAT

TCTATAGACATGA

A/G ATATATAAAACATATATTTTGCATATACAAAAGTAAAACTTTG

ATTAGCTAGAACTGTACACCCTACAAAATGCAGTAGGTATGC

TTTCGTTGCATAGTC

Ca_LG_7:29777819 AATCATATTATTTTTCAAGTGGCTATGCCAGATGTTGTAGAAG

CTTGAGGTTATAGTATGCCGGATTAATATGTTTATAGATTATA

GTGAAGCAGCAGCG

G/A CAATTTTAAGTTGTATCACTGTGGTGAAAGAACTAATACTAG

TTAAACACTTGCTAGCTTGAGAAACACATTTTCTGCAATTAGT

TGTTGATTTCATATT

Ca_LG_7:30019324 ACTTCTTGAATCCACTGATCAGCTTTTTCTGAGTTCTCATCAC

CCTTGAACTTTGGAGGATGGTAACGACGAAAATCTTCCAATCC

CCTTGACGCAGCAT

T/A CACATATCTCTCTTTCCCTCTTCTCCAGATCATGCAGAGTCC

TTGCAGCAGTCTGTGCAGCAACAAAAGCAACCATGTTGTTCA

TAACTTAAGTCACTTG

Ca_LG_7:30085012 ATAGATATTAGCACCCTTTATTTGCTGCCACATTTTCAACACG

CACACTCAACATGAAGGAACCTGACAATACACCTCAATGAGA

AGGAACCTGGAAATA

A/G GTATCCCTCCCCATTAATAGTCCCTTTTCTCACTCAAGCTCT

CTCTATCTCTACTCTCAGCCTCTATCCTAACAGACGCTCCAA

CCAGCAGCAGCGAGCC

Ca_LG_7:30085070 GGAACCTGACAATACACCTCAATGAGAAGGAACCTGGAAATA

GTATCCCTCCCCATTAATAGTCCCTTTTCTCACTCAAGCTCTC

TCTATCTCTACTCTC

C/A AGCCTCTATCCTAACAGACGCTCCAACCAGCAGCAGCGAGC

CCCCACCCCATTGCTTGTCCACCACCACCAATGCCTTGTTTC

ACCCGTTGGCCCTCTCT

Ca_LG_7:30085080 AATACACCTCAATGAGAAGGAACCTGGAAATAGTATCCCTCC

CCATTAATAGTCCCTTTTCTCACTCAAGCTCTCTCTATCTCTAC

TCTCAGCCTCTATC

C/A CTAACAGACGCTCCAACCAGCAGCAGCGAGCCCCCACCCC

ATTGCTTGTCCACCACCACCAATGCCTTGTTTCACCCGTTGG

CCCTCTCTCTCGGCATGA

Ca_LG_7:30604011 TGCAACTAATTTAATTGGTTTCAAGACCTGCATCTATCCCTAT

GGTGATTTGAGATATGTTTTCATATTATCGTATAGCTGCGTTT

GTTGCTCGAGGCCG

G/A ACTGTTCATCATCGTAAGTCTCTGAAACCTTCTTTCGACTATT

TATCGTTTTGTGCGTGTATTTGTTGTCTTTTTGAATCTCACTG

AACCCTTAATCCAT

Ca_LG_7:30604013 CAACTAATTTAATTGGTTTCAAGACCTGCATCTATCCCTATGG

TGATTTGAGATATGTTTTCATATTATCGTATAGCTGCGTTTGTT

GCTCGAGGCCGAC

C/T TGTTCATCATCGTAAGTCTCTGAAACCTTCTTTCGACTATTTA

TCGTTTTGTGCGTGTATTTGTTGTCTTTTTGAATCTCACTGAA

CCCTTAATCCATTT
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Ca_LG_7:30604020 TTTAATTGGTTTCAAGACCTGCATCTATCCCTATGGTGATTTG

AGATATGTTTTCATATTATCGTATAGCTGCGTTTGTTGCTCGA

GGCCGACTGTTCAT

T/C CATCGTAAGTCTCTGAAACCTTCTTTCGACTATTTATCGTTTT

GTGCGTGTATTTGTTGTCTTTTTGAATCTCACTGAACCCTTAA

TCCATTTTACTAAG

Ca_LG_7:30615886 AACCAAATGCAACTGAAGCGCATCAACGACATATGGACTAGA

GCTCAGCCAACTACTGAACAAGTGCAGCCAACTGCAGAGCAA

GCTGAGCCAGTTGAAT

T/G CACATTTTGTGGTCTTGACGAAGCTGCTGGAATTCATGGAGA

TTCAAGCTGCTCATAACGCAAGAGTAGAAGCATCTCTCAAGA

CTCTCCAGGCATCACT

Ca_LG_7:30707315 TGAAAGCAAATGACATCGTAAAAAAAAAGAAAAGAATGTCCTG

AGAGAAGAAAGGAAGTCAGGGAATGAGCTGGTGCTATAGCC

AGAATCGCTTGTTACG

G/A GAATAGGTTGCATATAGTATACTACCAGTGGAGTCATAAGTT

GTAGATCTTCAATGGCTTAATCCGTTGTTCAAATAGCAGCTG

CTTGGGCTTACCTTAT

Ca_LG_7:30739580 CCCAGATCGTACGCTAAGGTCCCTAAGCAATCACTTAGTGGA

AAAGGAAGTGATCGAGCGATGACAACCAGGAGGTGGGCTTG

GAAGCAGCCATCCTTTG

G/A AAGAAAGCGTAATAGCTCACTGGTCTAGCTCCATGGCACCG

AAAATGTATCAGGGCTCAAGTGATTCACCGAAGCGACGAGA

CCTTGAAAGTTGTTCAAG

Ca_LG_7:30762270 TTTCCATCCCGACAATTACTACTGACTTTCCATTTTTGGGATTT

CACTTAAAAGACTGGACTTCAAGCAGCAATGAGAGCAAAGGC

AAGGAATTGATGCG

G/A CCAATAATCGAAGAATGGGGCAAGGCTAATTTCCAGACAAT

GGCAAGTGCTTGAGAAGGAGCTGTGAAAGAAGGGGCTGCT

AGAGAATAGGGAGCTCTTG

Ca_LG_7:32450356 TCTAATAATTAATTAAATTAAAAATGATAGCAAATCCAAGATAA

ATAAATAACAAGCACATTTTAAAGTGGAAATTACCTGCTGCAG

GTACTCCTCGACG

G/A CTTGTGGCCTCGACAGGAAAAACATCTTCAAAAGTTGTCTTT

ATACAACAACAGATAGATAGAGGGCACAGCATTAGCAAAATA

CATGAGTTGAGGAAAT

Ca_LG_7:32507631 CATATCTAAGTTTGATGGACATGCTCACCAATCTTACAATTGG

TAGTTGTGATGGTGTGGAGTCCTTCCCCAATAAGGGTTTTGC

GTTGCTGCCTCCCTC

C/T CCTTACCTCTCTAACGCTAAGCAGTATGTCAAGTTTGCACAC

GTTGGAATGCACGGAGCTTCTCCACCTCACGTCCCTCCAAC

ACTTAGCAATTTTGACT

Ca_LG_7:32724929 CTTATAGGAAAACTATGCTGCCAAGAAGGAATGATGCTCCAA

GAGTAAATGTCAATAAGGATGACCAAATGGCGGAAGCTATGA

ATAACATGGCTGCTTC

C/A TGTTGCTACCCAAACTATGGCAAAGACTCGACGGGATCAAG

AAAAGAGGGAAAAAGAGATCCTTGTTGCTGAGTCAAGAGGA

TTAGAATATTTTCATCAT

Ca_LG_7:32724934 AGGAAAACTATGCTGCCAAGAAGGAATGATGCTCCAAGAGTA

AATGTCAATAAGGATGACCAAATGGCGGAAGCTATGAATAAC

ATGGCTGCTTCTGTTG

G/T CTACCCAAACTATGGCAAAGACTCGACGGGATCAAGAAAAG

AGGGAAAAAGAGATCCTTGTTGCTGAGTCAAGAGGATTAGA

ATATTTTCATCATTACAA

Ca_LG_7:33857933 ATACCAAAATACCCCAATAACATTTCAAATACTATTCGCATTTT

CTGCACCCTGCATCCTGCGAACATGACTGCAACCTTGATTTG

CACTTCACTGGACC

C/T GTGCCGGCGCAGCCAGGTATTGCGCTGCACCGCTCTGGTA

CGATCTCACCGGGAAACACTGCGATTAAACTACCTAGATTGA

TGTTAATCTTAGAGTAAT

Ca_LG_7:35422143 GAAATTGCTGCAAACGTGAGGATGGAAATTGCTGCAAACGTG

AGGATGAAAATTGCTGCAAACGTGAGGATGGAAATTGCTGCA

AACGTGAGGAGGATGA

A/G GCTGCAAGTTGAAAAACTCCAGATTTGGACAATCTGATCTCT

CACCAGAACAAATGTGTTTATTCAAATGCATAACAATGTTAAA

CATGAATAAACAAAG

Ca_LG_7:35890994 ATACCACACATGCTGTTACGACCAAATGTCAATGTTCCAGCAG

GCGATTGCACGGGCATTTTTCCGTCAGCACCCCATTCAACAA

ACGGCGTTGCTTCAT

T/C TTATGTCATATCCACTTGTCCATGTAACTGTCATCTGCACAA

GACAATAACAACAATTCCTGAAATCACTTGCATAGCTCTAAT

AGACATAGTGGTTCCA
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Ca_LG_7:35891017 AAATGTCAATGTTCCAGCAGGCGATTGCACGGGCATTTTTCC

GTCAGCACCCCATTCAACAAACGGCGTTGCTTCATTTATGTCA

TATCCACTTGTCCAT

T/G GTAACTGTCATCTGCACAAGACAATAACAACAATTCCTGAAA

TCACTTGCATAGCTCTAATAGACATAGTGGTTCCAATGACAT

CAATTATTATTCCTAT

Ca_LG_7:35929680 GTTAATGGAGTAAATGTATTTGGTTATGGTAACGGAACAGCAA

GTGGTGGATCTCCGAAAGCACGAGTTGCAGCCTATAAAGTAT

GTTGGGATGGATGTT

T/C ATGACGCTGATATCTTGGCTGGTTTTGAAGCTGCAATACATG

ATGGTGTTGATGTGATTTCAATGTCTTTGGGTGGTGATCCTC

AAGAATATTTTCAAAA

Ca_LG_7:37423848 GGCATTCACATTGCTCGATGTATAATTTTAGGTTGAGGACGAA

GCAGTGCTAGTCGAAGATGTGCCAACAATGAAGTCAAAAAGA

AGACTTGTCTTGACA

A/T ACACAGCTTATGCAGCAACTACTTAACCCTCCGCCAACATCA

GTTCTCTGTGCAGATGTCAAGTTGCATCATGAAAGTGTGGTT

TACTCTGTTGCTAGAT

Ca_LG_7:37423851 ATTCACATTGCTCGATGTATAATTTTAGGTTGAGGACGAAGCA

GTGCTAGTCGAAGATGTGCCAACAATGAAGTCAAAAAGAAGA

CTTGTCTTGACAACA

A/G CAGCTTATGCAGCAACTACTTAACCCTCCGCCAACATCAGTT

CTCTGTGCAGATGTCAAGTTGCATCATGAAAGTGTGGTTTAC

TCTGTTGCTAGATTAG

Ca_LG_7:37423855 ACATTGCTCGATGTATAATTTTAGGTTGAGGACGAAGCAGTGC

TAGTCGAAGATGTGCCAACAATGAAGTCAAAAAGAAGACTTG

TCTTGACAACACAGC

C/G TTATGCAGCAACTACTTAACCCTCCGCCAACATCAGTTCTCT

GTGCAGATGTCAAGTTGCATCATGAAAGTGTGGTTTACTCTG

TTGCTAGATTAGTGTT

Ca_LG_7:37696118 GATAGTTATGTGGTTATAATGTGAGGCAGAGTTCTTATTCTTT

CGCCGTCCTGCCCCAACTGGAACATTCCTCGTGGCGCCACCT

GCAGTCCAGTATCTT

T/C TGACAGGCTCTGCAGAAATAACGTGGCTGGTTGACATTGTA

GTTGTTGTAGTAACAGAATTTAGTGTCCATGCTATTGCATCG

AGGACATGGTAGCAATT

Ca_LG_7:37696124 TATGTGGTTATAATGTGAGGCAGAGTTCTTATTCTTTCGCCGT

CCTGCCCCAACTGGAACATTCCTCGTGGCGCCACCTGCAGTC

CAGTATCTTTGACAG

G/C GCTCTGCAGAAATAACGTGGCTGGTTGACATTGTAGTTGTTG

TAGTAACAGAATTTAGTGTCCATGCTATTGCATCGAGGACAT

GGTAGCAATTTATCGG

Ca_LG_7:37696127 GTGGTTATAATGTGAGGCAGAGTTCTTATTCTTTCGCCGTCCT

GCCCCAACTGGAACATTCCTCGTGGCGCCACCTGCAGTCCAG

TATCTTTGACAGGCT

T/C CTGCAGAAATAACGTGGCTGGTTGACATTGTAGTTGTTGTAG

TAACAGAATTTAGTGTCCATGCTATTGCATCGAGGACATGGT

AGCAATTTATCGGGCT

Ca_LG_7:37696128 TGGTTATAATGTGAGGCAGAGTTCTTATTCTTTCGCCGTCCTG

CCCCAACTGGAACATTCCTCGTGGCGCCACCTGCAGTCCAGT

ATCTTTGACAGGCTC

C/T TGCAGAAATAACGTGGCTGGTTGACATTGTAGTTGTTGTAGT

AACAGAATTTAGTGTCCATGCTATTGCATCGAGGACATGGTA

GCAATTTATCGGGCTT

Ca_LG_7:37696139 TGAGGCAGAGTTCTTATTCTTTCGCCGTCCTGCCCCAACTGG

AACATTCCTCGTGGCGCCACCTGCAGTCCAGTATCTTTGACA

GGCTCTGCAGAAATAA

A/G CGTGGCTGGTTGACATTGTAGTTGTTGTAGTAACAGAATTTA

GTGTCCATGCTATTGCATCGAGGACATGGTAGCAATTTATCG

GGCTTCTTCAGTGTTT

Ca_LG_7:37696148 GTTCTTATTCTTTCGCCGTCCTGCCCCAACTGGAACATTCCTC

GTGGCGCCACCTGCAGTCCAGTATCTTTGACAGGCTCTGCAG

AAATAACGTGGCTGG

G/A TTGACATTGTAGTTGTTGTAGTAACAGAATTTAGTGTCCATG

CTATTGCATCGAGGACATGGTAGCAATTTATCGGGCTTCTTC

AGTGTTTTCTCTTGTG

Ca_LG_7:38157474 GTTTGTGGCGGCCTGAGCGGCCACAAATGACAACGTCACTTT

GGAATTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAATGACT

CAGGCTTTTGTGGCGA

A/G CCTTTGCAGCCACAAAAGGTAACGTCACTTTGGGATTTTGTG

GCGGCCTTTACCCTCACAAATGGTTGTATTTTGTGGCTGAAA

AAACCTCACAAAAATC



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_7:38970890 ATTACATATCTATATTGAGCATCATTTATGTCAATTTATAAGCA

GATAAGCTAGACCAGTTAGAATCCTTATATATCCACGTGGCTA

TGTACTTTTTTCC

C/G CATGCTGCTGCTCCTTATTCAAAATCCTTCATCTTTGGAATCA

AATCAAACAATATATAGTTGACTTATATGCATGCATGTCTTCC

TAAACATTGATGTT

Ca_LG_7:39561953 AAAGAGAACATAAAGAAGTTTCAAGTGAAAGCTTCGATGAAAG

AGAAAGTTGTAACAGGAGTTACAGCAGCTGCATTAACAGCTT

CAATGATGGCTCCCA

A/G ATGTGGCTGAAGCTGCTTCTGTTTCACCTTCTCTCAAGAATT

TCTTGCTCAGCATAGGTGCTGGTGGACTTGTTGCTGTTGCC

ATTGTTGGTGCTGTTAT

Ca_LG_7:40072316 AATTTGCTGACACATGATGTTAATCAATTGGAAAGTGTTGACG

GAAACTAGGAATGAGTTGATTTCCCATCTAGGGGCTGCAAAA

CTGAACCATGATTAC

C/T GATCAATCCTTCTTGGTGCAGTGTGCATCTGTGCCATGTTGG

GTGCAATCATGATAACCCACACTGCGGAGGAAATCTCGAAT

TTCTTTAGCGCTGCTAT

Ca_LG_7:40551975 AGTTAAATGCGAAAAGAAACAAATTTTTTATTTTTATTAATTAC

AAAAGGGTATTAGAACTTGATCCTTTGACCTTGGTTGATAAAA

TTTGCAGCGCGTA

A/T TCACCTGAAACTTCAAAGAAAATGTGACTTCAAATTCCACGT

ATTTGAATGCCTAAGGTAACTTGTTTTTCGTGTCATATTACTC

CTTATTCTTTTGTTG

Ca_LG_7:40808909 CAGGACATAGACATCAATGGAAGAATGTTTGTCAAGTAGTGA

ATGTTATTAATCCCCTACAACAATTCATGGCAGCCGACTCCAA

AGACGCTATAGCAGG

G/A ATAGCGGATAACAGGAAGGCTGCTATATGAATTTGTTTTGCA

GTTTAAAAATGATGAGAATTACTCAAAATTCACAAGATTCATA

ATTAACAATAAAAAG

Ca_LG_7:40846059 AACAAGTTCTGCATCAGCTCCTTCAAGTGTATTCCCAGCTTTA

GCTAATAGAAGAGTAATATTTCCACTATAAGGCCTGCTACCAT

GATCTGCTGCGTCG

G/C GAAACATGTTCAGCCTTCTGTGACTGATCAGTTTCCGACCTA

GTTGCTGCTCCATCTTCAGTTTCATTTACACTAGTACAAATCA

AATCAAAACAATGTT

Ca_LG_7:42143183 ACTCTGTTACAGCTTGGTTCCGTACCTTCTTCAGATCTTACTC

AGTCAAGCAGCAGCAGGAGGCAGAGCTGCAAAACAACCGAA

GATGATCCATCAAGTA

A/G CTTCAAGAGACATTACTTCTTTCAAGCACAAGTCAGACCTCC

AATATACGCCTCACAACTCAACATCCCCTGCTTCCCACCAAA

AAGCAGTAAACGGCAT

Ca_LG_7:42169378 AGTGAGGTTGATGTTATTAATTTCAATTTGAACGGAAAATCAA

AGATGCAGCGATAATTGTAGTGGAGAAATTAAGGGATTGTTTC

TCTCTCTCTCTCTC

C/A TCTATATGTGTGTGTGTGTAAGGCAGGCAGGCAGGCAGGCA

GCCATGTTTTGTCCTCACCACTATCTGACACACTGTTCCCCT

CTTTCTCTCTTTCTCTC

Ca_LG_7:42169380 TGAGGTTGATGTTATTAATTTCAATTTGAACGGAAAATCAAAG

ATGCAGCGATAATTGTAGTGGAGAAATTAAGGGATTGTTTCTC

TCTCTCTCTCTCTC

C/A TATATGTGTGTGTGTGTAAGGCAGGCAGGCAGGCAGGCAG

CCATGTTTTGTCCTCACCACTATCTGACACACTGTTCCCCTC

TTTCTCTCTTTCTCTCTC

Ca_LG_7:42169384 GTTGATGTTATTAATTTCAATTTGAACGGAAAATCAAAGATGC

AGCGATAATTGTAGTGGAGAAATTAAGGGATTGTTTCTCTCTC

TCTCTCTCTCTATA

A/G TGTGTGTGTGTGTAAGGCAGGCAGGCAGGCAGGCAGCCAT

GTTTTGTCCTCACCACTATCTGACACACTGTTCCCCTCTTTCT

CTCTTTCTCTCTCACTC

Ca_LG_7:42170111 GATTCATCATCATAATCAACTACACAATGTTATAACATCTTCCA

CAGTGGCAGTGGCAGTGGCAGTAGCAGCACCTCATAACAAC

CCTTGTTCAAATGGG

G/C ACAACAGTTGGAGAGGTAGATGAGTCAAGCTACAAGAAAGT

GGATGTGGTAGTTGTAAGGTACAGAGAATGCCTAAAGAACC

ATGCTGCTGCAATGGGAG

Ca_LG_7:42192196 TACAACAGCTCGACGATGCTGCTGGTGATGTTTCTGGACTTG

CTGTCAAATGGTACTACATCTTCTATCTCTCTCATTAATATTTT

TTAATCTATATCAT

T/A TAACTTTTTTAATCAAATTTTGCAGCCTTGCTCCATTAGTTAG

GAAGATGAGTGAGTCAAGGGTTGTGGAAATGAGCAGTCAAC

TCTGTGACAAAATACT
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Ca_LG_7:42347522 TCTTGTGCCTCGAGTTTTCGATTATATATATATATACGGAAATA

TATTAGCTGATGTAATTAGTAGTTGTTGTTCTTGTTTCGTTACG

TACCCTTAGTAG

G/A TTCCTATACCGGTTATGTTCCTTGGATTATTTACAAGCGGTAT

TCAAGCTCTTTATTTTTGCTTACTTTAGCTGCAGCTTATATAG

GTGAATCCATGGGA

Ca_LG_7:42411688 TAATAGTAGTGCAGATAACAGATGTAGGTATTCCGGCACCTAA

TGCAGCCTGTCTAGCAGGAGCCTGCCCTAAATTTGCACTAAG

AACATTTCCAAAAAA

A/G CACCTCTTGCACAAGTGATGGATCAACATTGGCTCTCTTGAG

AGCAGCTGCAGATTTATATATCAACTTAAAACACAAGAGAAG

CAGAAATTTCAAAAGT

Ca_LG_7:42845017 AAACACAAATAATAGAAAATATTATAATTTTAAGATGCAGCAG

CTATAAAGATTAATAAACTTTGAGACATAAAATATGTATCTCTC

AAATTCAAATTGA

A/G TGTCTCGCAAAGCTGCTATAAAGAATGTAAATACTATTTTTTC

GGGGCAAGTTTACAACTATTAAGCATTGTGTATTATTAAAATA

TTGAATATCACTAT

Ca_LG_7:42879661 GGTTATCTATTTGGCCTTCCAATTGGCATTGTTGCTGACTCTG

TTGGTGCAACCATTGGTGCTGTGGCTGCATTTCTTCTTGGTAG

AACAGTAAGTTTTA

A/G CATTAATTTATATTTGTGAAAGTAAAAAAGTGAAAACTAGTCC

ACTAGTTTCTGTTGGATATACATTAATTGAGGTTTCTCTTAAT

TAATACCAAATAAT

Ca_LG_7:42883120 ACATTTGAAGTCTCTCATGGGAAAAGTGCAACATTTTGGTGTT

CCATCTCTTGGCGGTTGCTTCGATAGCTGCCGCGACCATACA

CAAGGCTCGGGATTC

C/T GGGACGAGGATATGGAACCTCAGTGATAAGCCAGTGGAGCT

GCAAATAAGGGTAGGATCAATACTAAAGAAGATTTATACATT

GAAGCCAGGGTCTTCAA

Ca_LG_7:43536774 AGTAGATACAATAGACTTGGTTGATCTGAAAGATGTAAAGTTT

GTCCACTTATAAGATGTTTGTTCATTTAAAAAACTCAAATTTAA

ATTATGTTATTGG

G/C TGTTGGGTTAGCCGTTGGACTTGCTTCTATTGGACCTTTAAT

TGGTCAAAACACAACTGCAGGATAAGTTGTAGATTACCATTC

ATAAAATTTAATATTT

Ca_LG_7:43536777 AGATACAATAGACTTGGTTGATCTGAAAGATGTAAAGTTTGTC

CACTTATAAGATGTTTGTTCATTTAAAAAACTCAAATTTAAATT

ATGTTATTGGTGT

T/C TGGGTTAGCCGTTGGACTTGCTTCTATTGGACCTTTAATTGG

TCAAAACACAACTGCAGGATAAGTTGTAGATTACCATTCATA

AAATTTAATATTTACT

Ca_LG_7:43536784 ATAGACTTGGTTGATCTGAAAGATGTAAAGTTTGTCCACTTAT

AAGATGTTTGTTCATTTAAAAAACTCAAATTTAAATTATGTTATT

GGTGTTGGGTTA

A/G GCCGTTGGACTTGCTTCTATTGGACCTTTAATTGGTCAAAAC

ACAACTGCAGGATAAGTTGTAGATTACCATTCATAAAATTTAA

TATTTACTTTATAAA

Ca_LG_7:43536812 AGTTTGTCCACTTATAAGATGTTTGTTCATTTAAAAAACTCAAA

TTTAAATTATGTTATTGGTGTTGGGTTAGCCGTTGGACTTGCT

TCTATTGGACCTT

T/G TAATTGGTCAAAACACAACTGCAGGATAAGTTGTAGATTACC

ATTCATAAAATTTAATATTTACTTTATAAAATTTATCGTCATTA

AAATATATATAAAA

Ca_LG_7:43536813 GTTTGTCCACTTATAAGATGTTTGTTCATTTAAAAAACTCAAAT

TTAAATTATGTTATTGGTGTTGGGTTAGCCGTTGGACTTGCTT

CTATTGGACCTTT

T/G AATTGGTCAAAACACAACTGCAGGATAAGTTGTAGATTACCA

TTCATAAAATTTAATATTTACTTTATAAAATTTATCGTCATTAA

AATATATATAAAAG

Ca_LG_7:43540170 CTTTTTTGTGTAATCTTATTTTTTTTAAAAGTTGTATAGCTGCTT

TTATGGTGCATTCATGTCCGTATTTGATTATATAACCTATTTTC

AAGTATTGTTT

T/C TTTTGACATTGTTGCTAAATCTGGTGCTTTTCTAAAATTTTAC

ACTATCTCAGGTTTTGGTCACACATTGTAGCTGCTTATGCAT

TTACCTTCTGGACAT

Ca_LG_7:43540275 ACATTGTTGCTAAATCTGGTGCTTTTCTAAAATTTTACACTATC

TCAGGTTTTGGTCACACATTGTAGCTGCTTATGCATTTACCTT

CTGGACATGCTAT

T/A ATTTTGATGAGAGAGTATGAAAAAGTTGCCTCAATGAGATTA

CAATTTGTTGCAGCAGAAAAGCGTCGTCCTGATCAATTTTCG

GTAATATTTTGTTCTC
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Ca_LG_7:43541296 TACATTATTAACTAGATATATTACAATAGATATAATTTTGCCCA

TTTATTTAGGAAGCGAAAAAACAGTATGTGACAGCATATTTAA

TGTGACACTTACG

G/A CAGGTTGTTTATAATGCAAACAAATTAGCAAAGTTGGTTAAA

AAGAAGAGCAAGATGCAGAATTGGCTCGTCTATTATCAAAAT

AAATTTGCCAGAACTT

Ca_LG_7:43541337 CCATTTATTTAGGAAGCGAAAAAACAGTATGTGACAGCATATT

TAATGTGACACTTACGCAGGTTGTTTATAATGCAAACAAATTA

GCAAAGTTGGTTAA

A/C AAAGAAGAGCAAGATGCAGAATTGGCTCGTCTATTATCAAAA

TAAATTTGCCAGAACTTCAAAAAAACCTGAAGTGAAGGTATT

AGTTTTAAACTGATGT

Ca_LG_7:43615860 TGTAACTGTATGGTAATAATATTGATGGAGAGGCAGGGAGAT

AGTCAAAAACTGTAAGCAACTAAGAATAGACTCACATTTGTAC

CACGAAGCATATGAG

G/C CAGAAGTAGAGACACCAGCTGCAACAGACAGGACCAATGGC

AAGCCAGAAGAGTAAAGTAGCCAAAATAAATATGTGGAGAA

GGCAAGAGAGCAAGACAA

Ca_LG_7:43615877 AATATTGATGGAGAGGCAGGGAGATAGTCAAAAACTGTAAGC

AACTAAGAATAGACTCACATTTGTACCACGAAGCATATGAGCA

GAAGTAGAGACACCA

A/G GCTGCAACAGACAGGACCAATGGCAAGCCAGAAGAGTAAAG

TAGCCAAAATAAATATGTGGAGAAGGCAAGAGAGCAAGACA

AGAACAGGTATGGTACCA

Ca_LG_7:43615878 ATATTGATGGAGAGGCAGGGAGATAGTCAAAAACTGTAAGCA

ACTAAGAATAGACTCACATTTGTACCACGAAGCATATGAGCAG

AAGTAGAGACACCAG

G/A CTGCAACAGACAGGACCAATGGCAAGCCAGAAGAGTAAAGT

AGCCAAAATAAATATGTGGAGAAGGCAAGAGAGCAAGACAA

GAACAGGTATGGTACCAT

Ca_LG_7:43615906 AAAAACTGTAAGCAACTAAGAATAGACTCACATTTGTACCACG

AAGCATATGAGCAGAAGTAGAGACACCAGCTGCAACAGACAG

GACCAATGGCAAGCC

C/T AGAAGAGTAAAGTAGCCAAAATAAATATGTGGAGAAGGCAA

GAGAGCAAGACAAGAACAGGTATGGTACCATACCAGCTGCT

GTATTGAGTAGGTTGGAG

Ca_LG_7:43615910 ACTGTAAGCAACTAAGAATAGACTCACATTTGTACCACGAAGC

ATATGAGCAGAAGTAGAGACACCAGCTGCAACAGACAGGACC

AATGGCAAGCCAGAA

A/T GAGTAAAGTAGCCAAAATAAATATGTGGAGAAGGCAAGAGA

GCAAGACAAGAACAGGTATGGTACCATACCAGCTGCTGTAT

TGAGTAGGTTGGAGGATC

Ca_LG_7:43617496 AAAGAAGTTACTATAGAGAGGTTTTAACCACATGATCTCCTTC

CCCTTGAGATTCATTGGAACAAAGGGATGAAGTCATAATGACT

GAGAAATTTAAACT

T/A GACCGGTACTGGATTCCAATGGCAGCATTAGAGTATTATGTT

CTTATCAAACAAATATCAAGTAGTCAGGGAAATGAAAACAAA

CCTTGTTGCCAATTGC

Ca_LG_7:43617812 AAAGATAGAAATCCAGAGTACATTATAGGGAGAAAGAACTACA

AAGCCTTTTCATAAAGAAAAAAATAGAAGTGGGAAGTCTATCA

CACTAATTGGTTTG

G/A CACTCACTCACCAAAGAGATATAAGCAAGCCAGCAAGCTGC

CTAGAACCCATACGCTCAAAAGCTTTTCCTTCTTCCAAGGCC

TTCCCTATTGTATCCAG

Ca_LG_7:43617821 AATCCAGAGTACATTATAGGGAGAAAGAACTACAAAGCCTTTT

CATAAAGAAAAAAATAGAAGTGGGAAGTCTATCACACTAATTG

GTTTGCACTCACTC

C/T ACCAAAGAGATATAAGCAAGCCAGCAAGCTGCCTAGAACCC

ATACGCTCAAAAGCTTTTCCTTCTTCCAAGGCCTTCCCTATT

GTATCCAGCCACCACTG

Ca_LG_7:43617843 GAAAGAACTACAAAGCCTTTTCATAAAGAAAAAAATAGAAGTG

GGAAGTCTATCACACTAATTGGTTTGCACTCACTCACCAAAGA

GATATAAGCAAGCC

C/G AGCAAGCTGCCTAGAACCCATACGCTCAAAAGCTTTTCCTTC

TTCCAAGGCCTTCCCTATTGTATCCAGCCACCACTGCCCCAT

TGCACTTCCTTCTAGA

Ca_LG_7:43643955 TTGCTTCTTATCTTCTTCCCCATGTACCCCAGCAGGTTCTCGC

AGCACTTAGTGTTGAAATTCTCAAAGCTGCTGGTGAACGCAG

TGGTGGGTCTCTTGA

A/T TGGTGTAGCATTTCTCCTCGAATCTGACTTCTTAGGTGATCC

TGCAGCTACTTATGCTGTGGCAGACATTATTGCTAAATTGGA

GGATGAGGCTGTTGCT
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Ca_LG_7:44642083 GCCTAGAGTGTGCACCTTTACTGTCGCTGCCATATTTACACAA

TCCATAAGAATGATTTAGAGGTGGATGTACAACGTAGACTAGT

AGCACCAACTACCG

G/T GCAATAAAAGTCCATACTTAGTTAAATCATCCCAAATTCACTG

ATCAAAGTGTAAAACTTCACTGCAGCCAATAGCAAGAGGCTA

TACTATTCATTTGAA

Ca_LG_7:44646522 ATAAAGCTAGCCAACTTAGTGGTTACTAAACGGGGGTAGATT

AAACTCGTTGATTTTGGTGCAGCAACAAACCTGAAGATCGAAA

AGAATTATATTCCCG

G/A ACCGCACCCTTTTGGATCCCAACTGTTGCCCTCTAGAACTAT

ATGTACTCCCGGAAGAAACACCAAGTCCTCCACCGGAGCCT

ATTGCTGCTATCTTTTC

Ca_LG_7:44646543 GTTACTAAACGGGGGTAGATTAAACTCGTTGATTTTGGTGCAG

CAACAAACCTGAAGATCGAAAAGAATTATATTCCCGACCGCAC

CCTTTTGGATCCCA

A/G ACTGTTGCCCTCTAGAACTATATGTACTCCCGGAAGAAACAC

CAAGTCCTCCACCGGAGCCTATTGCTGCTATCTTTTCACCAA

TCCTATGGCAGGTTTA

Ca_LG_7:44646547 CTAAACGGGGGTAGATTAAACTCGTTGATTTTGGTGCAGCAA

CAAACCTGAAGATCGAAAAGAATTATATTCCCGACCGCACCCT

TTTGGATCCCAACTG

G/A TTGCCCTCTAGAACTATATGTACTCCCGGAAGAAACACCAAG

TCCTCCACCGGAGCCTATTGCTGCTATCTTTTCACCAATCCT

ATGGCAGGTTTAATTA

Ca_LG_7:44646556 GGTAGATTAAACTCGTTGATTTTGGTGCAGCAACAAACCTGAA

GATCGAAAAGAATTATATTCCCGACCGCACCCTTTTGGATCCC

AACTGTTGCCCTCT

T/C AGAACTATATGTACTCCCGGAAGAAACACCAAGTCCTCCAC

CGGAGCCTATTGCTGCTATCTTTTCACCAATCCTATGGCAGG

TTTAATTACTTATATCT

Ca_LG_7:44652201 CCATACAAACAAAAAACAGGAAAATAAACTAGGGGGCAACAG

CCCCAGGAAAATCAGCACATGGAAGCTCTACTAATAATGGTG

ATGCCAAAGTCTAGCG

G/A ACACATAGTTAAACTTAACCACCCCAGTCCTTATGCAGCCAA

GCTTAAGTATGCAAGAATATATTGATATAGCTATGGTTTACTT

TTTTTTCTCTTTAGC

Ca_LG_7:44655530 ATTTTAAGCACCAATGTGAGCATTTACCCTTTTAAAATTAAATT

TGGCCTAGAGTGTGCACATTTACTGTCGCTGCCATATTTACAC

CATCACAAGAATG

G/T ATTCAGAGGTGGATGTACAGCGTAGACTAGTAGCAGCAACT

ACCTGCAATAAAAGTTCCTACATAGTTAAATCATCCCAAATTC

ACCGCTCAAGTGTACA

Ca_LG_7:44655784 TGATTATAAGGCAAGTGATTCTTAAATATGTCATGACTAAAAAA

ATAACAGGAAAACAAAAGAGGACAAATTTCAAGAACTTGTATA

CCTCTTCACCAAT

T/C AGTCTCTTGTTAAAAAACATAGAGCAGCACCATAATCTTGAG

CACTAGCAGCAGAACTCAAAAACTAGTTGAATTATGTCACTT

GTACCTGAAACGGAAC

Ca_LG_7:44887529 CTAACTAATATTATGTGTTTTTGCAGCTGTTGTTGGTGATGGA

TTTATTGCACAAGATATCACATTTAGGAACACTGCTGGTGCAA

ACAACCATCAAGCG

G/T GTTGCATTGCGTTCTGGATCAGACTTATCTGTGTTTTACAGA

TGTAGCTTTGAAGGTTATCAAGACACACTATATGTGCATTCA

GATAGACAATTCTATA

Ca_LG_7:44887538 ATTATGTGTTTTTGCAGCTGTTGTTGGTGATGGATTTATTGCA

CAAGATATCACATTTAGGAACACTGCTGGTGCAAACAACCATC

AAGCGGTTGCATTG

G/C CGTTCTGGATCAGACTTATCTGTGTTTTACAGATGTAGCTTT

GAAGGTTATCAAGACACACTATATGTGCATTCAGATAGACAA

TTCTATAAGGAATGTA

Ca_LG_7:44887547 TTTTGCAGCTGTTGTTGGTGATGGATTTATTGCACAAGATATC

ACATTTAGGAACACTGCTGGTGCAAACAACCATCAAGCGGTT

GCATTGCGTTCTGGA

A/C TCAGACTTATCTGTGTTTTACAGATGTAGCTTTGAAGGTTATC

AAGACACACTATATGTGCATTCAGATAGACAATTCTATAAGG

AATGTAACATTTATG

Ca_LG_7:44887553 AGCTGTTGTTGGTGATGGATTTATTGCACAAGATATCACATTT

AGGAACACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTG

CGTTCTGGATCAGAC

C/T TTATCTGTGTTTTACAGATGTAGCTTTGAAGGTTATCAAGACA

CACTATATGTGCATTCAGATAGACAATTCTATAAGGAATGTA

ACATTTATGGCACAG
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Ca_LG_7:44887554 GCTGTTGTTGGTGATGGATTTATTGCACAAGATATCACATTTA

GGAACACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTGC

GTTCTGGATCAGACT

T/C TATCTGTGTTTTACAGATGTAGCTTTGAAGGTTATCAAGACA

CACTATATGTGCATTCAGATAGACAATTCTATAAGGAATGTA

ACATTTATGGCACAGT

Ca_LG_7:44887559 TGTTGGTGATGGATTTATTGCACAAGATATCACATTTAGGAAC

ACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTGCGTTCT

GGATCAGACTTATCT

T/A GTGTTTTACAGATGTAGCTTTGAAGGTTATCAAGACACACTA

TATGTGCATTCAGATAGACAATTCTATAAGGAATGTAACATTT

ATGGCACAGTTGACT

Ca_LG_7:44887562 TGGTGATGGATTTATTGCACAAGATATCACATTTAGGAACACT

GCTGGTGCAAACAACCATCAAGCGGTTGCATTGCGTTCTGGA

TCAGACTTATCTGTG

G/A TTTTACAGATGTAGCTTTGAAGGTTATCAAGACACACTATAT

GTGCATTCAGATAGACAATTCTATAAGGAATGTAACATTTAT

GGCACAGTTGACTTCA

Ca_LG_7:44887570 GATTTATTGCACAAGATATCACATTTAGGAACACTGCTGGTGC

AAACAACCATCAAGCGGTTGCATTGCGTTCTGGATCAGACTTA

TCTGTGTTTTACAG

G/A ATGTAGCTTTGAAGGTTATCAAGACACACTATATGTGCATTC

AGATAGACAATTCTATAAGGAATGTAACATTTATGGCACAGT

TGACTTCATATTTGGT

Ca_LG_7:44941905 GTTCACAAAAAACAGAAAAACTAATTTTGATAACTATTATGTTC

ATCCAACTCTTTTATGTGAAAGCTGAGAAGCAGCTTAAGAGTT

AGTTGGTAGAAGT

T/A GATTATAATTGGTTGGAATGAATAATGTCTTATTCAAAGGAAA

AACATATATAGAAACGTAATTATTTCATCTCTATATATACGTA

GAAAATATGAATTA

Ca_LG_7:44956677 CATAGGAGAATAGACATCAACAAATTTAACATCGTAATCGGGA

AGGGTGGCTTTAAGGTTAGAAACACCACTAGCTAACATGCCA

TTGAATTGTTGTGCT

T/A AACCCATTCTCGTAATCTACAATTACCCTTAAAGGTCCTCCC

AATATTGATCTAACTATAGGTAAACACCCCAATGGTAGTGTA

CTTAGAACCCACACAT

Ca_LG_7:44956681 GGAGAATAGACATCAACAAATTTAACATCGTAATCGGGAAGG

GTGGCTTTAAGGTTAGAAACACCACTAGCTAACATGCCATTGA

ATTGTTGTGCTAACC

C/A CATTCTCGTAATCTACAATTACCCTTAAAGGTCCTCCCAATAT

TGATCTAACTATAGGTAAACACCCCAATGGTAGTGTACTTAG

AACCCACACATGTCG

Ca_LG_8:21450 AATAGTTATTGCTAAATATAACCGAAGCAATCCTAAAATTACTT

AAAAGATCAATGCAGTCCTGAATTATTGGATCAACAGCTGCAA

TGCACCGTTTTCC

C/G TTGCAAACATCCCACCACCACCAGTTTGTCTGATTGAATTTC

TACGCTTTGGATGTTTTATTGTGCTGCCAGTTGGAGACATCA

GCGCACCCGGAGAGCT

Ca_LG_8:106826 CAATTTGATACCGTAAATGATCTATACCGTTGATTCAAAATCAA

ACGATTCAGATTACACGATGAATTTTATCCGAATAACTGAGCT

GCAATATTGTGTC

C/A TAATTCAAAGCCTGTATATTTTCATTATCAACTCGAAGGAGG

AGGATAGCCACTGGTATCTGACCATGTTGAAGGTGGTAAAC

CCGACCCACCACCAACA

Ca_LG_8:107418 TTTTGCTCTGCTACCTCTGAATTTCAAAGCAGCTTCATCGTAA

GCTCTTGCTGCAGCTTCAGCAGTTTCGAATGTACCAAGCCAT

ACTCTTGCTGCTTTA

A/G TGTGGATCTCTAATCTCTGCTGCCCATTTTCCCCATGGTCTC

TGTCTCACTCCTCTGTATCTTCTTCTTCTCTCTCCACTTTCTT

CTTCATTTGACTCTC

Ca_LG_8:293105 TGAAAAAAGGAGAAAGAGAAATGAGGAAATGCAGGCGCCCC

AAGATGAGCAGCCCCAGCAAAATCCTATGTTTGATGCAGAAC

AGGATGACCAGCCCCAC

C/G CAAGATCATGTGTTTGATGATGAACATGATCAGCAGCAGCAA

CAGTTTGATGATGAACATGGTCAACAACACCAACCTGAAGAA

CCTATGTTTCCTGGAG

Ca_LG_8:337799 AGGTTAGTTGCGCTATCGATGCACACCCTATTTCAAAACTCAT

CCAAACATTCAAAGATGCCGAAATCAGTATCGTTGAGTCAAAA

CTCAACACTGCTAG

G/A TGATACCGTCTTCCACACATTCATAATCAAGTCTCAAGGTTC

CGAGCAGCTGACAAAGGAGAAATTGATTGCAGCATTTTCCA

GAGAATCCAACTCTTTA



Positions -100 bp flanking sequences SNPs within desi 

cultivar 

+100 bp flanking sequences

Ca_LG_8:337800 GGTTAGTTGCGCTATCGATGCACACCCTATTTCAAAACTCATC

CAAACATTCAAAGATGCCGAAATCAGTATCGTTGAGTCAAAAC

TCAACACTGCTAGT

T/C GATACCGTCTTCCACACATTCATAATCAAGTCTCAAGGTTCC

GAGCAGCTGACAAAGGAGAAATTGATTGCAGCATTTTCCAG

AGAATCCAACTCTTTAT

Ca_LG_8:531135 TATTAGCAGCAGAAAAATCGCCGTGGCCTAACTATAGAAGGA

AAAACAATGTGTCGACAGTCAAACTGAAATGAAAACCAAAAAA

TGGACAGCTTGTGCA

A/T AACAAACAGATAGATAATATAGACGACTTAATATGATAAAATC

ATAAAAATATTCATTCTACAATGTATTAGTGCTGTAAGAGAAC

TGTTGGTAAATGGA

Ca_LG_8:1083880 TCAGAGTCCAGATGGTTGCACAGTGGCATCAGCAGCGGCCG

ATGAAACACTGAGGTTTTGGAATGCTTTTGGCACTCCAGAAGT

AGTAACCAAAGCTGCT

T/A CCAAAAGCTAGAGCTGAGCCATTTTCACATCTTAGTCGCATT

CGATAAGATGCCACGTGTGAAATTGTTTGTTTGTTGTCACCA

AGTTATATTTTCTACT

Ca_LG_8:1433753 ACAAAAAGACCATCCGAAAACCAGAACTCGCCTTCATTTTTCT

TCTTAGGTGTTAAATACAACTCATTGTTCAACGCAGCTTCGAT

TTTCGTCATTCTAC

C/G TATCATTATTCTTCTTCATACATTTAGGATACACAGTATTCCA

TTGCTGCTCTAAAGCTATAGTAGTACTAGCAGCACTTCCAAC

ACTTCCAACACATGA

Ca_LG_8:1518484 AATTCTCAAAGGCCTAGGCAAAACCAAGGCCTAAGAGGGGGT

TTGGAAATAGTTTTCAACCAGCAATAGACGCGCCTCGGTTAAA

ACCTCACTAGCTGCG

G/A TCATTGCCCCAAGCGCAAAGATGCTTTTGAAAAATCTTGTGA

CAACTCTATTAATTGAAGCTGCCAATAATTTTGTATATTGTTT

TGGTCGATGTGGTAC

Ca_LG_8:1525590 ATTGTTTCGAAGGGAATTGACATTTGAGCAAACTCTTTGCCTT

TGGGAAGTAATGTGGGCAGATCAAGCTGCAATCAGAGCAGGT

ATCGGGATTTCTGCA

A/G TGGAGTAAAGTTAGGCAGCGTGCACCGCCAACAGATGATCT

GTTGCTCTACGCAATTGCAGCTTCGGTATTACAGAGGAGGA

AATTGATCATTGAAAAGT

Ca_LG_8:1683247 ATAATCAAACAACTTTGCTATCCCTTCAGTGCCACACTTGTTT

GCAGTGATAGGAAATAAAAAATTCATGCATTGCTTACAGAAGC

AGCAAACATATTTC

C/A AATTCTATTAGTAACTCAGCTAGTATAACACATAGAGATAGTT

TAATTTCGCTTGAATGCGATGACAATTGCAGAGCAGTTATCT

TTGCAGCGACGCTCA

Ca_LG_8:3229548 CTCTCATTCCTCACTGTGTAAGTCATGATTATGTCTCTGACAA

TGACGCGCTACTCATCCACCATCTTCTAAACTGCAAACGTTTG

AACTTGCCTCATGT

T/G GATTCTTCAACACATGATCTGTGCAGCAACCAAAGACTACAA

GAAGAATATTGTACCTTATGGAATGGTATTGACTAAAGTCTT

CAGGTATTTTGGAGTC

Ca_LG_8:3229567 AAGTCATGATTATGTCTCTGACAATGACGCGCTACTCATCCAC

CATCTTCTAAACTGCAAACGTTTGAACTTGCCTCATGTGATTC

TTCAACACATGATC

C/A TGTGCAGCAACCAAAGACTACAAGAAGAATATTGTACCTTAT

GGAATGGTATTGACTAAAGTCTTCAGGTATTTTGGAGTCTCC

CTTTCTTCTGAAAAAT

Ca_LG_8:4385393 TTTTAGGAAGTTGGTTGCACTGGAAAAGGTGCAGCTGGTGTT

GGCACAACAATAACAATGTAAATAAGCACAGAACTACAGAAAA

AACATTGGTTACGAC

C/T GCAGCGGAATAATGCAGAGAAGACGATGGAAGGGACGCCA

GAGTTGACGATGATGGACAACTGTTTATGGCAGAAAATTAAA

AGATTGAGAGGTGGTGTT

Ca_LG_8:4961561 TTGGTGGGACACCCCAACCAGTGCATTGAAGTCCACCAGTGC

AATCACCTGTTTGGCAGCGGCCACGACCGCTGCCATCGAAAT

TGCAACCAGTACGACT

T/C CCAAATACGAGCCATTGAAGTGCCAGCGTTAACCCAAAGAT

TCCATGTTTGACCGCGGTCAAGGCGACGACCACCGCCCGG

ACTAGCAGCTGCCCAAACG

Ca_LG_8:5588533 CAGAGAGGAGATGATAGAGGTATTAGGGGAGTAGTAATAGTT

GGAGTAGCCTTGCTGCAACCTCTACCAAGAGGTGAAGAGATA

CCTTTCCCTTGAAGCG

G/A CACTTTGCTTAACTGTTGAATCAGATGTTCTTGCAGCTGCAG

ATCTCAATTAGCAAGAGTTAAACAATCACATTAACTAATCAAA

CTAGCAAAAAAGCTA
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Ca_LG_8:5612684 ACACGGATACCGGCACGACAATAAATTACAAACATAGAAATA

GAAAGATAAATCAAGTACCTGTTGCAGCAGCAGCAGTAAGAG

TCATTAGATCACCCGG

G/A TGTTTGAATATCGACTGCAGATTTAACAGTAGAAGCAACACG

GTTATAATCAGCACCTGCTAACTCTGCCATTTCAACACAGTA

AGATGCTAAGAGTTGT

Ca_LG_8:6984350 TCTTCCCATGCTCGAAGGAATGATGTTTCGTCTACTGGAAACC

CTGCAAATCAAGCTGCAAAAGTAACAAGGCCTTCACCTGCTG

CTGCTGCTTCACCTA

A/G CATATGATGAACAGGTATTATGTTTTTCCATCTTATAATGAAG

AAATGTTGTCGAGTGAATTGTTAATGGTTGAAGGTTTGTCAT

AGATTTAACAATGAT

Ca_LG_8:7172479 GGTACATTTGGGTTTGTACACTCTTCTCTGTCTTTTATTTGTCC

TATTCCTGCATAAAAGGACTGTATATATGACTTATGAGTTGTC

AAGCCAATAATTT

T/C ATACTTATTCTTATTTTGGCAGCTACGTTGCTCCTGAATATGC

AAGTACTGGAATGTTGAACGAACGAAGTGATGTATATAGTTT

TGGAATTCTTATTAT

Ca_LG_8:7345832 TTTTTTTAAGGCATTACCGGATTGTTAGCAGCCACACCACCAT

CTACGAGATTGTATTCTTTGATGACTTTCCCTTGTTCATCTTTT

TTTTCGAAATAGT

T/A GAGCTGGCAAATATGTTGGAGCTGCCGACGTGGCTATGCAA

ATATCTGACAGTGGTACATCGAAACATGGATCACATCCTATC

TGCATAACATCGTTGAA

Ca_LG_8:7533984 TGGGGCAGGAAGCCGACCAATGCTATCGACTTTATCCTTTTG

CTTTGGAGGTGGTCTAGCTGCTTTAGGCAACAATCTTCCTTTC

TTCTCGAACCACTCA

A/G GGCTTCAACAGTGCCCGGAAGCCCAATTTATTGTAATACACC

TTTCTGACAGACCCACCAGCTGCTTCAACTGCTTCCTTGGCC

CTAACAGTGACCCTTG

Ca_LG_8:7534011 GACTTTATCCTTTTGCTTTGGAGGTGGTCTAGCTGCTTTAGGC

AACAATCTTCCTTTCTTCTCGAACCACTCAGGCTTCAACAGTG

CCCGGAAGCCCAAT

T/C TTATTGTAATACACCTTTCTGACAGACCCACCAGCTGCTTCA

ACTGCTTCCTTGGCCCTAACAGTGACCCTTGATACCTGTAAG

CTCAATATATTAAAAA

Ca_LG_8:8145459 GTGGATGATACCGTTGCATTTTGCATTTGCGTTACAATTTCCT

CTCAATAGGTTTCTACAGAGCCAGCTTAAAACCGCTGCTATAG

CTTGGGTGTCTTTC

C/G GTGGCACTTTTGGTTCATGTTTTTGTTAGTTGGTTGTTTGTGT

TTAAGTTTCAGTTTGGTGTTATTGGAACCGCTGCTACTTTGA

ATTTCTCTTGGTGGG

Ca_LG_8:8175288 TTTTATACATACCAATATAATGTTTTGAAATGTCTTTGAAATTA

CATAAATCATGGGTATTTATTTATTTATTTTTTATTGTATGCAG

CTAGTAGTACAG

G/A GTCGGACTCAAGCTTGTGTTAAACATTCCAGACCAAACATAG

TTGGGATGCAACCCTTACCATATAACATTGGAAAAGGAAAAC

TTCGGACTGCAGCTTT

Ca_LG_8:8904923 CTTGAACACATCCTTTACATATCTCATTTGGCACTTGAATTTCT

GGAATTCCTATCACCATATCACTACTACGTAGCATTTGAAGAC

TTCTAAAATTCAT

T/A ATGTCCAAACCTCTGGTGCCATAGCCAATCTTTCCTCCTGAT

TTCTGCAGCAAGACACTAATTTTCATTGATCTGGATTTCAATC

TTGAAGGTTCTGTTC

Ca_LG_8:8904933 TCCTTTACATATCTCATTTGGCACTTGAATTTCTGGAATTCCTA

TCACCATATCACTACTACGTAGCATTTGAAGACTTCTAAAATTC

ATATGTCCAAAC

C/G CTCTGGTGCCATAGCCAATCTTTCCTCCTGATTTCTGCAGCA

AGACACTAATTTTCATTGATCTGGATTTCAATCTTGAAGGTTC

TGTTCTTAGACAATG

Ca_LG_8:8904956 CTTGAATTTCTGGAATTCCTATCACCATATCACTACTACGTAG

CATTTGAAGACTTCTAAAATTCATATGTCCAAACCTCTGGTGC

CATAGCCAATCTTT

T/C CCTCCTGATTTCTGCAGCAAGACACTAATTTTCATTGATCTG

GATTTCAATCTTGAAGGTTCTGTTCTTAGACAATGGTGCCTT

CAAGATAAGACTCTTA

Ca_LG_8:8904963 TTCTGGAATTCCTATCACCATATCACTACTACGTAGCATTTGA

AGACTTCTAAAATTCATATGTCCAAACCTCTGGTGCCATAGCC

AATCTTTCCTCCTG

G/A ATTTCTGCAGCAAGACACTAATTTTCATTGATCTGGATTTCAA

TCTTGAAGGTTCTGTTCTTAGACAATGGTGCCTTCAAGATAA

GACTCTTAGCACTAT
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Ca_LG_8:9386225 TCTTGAGATCAAAACAAAGTAAAACAACATGGTTCCAACAATT

TGTTCCAACAATGAATGTGGTTCCTACGATGCTGCTGGTATCA

AGAACATTTGTGGG

G/A AAGTGTTTTAGAGAATGGTTCGACGGCACCACTAAATCAAAT

AATGAAGAACATGTTTTGGAAAAACCCGTATTTGCACCGTTT

TGTTCGAATGAAAAAT

Ca_LG_8:11277186 TATTTTGACAGCTTGAATAGGTGTGTGTGCGCACGTGTGACA

CTGACAGATAATATAGATATACCTCCGAAGGTGCAGCCCCCC

ATATGAAGACACGCAA

A/G GCGAAACTGAGGAAGTCCATAAGCTCCAGCAGCCATAATTC

CCAAGCGACTTTGATAGTTCATTTGAACAAGACGACCCAATG

CATATCTTCCAAGAAAT

Ca_LG_8:11724247 GGATTTGGGCTATTGATAAGCCAAACATTGCACAGCCTCCAG

ATGGATGGCAACGGCTGCTACGAATCAGAGGTGAAGGAAGC

AGCAAATTTGCAGATAT

T/C GTATGGATTCATTATTGGTCATTCTTTTTATCTGTTATTATTAT

AGAAATAGCCTTATACAGTGATACGATACCACTGCTCCCCAT

TCTTTACGAATTTT

Ca_LG_8:12879270 ACATTCCACGTCACCTTCACCACCTCCTCCAAGCCCTCACTCT

TTTCTGCAATACAACCATCGCAGCCAACACTAAAACGAAACAC

GCCAGGGGGATCCG

G/A CCACCATTTCATCCGCGGTTCTCGATGCAGCGGCTACAACG

CTAGAGTCTCGCTTGGAAGAAATCGAAACCGCAAAGATGAT

ATCGCCGAGGGATAGGAT

Ca_LG_8:13504269 AATCATATGACATTTGAATCTTTTTTTCTCAACTATGTTTGTGC

AGAAATAACCAAACTATGACAAGTAATAATAACACAACAGCAG

CAATAACTTCAAC

C/G TCGATCCTCTTCAAGCAAACAAGTTTACTCATCAATCTCTAGT

GCTCTTCTTTTAACCTTTCTCCTCTTTCTTTTCGATCTCGAAC

GAGCTTAACAAGCT

Ca_LG_8:13532638 AAAAGTAAATTATACAAACATTTTCAAAAAAAAAAAAATAATAA

CATATTGGATAATCAAAATAATATAGTGATTATTTTCATGCATC

TGGATGGATACT

T/A TTTGAATTGAGTCTTTGGTTCTCTCATTCCATGTTTCAACTTT

CAAGGTGACAGCAGCCTTTTCTTGTGTTTCTTTTTCTTTTGTT

TTTTCATCTTTGAT

Ca_LG_8:13532647 TTATACAAACATTTTCAAAAAAAAAAAAATAATAACATATTGGA

TAATCAAAATAATATAGTGATTATTTTCATGCATCTGGATGGAT

ACTTTTGAATTG

G/T AGTCTTTGGTTCTCTCATTCCATGTTTCAACTTTCAAGGTGAC

AGCAGCCTTTTCTTGTGTTTCTTTTTCTTTTGTTTTTTCATCTT

TGATTTGATTTTG

Ca_LG_8:13796464 CCGTGGTATGCGCCAATAAGACCACCAAAAGCCTTTGTGGCA

CTAGTGGTACACAGAAGTCATGGGTGATCATTGGTCCGATGC

TTCGGGCGAAACCAAT

T/C TCCCAGGGTGTGACGGGCGGTGTGTACAGGGCCCGGGTAC

ATATTCACCGCGGCATGCTGATCCGCGATTACTAGCGATTC

CAACTTCATGTTCCCGAGT

Ca_LG_8:13796470 TATGCGCCAATAAGACCACCAAAAGCCTTTGTGGCACTAGTG

GTACACAGAAGTCATGGGTGATCATTGGTCCGATGCTTCGGG

CGAAACCAATTCCCAG

G/T GGTGTGACGGGCGGTGTGTACAGGGCCCGGGTACATATTC

ACCGCGGCATGCTGATCCGCGATTACTAGCGATTCCAACTT

CATGTTCCCGAGTTGCAGA

Ca_LG_8:13796493 AGCCTTTGTGGCACTAGTGGTACACAGAAGTCATGGGTGATC

ATTGGTCCGATGCTTCGGGCGAAACCAATTCCCAGGGTGTGA

CGGGCGGTGTGTACAG

G/A GGCCCGGGTACATATTCACCGCGGCATGCTGATCCGCGATT

ACTAGCGATTCCAACTTCATGTTCCCGAGTTGCAGAGAACAA

TCCGAACTGAGGCAATC

Ca_LG_8:13796502 GGCACTAGTGGTACACAGAAGTCATGGGTGATCATTGGTCCG

ATGCTTCGGGCGAAACCAATTCCCAGGGTGTGACGGGCGGT

GTGTACAGGGCCCGGGT

T/A ACATATTCACCGCGGCATGCTGATCCGCGATTACTAGCGATT

CCAACTTCATGTTCCCGAGTTGCAGAGAACAATCCGAACTG

AGGCAATCTTTCCGGAT

Ca_LG_8:13796505 ACTAGTGGTACACAGAAGTCATGGGTGATCATTGGTCCGATG

CTTCGGGCGAAACCAATTCCCAGGGTGTGACGGGCGGTGTG

TACAGGGCCCGGGTACA

A/G TATTCACCGCGGCATGCTGATCCGCGATTACTAGCGATTCC

AACTTCATGTTCCCGAGTTGCAGAGAACAATCCGAACTGAG

GCAATCTTTCCGGATTCG
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Ca_LG_8:13796528 GGTGATCATTGGTCCGATGCTTCGGGCGAAACCAATTCCCAG

GGTGTGACGGGCGGTGTGTACAGGGCCCGGGTACATATTCA

CCGCGGCATGCTGATCC

C/T GCGATTACTAGCGATTCCAACTTCATGTTCCCGAGTTGCAGA

GAACAATCCGAACTGAGGCAATCTTTCCGGATTCGCTCCGC

CTTACAGCCTTGCTTCC

Ca_LG_8:13796658 CCGAGTTGCAGAGAACAATCCGAACTGAGGCAATCTTTCCGG

ATTCGCTCCGCCTTACAGCCTTGCTTCCCATTGTAATTGCCAT

TGTAGCACGTGTGTG

G/A GCCCAGCCCATAAGGGCCATGCGGACTTGACGTCATCCCCA

CCTTCCTCCAGTATATCACTGGCAGTCCCTCGTGAGTGCGG

CATGCACCTTTTAGTTTG

Ca_LG_8:13796668 GAGAACAATCCGAACTGAGGCAATCTTTCCGGATTCGCTCCG

CCTTACAGCCTTGCTTCCCATTGTAATTGCCATTGTAGCACGT

GTGTGGCCCAGCCCA

A/G TAAGGGCCATGCGGACTTGACGTCATCCCCACCTTCCTCCA

GTATATCACTGGCAGTCCCTCGTGAGTGCGGCATGCACCTT

TTAGTTTGTTTCGGAGCC

Ca_LG_8:13796680 AACTGAGGCAATCTTTCCGGATTCGCTCCGCCTTACAGCCTT

GCTTCCCATTGTAATTGCCATTGTAGCACGTGTGTGGCCCAG

CCCATAAGGGCCATGC

C/A GGACTTGACGTCATCCCCACCTTCCTCCAGTATATCACTGGC

AGTCCCTCGTGAGTGCGGCATGCACCTTTTAGTTTGTTTCGG

AGCCGTTTGTTTTGGC

Ca_LG_8:13797322 GACACGAGCTGACGACAGCCATGCAGCACCTGTATGAAAGTC

AGTACCATCCCGTTAAGGACAGGTTTTCTTGTTCATATGTCAA

GGGCTGGTAAGGTTT

T/C TGCGCGTTGTATCGAATTAAACCACATGCTCCACCGCTTGTG

CAGGCCCCCGTCAATTCCTTTGAGTTTCGGTCTTGCGACCG

TACTCCCCAGGCGGAGT

Ca_LG_8:13797332 GACGACAGCCATGCAGCACCTGTATGAAAGTCAGTACCATCC

CGTTAAGGACAGGTTTTCTTGTTCATATGTCAAGGGCTGGTAA

GGTTTTGCGCGTTGT

T/C ATCGAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCC

GTCAATTCCTTTGAGTTTCGGTCTTGCGACCGTACTCCCCAG

GCGGAGTGTTTCACGCG

Ca_LG_8:13797366 TACCATCCCGTTAAGGACAGGTTTTCTTGTTCATATGTCAAGG

GCTGGTAAGGTTTTGCGCGTTGTATCGAATTAAACCACATGCT

CCACCGCTTGTGCA

A/G GGCCCCCGTCAATTCCTTTGAGTTTCGGTCTTGCGACCGTA

CTCCCCAGGCGGAGTGTTTCACGCGTTAGCTGGGCCCCTGA

TCCACGTAGACCAAGGGC

Ca_LG_8:13797392 TTGTTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATC

GAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCA

ATTCCTTTGAGTTTC

C/T GGTCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGT

TAGCTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTC

ATCGTTTACGGCATGGAC

Ca_LG_8:13797393 TGTTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATC

GAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCA

ATTCCTTTGAGTTTCG

G/A GTCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGTT

AGCTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTCA

TCGTTTACGGCATGGACT

Ca_LG_8:13797394 GTTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATCG

AATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCAA

TTCCTTTGAGTTTCGG

G/A TCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGTTA

GCTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTCAT

CGTTTACGGCATGGACTA

Ca_LG_8:13797483 TTGAGTTTCGGTCTTGCGACCGTACTCCCCAGGCGGAGTGTT

TCACGCGTTAGCTGGGCCCCTGATCCACGTAGACCAAGGGC

GAACACTCATCGTTTAC

C/G GGCATGGACTACCAGGGTATCTAATCCCGTTCGCTCCCCAT

GCTTTCGCACTCCAGCGTCGGTAGGGACCCAGAGAGCTGC

CTTCGCTTTTGGCGTTCCT

Ca_LG_8:13797487 GTTTCGGTCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCAC

GCGTTAGCTGGGCCCCTGATCCACGTAGACCAAGGGCGAAC

ACTCATCGTTTACGGCA

A/G TGGACTACCAGGGTATCTAATCCCGTTCGCTCCCCATGCTTT

CGCACTCCAGCGTCGGTAGGGACCCAGAGAGCTGCCTTCG

CTTTTGGCGTTCCTTCGT
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Ca_LG_8:13797511 CCAGGCGGAGTGTTTCACGCGTTAGCTGGGCCCCTGATCCA

CGTAGACCAAGGGCGAACACTCATCGTTTACGGCATGGACTA

CCAGGGTATCTAATCCC

C/T GTTCGCTCCCCATGCTTTCGCACTCCAGCGTCGGTAGGGAC

CCAGAGAGCTGCCTTCGCTTTTGGCGTTCCTTCGTAGATCT

GCGGATTTCACCCCTACA

Ca_LG_8:13797515 GCGGAGTGTTTCACGCGTTAGCTGGGCCCCTGATCCACGTAG

ACCAAGGGCGAACACTCATCGTTTACGGCATGGACTACCAGG

GTATCTAATCCCGTTC

C/T GCTCCCCATGCTTTCGCACTCCAGCGTCGGTAGGGACCCAG

AGAGCTGCCTTCGCTTTTGGCGTTCCTTCGTAGATCTGCGG

ATTTCACCCCTACACACG

Ca_LG_8:13797524 TTCACGCGTTAGCTGGGCCCCTGATCCACGTAGACCAAGGGC

GAACACTCATCGTTTACGGCATGGACTACCAGGGTATCTAAT

CCCGTTCGCTCCCCAT

T/C GCTTTCGCACTCCAGCGTCGGTAGGGACCCAGAGAGCTGC

CTTCGCTTTTGGCGTTCCTTCGTAGATCTGCGGATTTCACCC

CTACACACGAAATTCCAC

Ca_LG_8:13797885 GCCGGGGCTTCTTCCTCGAGTCCTGTCATGATCGCGCACTCG

ACGAAAGAGCTTTACAAGCGGCATTGCCCTTCTTCACTCACG

CGATATTGCTGGATCG

G/A GGCTTTCGCCCATTGTCCAAGATTCCCCACTGCTGCCCCCC

GTGGGAGTCCGGGCCGTGTCTCAGTCCCAGTGTGGCTGAT

CATCCGAAAAGACCAGCTA

Ca_LG_8:13797923 CTCGACGAAAGAGCTTTACAAGCGGCATTGCCCTTCTTCACT

CACGCGATATTGCTGGATCGGGCTTTCGCCCATTGTCCAAGA

TTCCCCACTGCTGCCC

C/T CCCGTGGGAGTCCGGGCCGTGTCTCAGTCCCAGTGTGGCT

GATCATCCGAAAAGACCAGCTAAGCATCATTGGCTTGGTCA

GCCTTTACCTTACCAACTA

Ca_LG_8:13797929 GAAAGAGCTTTACAAGCGGCATTGCCCTTCTTCACTCACGCG

ATATTGCTGGATCGGGCTTTCGCCCATTGTCCAAGATTCCCCA

CTGCTGCCCCCCGTG

G/A GGAGTCCGGGCCGTGTCTCAGTCCCAGTGTGGCTGATCATC

CGAAAAGACCAGCTAAGCATCATTGGCTTGGTCAGCCTTTA

CCTTACCAACTACCTAAT

Ca_LG_8:13797936 CTTTACAAGCGGCATTGCCCTTCTTCACTCACGCGATATTGCT

GGATCGGGCTTTCGCCCATTGTCCAAGATTCCCCACTGCTGC

CCCCCGTGGGAGTCC

C/T GGGCCGTGTCTCAGTCCCAGTGTGGCTGATCATCCGAAAAG

ACCAGCTAAGCATCATTGGCTTGGTCAGCCTTTACCTTACCA

ACTACCTAATACTACGC

Ca_LG_8:13797942 AAGCGGCATTGCCCTTCTTCACTCACGCGATATTGCTGGATC

GGGCTTTCGCCCATTGTCCAAGATTCCCCACTGCTGCCCCCC

GTGGGAGTCCGGGCCG

G/T TGTCTCAGTCCCAGTGTGGCTGATCATCCGAAAAGACCAGC

TAAGCATCATTGGCTTGGTCAGCCTTTACCTTACCAACTACC

TAATACTACGCAGGCTC

Ca_LG_8:14508234 TCCTAGAAAGTCTATTAATTGTCTCTGGTTATATGTGTGTTGGT

TGCGAAATTACACAAACCATGGCTGCTTAACTTTTAGGCAGTG

AGCAAGCATATAA

A/G TTATAAATGTTTTCAGTACATGACTATAATATCCAAGATCTAT

CGAACCAAAAATATACCTTGCCAATTGCATTGCTTAATTTGG

AAAATGCTTCCACCT

Ca_LG_8:15270292 ACCACAAAAAATTAGACCGTTACATTTTGTGGCGGCAAAGGC

CGCCACAAACAACAATAGTACCGTTGGCACGTTCTGGCCGCC

CAGGCCGCCACAAATG

G/A CCTAATATCCGTTGGTCATTGTGGTTGTTTTGGCCGCCACAA

AAGATCTATCATACCCTATATATATTACTCCACTCCTCTTTCA

TTTTTTCACTTCTAA

Ca_LG_8:15577061 GCCATTTTTTGGCGGTACGTTAGCAGCACGTCTATCGATTGT

GGCTATGCTTGTGAAATACAATTTGAATTTTAAATTGACAAATT

GTTTGTTGTCTACT

T/A TTAGCAGCATGGCTAAAATTGAGCTGCCATATTTTGCAACTG

AGATTACAACTCCATCAAGCCCCTTTGCACTATCTCTAGCAA

AGTATTTGCATTCCAT

Ca_LG_8:17305796 GAGCTTGGTTTTGTTACTTGGGATACAAGAAACAACAATCATG

AGTCTCAATTGCCTTACCTGCAGCCAAGTTCTACAAAGGACA

GATTCATTTAGAGAA

A/G TTATTCAAAGAAAATGAATATCAAGAAAGTCGCAAAAACGTC

GACAGAACTTGGTCGGGAAATATGTCGGCACCGCTGCATAA

AGAGATACCAAAAGGCA



Positions -100 bp flanking sequences SNPs within desi 

cultivar 
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Ca_LG_8:17316273 GAATATAAGGAAGAGCCCTTTACATCAACCCAATTTCGGCAAC

AATGCTGCTAGACAACAGCCTCAGCCTCAGGTTTACAATATAA

GCAAGAACGATTTT

T/C CGGGATATTGTTCAGCAGCTTACTGGATCACCTTCACAGGAT

CCTCCACCTCGGCCTCCACATAATCCGCCAAAACCGCAGAG

CATGCGTTTGCAGAAGA

Ca_LG_8:17354052 ATGTAAAATGCAGCAAGCCATGCTGTTTTCTGCCATCAATAAA

AACATTATAAAGCCGAAACTCTGCATTCAATGTTAGAGATTTTT

TTTTATTGAATTA

A/C TGAAGGGGAGTAGAGAAATGAGGCATACATACCTGTGCAAC

AGGGGCATTGTCATCTATAAATGGTGCTGCAAGACTTATGAA

GGAAGCCTCACCAACAC



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 
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Ca_LG_1:230358 CCTGAAGCCGACAAGGTCAAGGAGTTCCTTAAGGTAATTGCT

TGGAAATTTTAATCATCTCACTATTTGAGAACAATCTGTTAATT

CTGTATTTCTTATA

A/T CATCAATATTGTTCAATGCAGGACCCAAGCAAGTTTGCTGTA

GCTGCAGTTGCTACCCCAGCTGCTGATTCTGGTGCTGCCCC

TGCTGCTGCTGCCAAGG

Ca_LG_1:799854 CCTAAATTGTGTCTGCAATGCCGTTGTGTAGCCTTCAAAATCC

GCAATATTGCGGCTGCAATTGTGGTTGCAGACCGCAATTTAC

AATTGTGTTGCAGTT

T/C GAGTTCCACTTTGCACTGCGATTCCGCGCTACAGCGGCACG

ATTGACATCGTAGCTTAATTTCATACGTCGTTGCTCGTTTTCT

GTGCTCTAAATTTTGA

Ca_LG_1:799879 GTGTAGCCTTCAAAATCCGCAATATTGCGGCTGCAATTGTGG

TTGCAGACCGCAATTTACAATTGTGTTGCAGTTGAGTTCCACT

TTGCACTGCGATTCC

C/T GCGCTACAGCGGCACGATTGACATCGTAGCTTAATTTCATAC

GTCGTTGCTCGTTTTCTGTGCTCTAAATTTTGATTTCACATCC

TTAGGTATCTATAGT

Ca_LG_1:912192 TTAGTTCCTTTTGCGCCTCTCGTGCCTCGTGTTCTGCCGTTTT

TGCTCGCTCTTCAAATGCTGCTATCTGTGCAACTATCTTGTTA

GAGTGCTGAGATAA

A/G GACATTGGCGCAACCTCTAGATGGACGAGAATCTGGGACTA

TACTTGCGACACATGGTCTATAAAGCGAGGATCTATCTCCAA

CACCATAGATCCTCTCT

Ca_LG_1:912201 TTTGCGCCTCTCGTGCCTCGTGTTCTGCCGTTTTTGCTCGCTC

TTCAAATGCTGCTATCTGTGCAACTATCTTGTTAGAGTGCTGA

GATAAGACATTGGC

C/A GCAACCTCTAGATGGACGAGAATCTGGGACTATACTTGCGA

CACATGGTCTATAAAGCGAGGATCTATCTCCAACACCATAGA

TCCTCTCTTTATTCTTC

Ca_LG_1:912209 TCTCGTGCCTCGTGTTCTGCCGTTTTTGCTCGCTCTTCAAATG

CTGCTATCTGTGCAACTATCTTGTTAGAGTGCTGAGATAAGAC

ATTGGCGCAACCTC

C/T TAGATGGACGAGAATCTGGGACTATACTTGCGACACATGGT

CTATAAAGCGAGGATCTATCTCCAACACCATAGATCCTCTCT

TTATTCTTCCCCCAACA

Ca_LG_1:1153230 ACCTCAAGCCATCTAGAAAAGCCAAAGGCAGCTTTTGGGATA

TAATCCGGTGCTTCTCCATCATTCTTGACAAAAGACTGGCATT

TGATTTTGTATACAA

A/G ACTTATCCTTTGTACGACATTGCATTTGATTTTCTCATTTCAT

GTCATATAATGACTGAAAAATTTAAACAGACTGGTACTTGATT

CAAATGGCAGCATT

Ca_LG_1:1153271 ATAATCCGGTGCTTCTCCATCATTCTTGACAAAAGACTGGCAT

TTGATTTTGTATACAAACTTATCCTTTGTACGACATTGCATTTG

ATTTTCTCATTTC

C/G ATGTCATATAATGACTGAAAAATTTAAACAGACTGGTACTTG

ATTCAAATGGCAGCATTAGAGTATTATGTTCTTATCAAACAAC

GTTATTTGTAATTAT

Ca_LG_1:1187336 TATATATCACAAATACCACTATTTGTTGCAAGTTTAAGAGAGA

GTTAATACAACTCCCAAGAACACAAAGTAGATGTTGGCTGCTT

CCTAAATAGTAAGG

G/A CATGATGGAGTCTCCTCCATCAGTGGGCAATCAAAGATCCA

CGTAAATGTTGGCAGCTTCCTAAATGGTAAGACATGATGGA

GAGTAATAGCAAGGGACT

Ca_LG_1:1564405 AACTTTTTGGCCAAATCATAAATTTTTAACACACAATACCATTT

TGTAATAGCAAGATACCTCGTGTGCAGCGTAAATCTCAGTGTT

AAAACCAATCTCG

G/T TCGCCGTGTTCATTAGTACCAAAGCCTCTAGGTTTTCCAAAA

TAGATACCTGAATAACAAACAAAGCAGCAGCAAGACTGAGTT

AGGTGAATTAGCTTCC

Ca_LG_1:1564411 TTGGCCAAATCATAAATTTTTAACACACAATACCATTTTGTAAT

AGCAAGATACCTCGTGTGCAGCGTAAATCTCAGTGTTAAAAC

CAATCTCGTCGCCG

G/A TGTTCATTAGTACCAAAGCCTCTAGGTTTTCCAAAATAGATA

CCTGAATAACAAACAAAGCAGCAGCAAGACTGAGTTAGGTG

AATTAGCTTCCAATATT

Ca_LG_1:1564415 CCAAATCATAAATTTTTAACACACAATACCATTTTGTAATAGCA

AGATACCTCGTGTGCAGCGTAAATCTCAGTGTTAAAACCAATC

TCGTCGCCGTGTT

T/A CATTAGTACCAAAGCCTCTAGGTTTTCCAAAATAGATACCTG

AATAACAAACAAAGCAGCAGCAAGACTGAGTTAGGTGAATTA

GCTTCCAATATTAACA



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 
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Ca_LG_1:1785547 CTCTTTCCCAACTGGATCAAGCCAGCAGATTCAGAGCCACCA

CCTCTTTTGGTTTACAAATGGTGTCAAGGTATAAACAATTTGC

AGGGTATATGGGACA

A/C CCAGTGATGGTCAGTGTGTTGTGATGCTTCAGACGAAGTTT

GAGAAATTTTTCGAGAAGATTGATTTAACAATGTTAAATAGGT

ATGCAATTGTAAACCA

Ca_LG_1:1968008 ACTGTGTTTGAAAGAAAAAAAAAAGTCACTGAAAAACACATAG

TGAAGGTTGTGCTTTTGAGGCCAGCTGTAGCGTCGTGGCTGG

TTGCTAGAAAGACAG

G/A CCGGAGTTGATGGTGACAGATGACTGTATGAAGCCAAAAAA

TTGAAAGACAGAAAAAGGTGGTGCTGTTGGCGGCATTTGCT

GCCGCCGGCAGCGTTAGT

Ca_LG_1:1968018 AAAGAAAAAAAAAAGTCACTGAAAAACACATAGTGAAGGTTGT

GCTTTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGAAA

GACAGCCGGAGTTGA

A/G TGGTGACAGATGACTGTATGAAGCCAAAAAATTGAAAGACA

GAAAAAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGC

AGCGTTAGTGAAGCACAAA

Ca_LG_1:1968019 AAGAAAAAAAAAAGTCACTGAAAAACACATAGTGAAGGTTGTG

CTTTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGAAAG

ACAGCCGGAGTTGAT

T/C GGTGACAGATGACTGTATGAAGCCAAAAAATTGAAAGACAG

AAAAAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGCA

GCGTTAGTGAAGCACAAAG

Ca_LG_1:1968021 GAAAAAAAAAAGTCACTGAAAAACACATAGTGAAGGTTGTGCT

TTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGAAAGAC

AGCCGGAGTTGATGG

G/T TGACAGATGACTGTATGAAGCCAAAAAATTGAAAGACAGAAA

AAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGCAGCG

TTAGTGAAGCACAAAGAC

Ca_LG_1:1968036 CTGAAAAACACATAGTGAAGGTTGTGCTTTTGAGGCCAGCTG

TAGCGTCGTGGCTGGTTGCTAGAAAGACAGCCGGAGTTGATG

GTGACAGATGACTGTA

A/G TGAAGCCAAAAAATTGAAAGACAGAAAAAGGTGGTGCTGTT

GGCGGCATTTGCTGCCGCCGGCAGCGTTAGTGAAGCACAA

AGACGGTCACAAAATCAAA

Ca_LG_1:1968059 GTGCTTTTGAGGCCAGCTGTAGCGTCGTGGCTGGTTGCTAGA

AAGACAGCCGGAGTTGATGGTGACAGATGACTGTATGAAGCC

AAAAAATTGAAAGACA

A/T GAAAAAGGTGGTGCTGTTGGCGGCATTTGCTGCCGCCGGC

AGCGTTAGTGAAGCACAAAGACGGTCACAAAATCAAAACCT

GCTCTGATACCATGTAGAA

Ca_LG_1:3462003 CAAGTAATCATAACATAAAACAAACGGGTGCATGTGATAGAAT

GCATACAGTTCATTTGCAGCATACAGTTGTGCTTCATCTTTAG

GCATGCTGCAATAA

A/C AAGATCAAATTATAATTACTACTATTAGTATTATAAATGCAAG

CATATGTGAAAATGAATATGATTGGTTTTCAAAAAAGCGCAC

CTGTAAAATATGTAA

Ca_LG_1:3462525 CAAGCCAAGCAAACCAAATGGATCAGGAGTAGATTGTGCAGT

TTGCATAGACTTCATGCCATGATCCCTAAAGGACTGATTTGCA

GCTGACATTTGCTGC

C/T AGGCGAAACTGGGACTGGTTCTGGTGTTGTTGATACTGCTG

GATGAGCTGGTCATATGAACCCGTACCAGAAACTGTATTTG

GAGAATTTAGGGGCCTCA

Ca_LG_1:3473190 CAATCCTAATGCTATTTTGAATGGACTAGAGATCATGAAAATG

AACAATTCCATAGGTAGTCTTAGTGCTGCAGCAGCGTCTGGT

ACTGGGGGTGATTCC

C/T TCTGGTTCGAGTTCTAGTAAGGTTGGCGTGATAGCAGGTGT

GAGTGTAGGGATAGTGAGTGCATTGGTCTTGGCCGGTGTTT

TCTGTGTAATGTGCAGGA

Ca_LG_1:3923732 TCCTTTGTGAGGGCTTTTCAGCCAAAAAATCAGCCATATATGA

GGGTAAAGGCTGCCACAAAGGCAATCCATTTGTGACCGCCAC

AAAATCAGTATACCG

G/A TTGCACTTTGTGGCTGCAAAGGCCACCACAAATACTCATTGT

ACCGTTGCCCGTTGTGGCTGCTTAGGCCGCTACAAATTCCT

TCATTTCTGACCGTAAA

Ca_LG_1:4151327 TGATTTTTTCTTCCTGTTAATCTGGTTTTTGCAGCGAGGAGAT

AATTAAAAGCAAATTCAATTCTATGATTGGTCTTGTTGACCGT

GAACGTGTTGATGC

C/G AGCACTGTATGATGATTTTGAAACCGTAAAGGCTCGCGAGG

TGTGTTCAATTTTACTTTGCAGCATTGGTTGCTGTACTACTGA

GATATACTAGTTAGTA
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Ca_LG_1:4210820 GCAGAATCTTGATTGAGCCCGAGGTTCAGCCTTCTGACTTGG

CTACCAGAATCTCAATCGAACCTGAGGATCAGCCTTCTGACT

CGGCTAGCAGCATCTC

C/G GATTGAACTCAAGGATCAGCCTCTTGACTTGGATGGAGATG

ATGCAACTAATAATTTGGCAGCATTTGAATATACTGATGAAC

TATACAATTTCTACAAG

Ca_LG_1:4359791 TTCTTTCCAATTCAATACAAACAAAAACCATAACTGACCTTTAA

TGACCCATCTACCTAATCTTCTCCTTTCCACTGATCCTATTAGC

AGCTTCCCTAAT

T/C TTTTTCAATATAACCCTCAATAGGAGGAGTAAGAGTAGCCAT

AAAACGATTCGCAGGAAAAGGTGAGAAATCAGGCACCGAAG

CAGCTTCTTTCAAACCC

Ca_LG_1:4359834 ATGACCCATCTACCTAATCTTCTCCTTTCCACTGATCCTATTAG

CAGCTTCCCTAATTTTTTCAATATAACCCTCAATAGGAGGAGT

AAGAGTAGCCATA

A/G AAACGATTCGCAGGAAAAGGTGAGAAATCAGGCACCGAAGC

AGCTTCTTTCAAACCCTCAGGCAAAGCTTCAATGGCTTCCTT

TTTCATCCTCAAAAGCG

Ca_LG_1:4359844 TACCTAATCTTCTCCTTTCCACTGATCCTATTAGCAGCTTCCCT

AATTTTTTCAATATAACCCTCAATAGGAGGAGTAAGAGTAGCC

ATAAAACGATTCG

G/A CAGGAAAAGGTGAGAAATCAGGCACCGAAGCAGCTTCTTTC

AAACCCTCAGGCAAAGCTTCAATGGCTTCCTTTTTCATCCTC

AAAAGCGTCGTTTCCGC

Ca_LG_1:4359845 ACCTAATCTTCTCCTTTCCACTGATCCTATTAGCAGCTTCCCTA

ATTTTTTCAATATAACCCTCAATAGGAGGAGTAAGAGTAGCCA

TAAAACGATTCGC

C/T AGGAAAAGGTGAGAAATCAGGCACCGAAGCAGCTTCTTTCA

AACCCTCAGGCAAAGCTTCAATGGCTTCCTTTTTCATCCTCA

AAAGCGTCGTTTCCGCA

Ca_LG_1:4359858 CTTTCCACTGATCCTATTAGCAGCTTCCCTAATTTTTTCAATAT

AACCCTCAATAGGAGGAGTAAGAGTAGCCATAAAACGATTCG

CAGGAAAAGGTGAG

G/C AAATCAGGCACCGAAGCAGCTTCTTTCAAACCCTCAGGCAA

AGCTTCAATGGCTTCCTTTTTCATCCTCAAAAGCGTCGTTTC

CGCAGCTTGTCTCGCTC

Ca_LG_1:4359871 CTATTAGCAGCTTCCCTAATTTTTTCAATATAACCCTCAATAGG

AGGAGTAAGAGTAGCCATAAAACGATTCGCAGGAAAAGGTGA

GAAATCAGGCACCG

G/A AAGCAGCTTCTTTCAAACCCTCAGGCAAAGCTTCAATGGCTT

CCTTTTTCATCCTCAAAAGCGTCGTTTCCGCAGCTTGTCTCG

CTCTATGCTTCCTCAT

Ca_LG_1:4359909 AATAGGAGGAGTAAGAGTAGCCATAAAACGATTCGCAGGAAA

AGGTGAGAAATCAGGCACCGAAGCAGCTTCTTTCAAACCCTC

AGGCAAAGCTTCAATG

G/A GCTTCCTTTTTCATCCTCAAAAGCGTCGTTTCCGCAGCTTGT

CTCGCTCTATGCTTCCTCATCAAAACCCTACTATACTCCTTC

GCCAATCTCCTCCCAT

Ca_LG_1:4359922 AGAGTAGCCATAAAACGATTCGCAGGAAAAGGTGAGAAATCA

GGCACCGAAGCAGCTTCTTTCAAACCCTCAGGCAAAGCTTCA

ATGGCTTCCTTTTTCA

A/G TCCTCAAAAGCGTCGTTTCCGCAGCTTGTCTCGCTCTATGCT

TCCTCATCAAAACCCTACTATACTCCTTCGCCAATCTCCTCC

CATCTTCAGCCGTTAA

Ca_LG_1:4359923 GAGTAGCCATAAAACGATTCGCAGGAAAAGGTGAGAAATCAG

GCACCGAAGCAGCTTCTTTCAAACCCTCAGGCAAAGCTTCAA

TGGCTTCCTTTTTCAT

T/A CCTCAAAAGCGTCGTTTCCGCAGCTTGTCTCGCTCTATGCTT

CCTCATCAAAACCCTACTATACTCCTTCGCCAATCTCCTCCC

ATCTTCAGCCGTTAAT

Ca_LG_1:4359933 AAAACGATTCGCAGGAAAAGGTGAGAAATCAGGCACCGAAGC

AGCTTCTTTCAAACCCTCAGGCAAAGCTTCAATGGCTTCCTTT

TTCATCCTCAAAAGC

C/T GTCGTTTCCGCAGCTTGTCTCGCTCTATGCTTCCTCATCAAA

ACCCTACTATACTCCTTCGCCAATCTCCTCCCATCTTCAGCC

GTTAATTCATACTTGG

Ca_LG_1:4359938 GATTCGCAGGAAAAGGTGAGAAATCAGGCACCGAAGCAGCTT

CTTTCAAACCCTCAGGCAAAGCTTCAATGGCTTCCTTTTTCAT

CCTCAAAAGCGTCGT

T/A TTCCGCAGCTTGTCTCGCTCTATGCTTCCTCATCAAAACCCT

ACTATACTCCTTCGCCAATCTCCTCCCATCTTCAGCCGTTAA

TTCATACTTGGGCAAT
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Ca_LG_1:4950745 AACAAGCCAATCAAATCATGTCGTAAAGCTAAAAACAGAAAGC

AGAAGCTGCATTGCTTTTTGCTGCCTGAAAATTGTATTTCAAG

TAAATTGTTGATAT

T/C CTTTGTCCTACGAACAATAAAGTTGTAAAAATACGATTTTCAA

TCAAACTCAGTTTTGAGCAATCTATTGACGGCATATTTCACA

AGTTGCTACTTTCCT

Ca_LG_1:4950756 CAAATCATGTCGTAAAGCTAAAAACAGAAAGCAGAAGCTGCA

TTGCTTTTTGCTGCCTGAAAATTGTATTTCAAGTAAATTGTTGA

TATCTTTGTCCTAC

C/A GAACAATAAAGTTGTAAAAATACGATTTTCAATCAAACTCAGT

TTTGAGCAATCTATTGACGGCATATTTCACAAGTTGCTACTTT

CCTGCACTTTTTTT

Ca_LG_1:4950763 TGTCGTAAAGCTAAAAACAGAAAGCAGAAGCTGCATTGCTTTT

TGCTGCCTGAAAATTGTATTTCAAGTAAATTGTTGATATCTTTG

TCCTACGAACAAT

T/C AAAGTTGTAAAAATACGATTTTCAATCAAACTCAGTTTTGAGC

AATCTATTGACGGCATATTTCACAAGTTGCTACTTTCCTGCA

CTTTTTTTCTTCCAC

Ca_LG_1:4950774 TAAAAACAGAAAGCAGAAGCTGCATTGCTTTTTGCTGCCTGAA

AATTGTATTTCAAGTAAATTGTTGATATCTTTGTCCTACGAACA

ATAAAGTTGTAAA

A/T AATACGATTTTCAATCAAACTCAGTTTTGAGCAATCTATTGAC

GGCATATTTCACAAGTTGCTACTTTCCTGCACTTTTTTTCTTC

CACTAACAGAAATT

Ca_LG_1:4950805 TTGCTGCCTGAAAATTGTATTTCAAGTAAATTGTTGATATCTTT

GTCCTACGAACAATAAAGTTGTAAAAATACGATTTTCAATCAA

ACTCAGTTTTGAG

G/A CAATCTATTGACGGCATATTTCACAAGTTGCTACTTTCCTGC

ACTTTTTTTCTTCCACTAACAGAAATTTTCTAGAAACATATTTT

TTATATAACATCAA

Ca_LG_1:5103778 CAGTACTAATTGAGAGCAAACTAATTTGTGTTTGTATAGTTCT

CAAGTAACTGTCATAAATCAATGCTTTCGGTGTTGACGGCGC

CGCCGTAACTGGTGG

G/T CATCTCCACCGGAGTTGTCTCATATTCCATTGCCTTGTGGAG

CGGGTTGCTGCCTTTACCATTTGGGACTGGCCATGAGACAT

ACATATATAACACGAAT

Ca_LG_1:5103786 ATTGAGAGCAAACTAATTTGTGTTTGTATAGTTCTCAAGTAACT

GTCATAAATCAATGCTTTCGGTGTTGACGGCGCCGCCGTAAC

TGGTGGCATCTCCA

A/G CCGGAGTTGTCTCATATTCCATTGCCTTGTGGAGCGGGTTG

CTGCCTTTACCATTTGGGACTGGCCATGAGACATACATATAT

AACACGAATTATGATAT

Ca_LG_1:5212532 GAGAACAAGTGTCTATCTAATCAAGAAGAAGAGTGAAGTGTT

GGCTGTGTGTAGAGGGTTCAAGCTAATGGCAGAAAAACAAAG

TGGCTGCAAGATTGTA

A/G TCATTCATTAATGATTTTACAAAGAAAAATTGGGTCTATCTAA

TCAAGAAGAAGAGTGAAGTGTTGGCTGTGTGTAGAGGGTTC

AAGCTAATGGCAAAAA

Ca_LG_1:5212680 AAGAAGAGTGAAGTGTTGGCTGTGTGTAGAGGGTTCAAGCTA

ATGGCAAAAAAACAAAGTGGCTGCAATCTTAAAGGGATTAGA

ACATATGGAGGTGGTG

G/A AGTATCAATCTTATGAATTTTATGACAAAGAAAATTATTCATG

AAGTAACTGCACCATATATATCAGGACATAATAGAACTGCAT

AAAGGAGAAATAGAA

Ca_LG_1:5858788 CTCAACCGAAGAGCAGCCCATGCCAATGCGCAACATGTTCGT

TCAAGCAGTGAATATCTTGTTTCACAACTGGTGAACTTTTTTCT

CAAATAATAAATAA

A/G CATGTTCTTTCCTACCAGATTCATCATGCTTCCCCAGTACAC

AACCCATTGACTCGTCAAGTATTGTTAAGTACATAATAAGTG

ATTTCCCAGGAACATG

Ca_LG_1:6309152 ATGAATCAAAATATAAAAACAGACATACTGAACAATATAAGAA

TTAAAATAAGTTTTGATATTCCAGGATTGATTAACCTGAGCGG

AATCAGAAATCAAC

C/A AGCAACACAAGATCACTGCTCGATACAGTTTCCCATATATCA

CCTAGAGTCCCATTTTCTTCAGAAAACCCAGCAGCTCTAGCT

TCAGCAAAGGAACTAG

Ca_LG_1:6309158 CAAAATATAAAAACAGACATACTGAACAATATAAGAATTAAAAT

AAGTTTTGATATTCCAGGATTGATTAACCTGAGCGGAATCAGA

AATCAACAGCAAC

C/T ACAAGATCACTGCTCGATACAGTTTCCCATATATCACCTAGA

GTCCCATTTTCTTCAGAAAACCCAGCAGCTCTAGCTTCAGCA

AAGGAACTAGAACCTT
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Ca_LG_1:6436343 ATCTAAGGATCTAGCAAAGATGACGACAGCAACATTATTTGGA

AAATTAAGGGAACATGAAATGGAATTACAACGACTGGATGAAT

CAGAAATGGAAAGT

T/C AGGAAAAAGAAAGGTTTATCTCTGAAGGTTCAAGCAAAGCAA

TCTAAACCTGAATCCGATAGCTACTCAAATGAATCCAGCAGT

GAAAATGAAGAGACTG

Ca_LG_1:6462414 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNCGTATGTGGCGGCCTTT

GCCGCCACAAAATGCAAT

T/C GGATATAAAAATTTGTGGCGGCCTGGACGGCCAGAAAAGCC

AACGTCTCTTTATTCCTTTGTGGCGGCCTTTGCAGCCACAAA

CTGCAACGTCACTTCAA

Ca_LG_1:6462446 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCGTATGTG

GCGGCCTTTGCCGCCACAAAATGCAATGGATATAAAAATTTGT

GGCGGCCTGGACGGCC

C/T AGAAAAGCCAACGTCTCTTTATTCCTTTGTGGCGGCCTTTGC

AGCCACAAACTGCAACGTCACTTCAAGTATTTGTGGCTGCAT

TTACCCTCACAAAATT

Ca_LG_1:6800039 TGTCTAAAACGCATGCAGCCTCTTCTCTCTTATTTTTGCAACC

CACCGCTGCACTGGGGTAAAAGGGGCATATCACATCTAAGTC

CAAGTAGCAGCTGCT

T/G TCAGACCGATTTTGGTGCAATTTGCAGCTGCGGTAGCTACTC

CTGCAAAACGCAACTCATTGGACTGTTGCGCCACAATAGAG

CTCACCACCGCACAACT

Ca_LG_1:6800040 GTCTAAAACGCATGCAGCCTCTTCTCTCTTATTTTTGCAACCC

ACCGCTGCACTGGGGTAAAAGGGGCATATCACATCTAAGTCC

AAGTAGCAGCTGCTT

T/A CAGACCGATTTTGGTGCAATTTGCAGCTGCGGTAGCTACTC

CTGCAAAACGCAACTCATTGGACTGTTGCGCCACAATAGAG

CTCACCACCGCACAACTG

Ca_LG_1:6822949 CAACAGCTATGCCAAGTTTCTCCCGGATAGAGGACACTCGTT

GTTCTGAATGTTCGAGTTCATTTGCTTTCTCACGCAATTCAGT

ACGTGCAGCAGTAAT

T/G AGCTTCCTCAGCTTGATGTAAGCTTTCCCTTAGAACAAATAT

TTCATTTTCATTCTCAAGACGCAGCATATCTTGACGATGCAT

CTTTTCCTTCAGTTGA

Ca_LG_1:6824151 GCAAGTTCGATGTTGGATGCTTCCAAATCTGAACAATGCTGCT

TCAATCCTTCAAACTGGTCCTTGAGATCACTGTACTTTGCATC

CTCAATTTTCCTAC

C/T CGTCTCGTTCCCCCTTGAACAATACAGCTGCCCTCTGAACAT

CCAGCTTCCAATTTAAAAGCAATTTTCTCAAGTTTCCTACTTG

CTCTTCAGTCAACAT

Ca_LG_1:6824153 AAGTTCGATGTTGGATGCTTCCAAATCTGAACAATGCTGCTTC

AATCCTTCAAACTGGTCCTTGAGATCACTGTACTTTGCATCCT

CAATTTTCCTACCG

G/A TCTCGTTCCCCCTTGAACAATACAGCTGCCCTCTGAACATCC

AGCTTCCAATTTAAAAGCAATTTTCTCAAGTTTCCTACTTGCT

CTTCAGTCAACATAA

Ca_LG_1:6824162 GTTGGATGCTTCCAAATCTGAACAATGCTGCTTCAATCCTTCA

AACTGGTCCTTGAGATCACTGTACTTTGCATCCTCAATTTTCC

TACCGTCTCGTTCC

C/T CCCTTGAACAATACAGCTGCCCTCTGAACATCCAGCTTCCAA

TTTAAAAGCAATTTTCTCAAGTTTCCTACTTGCTCTTCAGTCA

ACATAATCAATGAGT

Ca_LG_1:6826878 CAAATTAGTTTCCTCTCCTGTATCATTTTCCCTGACCGCTGAC

GACGAATCAACAGATGGTTCAACATTATCAGGAGCTGCTGAG

CTTGCCAAAGACTGT

T/C GACTCTAATGATTCGGTGATAACCACATTGGGGTCACTGTTG

GTTTCAAGATTTCCATCAGTAACCTGTGATGATCTTGTTGAA

ATAGAGGTAACACTAG

Ca_LG_1:6826986 TGATTCGGTGATAACCACATTGGGGTCACTGTTGGTTTCAAGA

TTTCCATCAGTAACCTGTGATGATCTTGTTGAAATAGAGGTAA

CACTAGCAGCATCA

A/G GAATCAGCATCGGACTCGGGTATCTGATGCTTGGAAGATTTT

TTTGATGATTTCCCACGGCTACTACCACCTTTATTGTCCTTGT

CCTTCTTTTGACGAT

Ca_LG_1:7226629 AGAATATAATGAGCAGCAGCGAGAATGTAATGAGCAGCAGCG

AGAATGTAATGAGCAGCAGCGAGAATGTAATGAGCAGCAGCG

AGAATGTAATGAGCAA

A/G CAGCGAGAATGACCCAGAAACGCAGTAACGATCGGCAGCG

AGAAAGACCCAGAAACGCAGTAACGAGCAGCAGCGAGAAA

CAACCCAAAAGCACAATCGC
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Ca_LG_1:7406703 TGAACCTGTCATTGATGAATTGGAGTGATTCGCAGCTGGAGA

ATCGTTTGAAGATTCCTCGGAGAATCTCGGAACCGAAACATT

GGGAAAGTTGAGGCGG

G/C GCACAAGAACCATACATTGCCCTGGCTGCTTCATCGTATGCA

AGAGCAGCACCAATGGCAGTCAAAAAAGTACCTAGCCATAA

CCTTTTCCCTCTGTTCG

Ca_LG_1:8617451 GTTGGAATTGAGGCAGAAGATGAGAAGATTGAGCTTCTCCTA

ACTGAAGTTAAGGGAAAAGATTTTGCCGAGCTTATTGCTAGTG

GAAGAGAAAAGTTGT

T/G CTTCAGTTCCTTCTGGTGGTGGTGCTGTTGCTGTTTCTGCTG

CACCTGCCGGAGGTGCTGCAGCTGCCGCACCTGCTGCTGA

AGCAAAGGAGGAGAAGAA

Ca_LG_1:8617453 TGGAATTGAGGCAGAAGATGAGAAGATTGAGCTTCTCCTAAC

TGAAGTTAAGGGAAAAGATTTTGCCGAGCTTATTGCTAGTGG

AAGAGAAAAGTTGTCT

T/A TCAGTTCCTTCTGGTGGTGGTGCTGTTGCTGTTTCTGCTGCA

CCTGCCGGAGGTGCTGCAGCTGCCGCACCTGCTGCTGAAG

CAAAGGAGGAGAAGAAGG

Ca_LG_1:8617459 TGAGGCAGAAGATGAGAAGATTGAGCTTCTCCTAACTGAAGT

TAAGGGAAAAGATTTTGCCGAGCTTATTGCTAGTGGAAGAGA

AAAGTTGTCTTCAGTT

T/G CCTTCTGGTGGTGGTGCTGTTGCTGTTTCTGCTGCACCTGC

CGGAGGTGCTGCAGCTGCCGCACCTGCTGCTGAAGCAAAG

GAGGAGAAGAAGGTCGAAG

Ca_LG_1:8617462 GGCAGAAGATGAGAAGATTGAGCTTCTCCTAACTGAAGTTAA

GGGAAAAGATTTTGCCGAGCTTATTGCTAGTGGAAGAGAAAA

GTTGTCTTCAGTTCCT

T/C TCTGGTGGTGGTGCTGTTGCTGTTTCTGCTGCACCTGCCGG

AGGTGCTGCAGCTGCCGCACCTGCTGCTGAAGCAAAGGAG

GAGAAGAAGGTCGAAGAAA

Ca_LG_1:8617489 CCTAACTGAAGTTAAGGGAAAAGATTTTGCCGAGCTTATTGCT

AGTGGAAGAGAAAAGTTGTCTTCAGTTCCTTCTGGTGGTGGT

GCTGTTGCTGTTTCT

T/C GCTGCACCTGCCGGAGGTGCTGCAGCTGCCGCACCTGCTG

CTGAAGCAAAGGAGGAGAAGAAGGTCGAAGAAAAGGAAGA

ATCCGATGATGTAAGTTTTG

Ca_LG_1:8658689 TATCTTAATATGCTTGACCAATAGTCTCAATTTCAGATATATGT

GCCTCAACCTCTTTAACTTTAACAGCTTCACTCAGCTCCAACT

TGTTTCTTTCAAT

T/A TGCATCCAGCTTGGACTTTAAGTCCTCTATTTCAGCTTATGT

GGCTTTAAGCATTTGTTCACAAGTAGCTTCAGCTTCATTAGC

AGCTTTTATTCTCAAC

Ca_LG_1:8658704 GACCAATAGTCTCAATTTCAGATATATGTGCCTCAACCTCTTT

AACTTTAACAGCTTCACTCAGCTCCAACTTGTTTCTTTCAATTG

CATCCAGCTTGGA

A/C CTTTAAGTCCTCTATTTCAGCTTATGTGGCTTTAAGCATTTGT

TCACAAGTAGCTTCAGCTTCATTAGCAGCTTTTATTCTCAACT

TTAGACCATGTTCA

Ca_LG_1:8658706 CCAATAGTCTCAATTTCAGATATATGTGCCTCAACCTCTTTAAC

TTTAACAGCTTCACTCAGCTCCAACTTGTTTCTTTCAATTGCAT

CCAGCTTGGACT

T/C TTAAGTCCTCTATTTCAGCTTATGTGGCTTTAAGCATTTGTTC

ACAAGTAGCTTCAGCTTCATTAGCAGCTTTTATTCTCAACTTT

AGACCATGTTCATC

Ca_LG_1:8658724 GATATATGTGCCTCAACCTCTTTAACTTTAACAGCTTCACTCA

GCTCCAACTTGTTTCTTTCAATTGCATCCAGCTTGGACTTTAA

GTCCTCTATTTCAG

G/A CTTATGTGGCTTTAAGCATTTGTTCACAAGTAGCTTCAGCTT

CATTAGCAGCTTTTATTCTCAACTTTAGACCATGTTCATCTAA

AGCATTTTTCAGTAT

Ca_LG_1:8658742 TCTTTAACTTTAACAGCTTCACTCAGCTCCAACTTGTTTCTTTC

AATTGCATCCAGCTTGGACTTTAAGTCCTCTATTTCAGCTTAT

GTGGCTTTAAGCA

A/G TTTGTTCACAAGTAGCTTCAGCTTCATTAGCAGCTTTTATTCT

CAACTTTAGACCATGTTCATCTAAAGCATTTTTCAGTATTTCA

GCTTGAAAGTGAGG

Ca_LG_1:8847140 CTGAAAAATGTCTTTACATTGGATGGTTTTGGGTTTTGATGAT

CCCTACCTTATTGACCGCAACTTTTGTATTTATTATCACTTTCA

TTCTTGCCCCTCT

T/C AGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGCATCTC

TACTTTACAAAAACAATATTATTTTTGGTGCCATTATTCCTAC

TTCTGCGGCTATTGG
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Ca_LG_1:8847161 GATGGTTTTGGGTTTTGATGATCCCTACCTTATTGACCGCAAC

TTTTGTATTTATTATCACTTTCATTCTTGCCCCTCTAGTAGATA

GTGACGGTATTCA

A/G TGAGCCTATTTTCTGCATCTCTACTTTACAAAAACAATATTAT

TTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAAC

TTTTACCCAATATG

Ca_LG_1:8847177 GATGATCCCTACCTTATTGACCGCAACTTTTGTATTTATTATCA

CTTTCATTCTTGCCCCTCTAGTAGATAGTGACGGTATTCATGA

GCCTATTTTCTGC

C/G ATCTCTACTTTACAAAAACAATATTATTTTTGGTGCCATTATT

CCTACTTCTGCGGCTATTGGTTTTAACTTTTACCCAATATGG

GAAGTTGTATCAAGT

Ca_LG_1:8847190 TTATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGC

CCCTCTAGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGC

ATCTCTACTTTAC

C/T AAAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGG

CTATTGGTTTTAACTTTTACCCAATATGGGAAGTTGTATCAAG

TTGATGAATGGTTA

Ca_LG_1:8847191 TATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGCC

CCTCTAGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGCA

TCTCTACTTTACA

A/G AAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGC

TATTGGTTTTAACTTTTACCCAATATGGGAAGTTGTATCAAGT

TGATGAATGGTTAT

Ca_LG_1:8847192 ATTGACCGCAACTTTTGTATTTATTATCACTTTCATTCTTGCCC

CTCTAGTAGATAGTGACGGTATTCATGAGCCTATTTTCTGCAT

CTCTACTTTACAA

A/G AAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGCT

ATTGGTTTTAACTTTTACCCAATATGGGAAGTTGTATCAAGTT

GATGAATGGTTATA

Ca_LG_1:8847207 TGTATTTATTATCACTTTCATTCTTGCCCCTCTAGTAGATAGTG

ACGGTATTCATGAGCCTATTTTCTGCATCTCTACTTTACAAAAA

CAATATTATTTT

T/C TGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAACTTT

TACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTATA

CAATGGCGATCTGTA

Ca_LG_1:8847244 GATAGTGACGGTATTCATGAGCCTATTTTCTGCATCTCTACTT

TACAAAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGC

GGCTATTGGTTTT

T/G AACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATG

GTTATACAATGGCGATCTGTATGAACTAATTGTTCTACACTTC

TTACTTGGTGTAGCT

Ca_LG_1:8847245 ATAGTGACGGTATTCATGAGCCTATTTTCTGCATCTCTACTTTA

CAAAAACAATATTATTTTTGGTGCCATTATTCCTACTTCTGCGG

CTATTGGTTTTA

A/C ACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGG

TTATACAATGGCGATCTGTATGAACTAATTGTTCTACACTTCT

TACTTGGTGTAGCTT

Ca_LG_1:8847253 GGTATTCATGAGCCTATTTTCTGCATCTCTACTTTACAAAAACA

ATATTATTTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGT

TTTAACTTTTAC

C/T CCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTATACAA

TGGCGATCTGTATGAACTAATTGTTCTACACTTCTTACTTGGT

GTAGCTTGTTACATG

Ca_LG_1:8847300 TTATTTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTT

AACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGG

TTATACAATGGCG

G/A ATCTGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGC

TTGTTACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGG

TATGTGCCCTTGGAT

Ca_LG_1:8847301 TATTTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTA

ACTTTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGT

TATACAATGGCGA

A/G TCTGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCT

TGTTACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGT

ATGTGCCCTTGGATT

Ca_LG_1:8847304 TTTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAACT

TTTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTAT

ACAATGGCGATCT

T/C GTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGT

TACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGTATG

TGCCCTTGGATTGTT
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Ca_LG_1:8847305 TTTGGTGCCATTATTCCTACTTCTGCGGCTATTGGTTTTAACTT

TTACCCAATATGGGAAGTTGTATCAAGTTGATGAATGGTTATA

CAATGGCGATCTG

G/A TATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGTT

ACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGTATGT

GCCCTTGGATTGTTG

Ca_LG_1:8847355 AATATGGGAAGTTGTATCAAGTTGATGAATGGTTATACAATGG

CGATCTGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTA

GCTTGTTACATGGT

T/G TCGTGAATGGGAACTTAGTTTTCGTCTGGGTATGTGCCCTTG

GATTGTTGTTGCATATTCAACTCCTATTGCAATTGCTACTGTT

TTCTTGATCTACCCA

Ca_LG_1:8847362 GAAGTTGTATCAAGTTGATGAATGGTTATACAATGGCGATCTG

TATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGTTA

CATGGTTCGTGAA

A/G TGGGAACTTAGTTTTCGTCTGGGTATGTGCCCTTGGATTGTT

GTTGCATATTCAACTCCTATTGCAATTGCTACTGTTTTCTTGA

TCTACCCAATAGGTC

Ca_LG_1:8847390 TACAATGGCGATCTGTATGAACTAATTGTTCTACACTTCTTACT

TGGTGTAGCTTGTTACATGGTTCGTGAATGGGAACTTAGTTTT

CGTCTGGGTATGT

T/C GCCCTTGGATTGTTGTTGCATATTCAACTCCTATTGCAATTG

CTACTGTTTTCTTGATCTACCCAATAGGTCAAGGAAGCTTTTT

AGATGGTATTCCTCT

Ca_LG_1:8847403 TGTATGAACTAATTGTTCTACACTTCTTACTTGGTGTAGCTTGT

TACATGGTTCGTGAATGGGAACTTAGTTTTCGTCTGGGTATGT

GCCCTTGGATTGT

T/C TGTTGCATATTCAACTCCTATTGCAATTGCTACTGTTTTCTTG

ATCTACCCAATAGGTCAAGGAAGCTTTTTAGATGGTATTCCT

CTAGGAATTTATGGT

Ca_LG_1:8847417 GTTCTACACTTCTTACTTGGTGTAGCTTGTTACATGGTTCGTG

AATGGGAACTTAGTTTTCGTCTGGGTATGTGCCCTTGGATTGT

TGTTGCATATTCAA

A/G CTCCTATTGCAATTGCTACTGTTTTCTTGATCTACCCAATAGG

TCAAGGAAGCTTTTTAGATGGTATTCCTCTAGGAATTTATGG

TACTTTAAACTTTAT

Ca_LG_1:8847423 CACTTCTTACTTGGTGTAGCTTGTTACATGGTTCGTGAATGGG

AACTTAGTTTTCGTCTGGGTATGTGCCCTTGGATTGTTGTTGC

ATATTCAACTCCTA

A/G TTGCAATTGCTACTGTTTTCTTGATCTACCCAATAGGTCAAG

GAAGCTTTTTAGATGGTATTCCTCTAGGAATTTATGGTACTTT

AAACTTTATGATTGT

Ca_LG_1:8847470 TAGTTTTCGTCTGGGTATGTGCCCTTGGATTGTTGTTGCATAT

TCAACTCCTATTGCAATTGCTACTGTTTTCTTGATCTACCCAAT

AGGTCAAGGAAGC

C/T TTTTTAGATGGTATTCCTCTAGGAATTTATGGTACTTTAAACT

TTATGATTGTATTTCAAGCTAAGCATAATATTCTTATGCACCC

ATTTCACATGTTAG

Ca_LG_1:8847475 TTCGTCTGGGTATGTGCCCTTGGATTGTTGTTGCATATTCAAC

TCCTATTGCAATTGCTACTGTTTTCTTGATCTACCCAATAGGTC

AAGGAAGCTTTTT

T/C AGATGGTATTCCTCTAGGAATTTATGGTACTTTAAACTTTATG

ATTGTATTTCAAGCTAAGCATAATATTCTTATGCACCCATTTC

ACATGTTAGGTGTA

Ca_LG_1:8847485 TATGTGCCCTTGGATTGTTGTTGCATATTCAACTCCTATTGCA

ATTGCTACTGTTTTCTTGATCTACCCAATAGGTCAAGGAAGCT

TTTTAGATGGTATT

T/G CCTCTAGGAATTTATGGTACTTTAAACTTTATGATTGTATTTC

AAGCTAAGCATAATATTCTTATGCACCCATTTCACATGTTAG

GTGTAGTTTGTGTAA

Ca_LG_1:8847499 TTGTTGTTGCATATTCAACTCCTATTGCAATTGCTACTGTTTTC

TTGATCTACCCAATAGGTCAAGGAAGCTTTTTAGATGGTATTC

CTCTAGGAATTTA

A/C TGGTACTTTAAACTTTATGATTGTATTTCAAGCTAAGCATAAT

ATTCTTATGCACCCATTTCACATGTTAGGTGTAGTTTGTGTAA

TCGGCGGCTCTTTA

Ca_LG_1:8847509 ATATTCAACTCCTATTGCAATTGCTACTGTTTTCTTGATCTACC

CAATAGGTCAAGGAAGCTTTTTAGATGGTATTCCTCTAGGAAT

TTATGGTACTTTA

A/C AACTTTATGATTGTATTTCAAGCTAAGCATAATATTCTTATGC

ACCCATTTCACATGTTAGGTGTAGTTTGTGTAATCGGCGGCT

CTTTATTTAGTGTTA
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Ca_LG_1:8847682 TAATCGGCGGCTCTTTATTTAGTGTTATGCACAGTTCCTTGGT

AACTTCTAGTTTGATCAGGGAAACAGCAAAAAATGAATCTACT

AATGAAGGTTACAA

A/G ATTTAGTCAAGAGGAAGAAACCTATAATATTGTAGCTGCTCA

TGGTTATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAA

CATTTCTCGTCTTTAC

Ca_LG_1:8847686 CGGCGGCTCTTTATTTAGTGTTATGCACAGTTCCTTGGTAACT

TCTAGTTTGATCAGGGAAACAGCAAAAAATGAATCTACTAATG

AAGGTTACAAATTT

T/C AGTCAAGAGGAAGAAACCTATAATATTGTAGCTGCTCATGGT

TATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAACATTT

CTCGTCTTTACATTT

Ca_LG_1:8847687 GGCGGCTCTTTATTTAGTGTTATGCACAGTTCCTTGGTAACTT

CTAGTTTGATCAGGGAAACAGCAAAAAATGAATCTACTAATGA

AGGTTACAAATTTA

A/G GTCAAGAGGAAGAAACCTATAATATTGTAGCTGCTCATGGTT

ATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAACATTTC

TCGTCTTTACATTTC

Ca_LG_1:8847757 ATGAATCTACTAATGAAGGTTACAAATTTAGTCAAGAGGAAGA

AACCTATAATATTGTAGCTGCTCATGGTTATTTTGGCCGATTG

ATCTTCCAATATGT

T/C GAGCTTCAACATTTCTCGTCTTTACATTTCTTTCTAGCTACTT

GGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGTATCAACG

CTATGAATTTCAATT

Ca_LG_1:8847761 ATCTACTAATGAAGGTTACAAATTTAGTCAAGAGGAAGAAACC

TATAATATTGTAGCTGCTCATGGTTATTTTGGCCGATTGATCTT

CCAATATGTGAGC

C/T TTCAACATTTCTCGTCTTTACATTTCTTTCTAGCTACTTGGCC

TGTAGTAGGTATTTGGTTTACCGCCTTAGGTATCAACGCTAT

GAATTTCAATTTAAA

Ca_LG_1:8847769 ATGAAGGTTACAAATTTAGTCAAGAGGAAGAAACCTATAATAT

TGTAGCTGCTCATGGTTATTTTGGCCGATTGATCTTCCAATAT

GTGAGCTTCAACAT

T/A TTCTCGTCTTTACATTTCTTTCTAGCTACTTGGCCTGTAGTAG

GTATTTGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCA

ATTTAAATGGTTTCA

Ca_LG_1:8847797 AGAAACCTATAATATTGTAGCTGCTCATGGTTATTTTGGCCGA

TTGATCTTCCAATATGTGAGCTTCAACATTTCTCGTCTTTACAT

TTCTTTCTAGCTA

A/G CTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGTATCA

ACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATC

CATAGTTGACAGTCA

Ca_LG_1:8847817 CTGCTCATGGTTATTTTGGCCGATTGATCTTCCAATATGTGAG

CTTCAACATTTCTCGTCTTTACATTTCTTTCTAGCTACTTGGCC

TGTAGTAGGTATT

T/C TGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAA

ATGGTTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTC

GTGTAATTAATACAT

Ca_LG_1:8847829 ATTTTGGCCGATTGATCTTCCAATATGTGAGCTTCAACATTTCT

CGTCTTTACATTTCTTTCTAGCTACTTGGCCTGTAGTAGGTATT

TGGTTTACCGCC

C/G TTAGGTATCAACGCTATGAATTTCAATTTAAATGGTTTCAGTT

TTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATTAATA

CATGGATTGCTATTA

Ca_LG_1:8847840 TTGATCTTCCAATATGTGAGCTTCAACATTTCTCGTCTTTACAT

TTCTTTCTAGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCG

CCTTAGGTATCAA

A/G CGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATCC

ATAGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCT

ATTATTAATCGTGTT

Ca_LG_1:8847842 GATCTTCCAATATGTGAGCTTCAACATTTCTCGTCTTTACATTT

CTTTCTAGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCC

TTAGGTATCAACG

G/A CTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATCCAT

AGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCTAT

TATTAATCGTGTTAA

Ca_LG_1:8847848 CCAATATGTGAGCTTCAACATTTCTCGTCTTTACATTTCTTTCT

AGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGT

ATCAACGCTATGA

A/G ATTTCAATTTAAATGGTTTCAGTTTTAACCAATCCATAGTTGA

CAGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTAAT

CGTGTTAACCTTGG
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Ca_LG_1:8847849 CAATATGTGAGCTTCAACATTTCTCGTCTTTACATTTCTTTCTA

GCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGTA

TCAACGCTATGAA

A/C TTTCAATTTAAATGGTTTCAGTTTTAACCAATCCATAGTTGAC

AGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTAATC

GTGTTAACCTTGGT

Ca_LG_1:8847870 TCTCGTCTTTACATTTCTTTCTAGCTACTTGGCCTGTAGTAGG

TATTTGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCAATT

TAAATGGTTTCAG

G/A TTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATTAAT

ACATGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGAA

GTTATGCATGAATGT

Ca_LG_1:8847884 TTCTTTCTAGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCG

CCTTAGGTATCAACGCTATGAATTTCAATTTAAATGGTTTCAGT

TTTAACCAATCCA

A/G TAGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCTA

TTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCATGAAT

GTAATGCTCATAATTT

Ca_LG_1:8847892 AGCTACTTGGCCTGTAGTAGGTATTTGGTTTACCGCCTTAGGT

ATCAACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCA

ATCCATAGTTGAC

C/T AGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTAATC

GTGTTAACCTTGGTATGGAAGTTATGCATGAATGTAATGCTC

ATAATTTCCCTATAG

Ca_LG_1:8847916 TTGGTTTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAA

ATGGTTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCG

TGTAATTAATACA

A/C TGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGAAGTTA

TGCATGAATGTAATGCTCATAATTTCCCTATAGACCTAACTAC

GGTCGAGGTTCCAT

Ca_LG_1:8847920 TTTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAAATG

GTTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGT

AATTAATACATGGA

A/G TTGCTATTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCA

TGAATGTAATGCTCATAATTTCCCTATAGACCTAACTACGGT

CGAGGTTCCATCTAT

Ca_LG_1:8847921 TTACCGCCTTAGGTATCAACGCTATGAATTTCAATTTAAATGG

TTTCAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTA

ATTAATACATGGAT

T/C TGCTATTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCAT

GAATGTAATGCTCATAATTTCCCTATAGACCTAACTACGGTC

GAGGTTCCATCTATA

Ca_LG_1:8847924 CCGCCTTAGGTATCAACGCTATGAATTTCAATTTAAATGGTTT

CAGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATT

AATACATGGATTGC

C/A TATTATTAATCGTGTTAACCTTGGTATGGAAGTTATGCATGAA

TGTAATGCTCATAATTTCCCTATAGACCTAACTACGGTCGAG

GTTCCATCTATAAAT

Ca_LG_1:8847934 TATCAACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACC

AATCCATAGTTGACAGTCAAGGTCGTGTAATTAATACATGGAT

TGCTATTATTAAT

T/C CGTGTTAACCTTGGTATGGAAGTTATGCATGAATGTAATGCT

CATAATTTCCCTATAGACCTAACTACGGTCGAGGTTCCATCT

ATAAATGGATAATATT

Ca_LG_1:8847939 ACGCTATGAATTTCAATTTAAATGGTTTCAGTTTTAACCAATCC

ATAGTTGACAGTCAAGGTCGTGTAATTAATACATGGATTGCTA

TTATTAATCGTGT

T/C TAACCTTGGTATGGAAGTTATGCATGAATGTAATGCTCATAA

TTTCCCTATAGACCTAACTACGGTCGAGGTTCCATCTATAAA

TGGATAATATTTTAGT

Ca_LG_1:8847968 AGTTTTAACCAATCCATAGTTGACAGTCAAGGTCGTGTAATTA

ATACATGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGA

AGTTATGCATGAAT

T/C GTAATGCTCATAATTTCCCTATAGACCTAACTACGGTCGAGG

TTCCATCTATAAATGGATAATATTTTAGTTTTTAAGAAGGATA

CAAGTTTTTAAAAGT

Ca_LG_1:8847989 GACAGTCAAGGTCGTGTAATTAATACATGGATTGCTATTATTA

ATCGTGTTAACCTTGGTATGGAAGTTATGCATGAATGTAATGC

TCATAATTTCCCTA

A/C TAGACCTAACTACGGTCGAGGTTCCATCTATAAATGGATAAT

ATTTTAGTTTTTAAGAAGGATACAAGTTTTTAAAAGTAAAGGG

CGGGTTGATTTAAAA
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Ca_LG_1:8848011 ATACATGGATTGCTATTATTAATCGTGTTAACCTTGGTATGGA

AGTTATGCATGAATGTAATGCTCATAATTTCCCTATAGACCTA

ACTACGGTCGAGGT

T/C TCCATCTATAAATGGATAATATTTTAGTTTTTAAGAAGGATAC

AAGTTTTTAAAAGTAAAGGGCGGGTTGATTTAAAAGTAAAAT

GCTCATAATCTCAAC

Ca_LG_1:8848055 GTTATGCATGAATGTAATGCTCATAATTTCCCTATAGACCTAA

CTACGGTCGAGGTTCCATCTATAAATGGATAATATTTTAGTTTT

TAAGAAGGATACA

A/G AGTTTTTAAAAGTAAAGGGCGGGTTGATTTAAAAGTAAAATG

CTCATAATCTCAACAATGTTGTATATTAGTTCAAATGCCACTA

TCGGGTTGATTTACA

Ca_LG_1:9430870 GTAGGATCTCGAAGATCTTCTCGATTTCTTGCAGCCAAAGATC

AACCTTGTCGGGGTCATGTTCCCCTTTGAATTTAGGCGGATCT

TGTCGACGAAATTC

C/A ATTCAATGCTCTTGCTGCACTGGCTACTTCATCCTTCTGATC

CCTCTATGCATCTCGTTGAGCCTGGATCGCAGCTTGTTGGG

CCATTGTTGCGGCCATT

Ca_LG_1:9430893 ATTTCTTGCAGCCAAAGATCAACCTTGTCGGGGTCATGTTCCC

CTTTGAATTTAGGCGGATCTTGTCGACGAAATTCATTCAATGC

TCTTGCTGCACTGG

G/C CTACTTCATCCTTCTGATCCCTCTATGCATCTCGTTGAGCCT

GGATCGCAGCTTGTTGGGCCATTGTTGCGGCCATTGCATTC

ATGGCTTGGATTGCTTC

Ca_LG_1:9430907 AAGATCAACCTTGTCGGGGTCATGTTCCCCTTTGAATTTAGGC

GGATCTTGTCGACGAAATTCATTCAATGCTCTTGCTGCACTGG

CTACTTCATCCTTC

C/T TGATCCCTCTATGCATCTCGTTGAGCCTGGATCGCAGCTTGT

TGGGCCATTGTTGCGGCCATTGCATTCATGGCTTGGATTGC

TTCAGTCATGTCGTTTC

Ca_LG_1:9756498 GACTTGGGAACTCTTTGTTATTTCTTGGGGATTAAAGTTGCCT

ACTCTCCTAATGGTTGCCTTATTTCTAAATCGAACTACATTGC

CAACTTTCTTAACT

T/C AGACTCGTCTTTCTGATACTAGAGCAGCAAATACTCCTCTTG

AGTTGAATGTGAAATATGCTTCCTCGGATGGTGTTCCTTTAC

CAGATTCCACTTTGTA

Ca_LG_1:10251478 TTCATCCCATTTTTTTGGGGATAGGCGGCGAATACAAATCTAA

TAAGTGAAGTAGTCGTCGTCTGACCAATTGGCTCGGACACCA

GACCGCTCGTGCCCA

A/G CCCGTTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTAC

GATGCGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGC

GCGCAACCCAAGAAGCT

Ca_LG_1:10251482 TCCCATTTTTTTGGGGATAGGCGGCGAATACAAATCTAATAAG

TGAAGTAGTCGTCGTCTGACCAATTGGCTCGGACACCAGACC

GCTCGTGCCCACCCG

G/A TTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTACGATG

CGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGCGCGC

AACCCAAGAAGCTGGCT

Ca_LG_1:10251507 GAATACAAATCTAATAAGTGAAGTAGTCGTCGTCTGACCAATT

GGCTCGGACACCAGACCGCTCGTGCCCACCCGTTCTGTCTC

GCCCTAAATGGAATGA

A/G CTCTCTTAGTTACGATGCGCCCCGGTTTGAGTCCCCACTTCC

ACTCTTCTCTGCGCGCAACCCAAGAAGCTGGCTTTGCCAAC

ACAACATTAGGGCCGTC

Ca_LG_1:10251522 AAGTGAAGTAGTCGTCGTCTGACCAATTGGCTCGGACACCAG

ACCGCTCGTGCCCACCCGTTCTGTCTCGCCCTAAATGGAATG

ACTCTCTTAGTTACGA

A/C TGCGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGCGC

GCAACCCAAGAAGCTGGCTTTGCCAACACAACATTAGGGCC

GTCCCCTTCATTCTATGC

Ca_LG_1:10251534 CGTCGTCTGACCAATTGGCTCGGACACCAGACCGCTCGTGCC

CACCCGTTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTA

CGATGCGCCCCGGTT

T/C TGAGTCCCCACTTCCACTCTTCTCTGCGCGCAACCCAAGAA

GCTGGCTTTGCCAACACAACATTAGGGCCGTCCCCTTCATT

CTATGCCGACCCCGGCCC

Ca_LG_1:10251546 AATTGGCTCGGACACCAGACCGCTCGTGCCCACCCGTTCTGT

CTCGCCCTAAATGGAATGACTCTCTTAGTTACGATGCGCCCC

GGTTTGAGTCCCCACT

T/G TCCACTCTTCTCTGCGCGCAACCCAAGAAGCTGGCTTTGCC

AACACAACATTAGGGCCGTCCCCTTCATTCTATGCCGACCC

CGGCCCGGGGCTGGCTTT
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Ca_LG_1:10251550 GGCTCGGACACCAGACCGCTCGTGCCCACCCGTTCTGTCTC

GCCCTAAATGGAATGACTCTCTTAGTTACGATGCGCCCCGGT

TTGAGTCCCCACTTCCA

A/G CTCTTCTCTGCGCGCAACCCAAGAAGCTGGCTTTGCCAACA

CAACATTAGGGCCGTCCCCTTCATTCTATGCCGACCCCGGC

CCGGGGCTGGCTTTTTGG

Ca_LG_1:10251559 ACCAGACCGCTCGTGCCCACCCGTTCTGTCTCGCCCTAAATG

GAATGACTCTCTTAGTTACGATGCGCCCCGGTTTGAGTCCCC

ACTTCCACTCTTCTCT

T/C GCGCGCAACCCAAGAAGCTGGCTTTGCCAACACAACATTAG

GGCCGTCCCCTTCATTCTATGCCGACCCCGGCCCGGGGCT

GGCTTTTTGGGAAGCCCGT

Ca_LG_1:10251562 AGACCGCTCGTGCCCACCCGTTCTGTCTCGCCCTAAATGGAA

TGACTCTCTTAGTTACGATGCGCCCCGGTTTGAGTCCCCACTT

CCACTCTTCTCTGCG

G/C CGCAACCCAAGAAGCTGGCTTTGCCAACACAACATTAGGGC

CGTCCCCTTCATTCTATGCCGACCCCGGCCCGGGGCTGGCT

TTTTGGGAAGCCCGTTCC

Ca_LG_1:10251577 ACCCGTTCTGTCTCGCCCTAAATGGAATGACTCTCTTAGTTAC

GATGCGCCCCGGTTTGAGTCCCCACTTCCACTCTTCTCTGCG

CGCAACCCAAGAAGC

C/T TGGCTTTGCCAACACAACATTAGGGCCGTCCCCTTCATTCTA

TGCCGACCCCGGCCCGGGGCTGGCTTTTTGGGAAGCCCGT

TCCCACCGCGCTCACGGC

Ca_LG_1:10761209 TTCACGTGAACCTTCTGATGCAAAGTTGCTGGTGAGTGATGC

TGATGAAGAAAGGAATGCAGCTAAGACAACCCAATCTTCAAT

CCAGAATACTAATAGC

C/A AGTGGTATAGATGTTGAAAAGTCCTGCAATGCTGCTACCACT

GAAGCAGGCTTTAAAAGTTCATCAATAGAGAATAATTCAGGC

AAAGTACATGATGAAT

Ca_LG_1:11501517 CAAGAATGGTCTGAAGAGAAAAGACAAGAATGGCTTTTGTCT

GAGTTGAGTGGGAAAAGGCCATTGTTTGGTCCCGACCTTCCT

CAAACCGAAGAAATTC

C/A AAGATGTCTTGGAGACATTTCGTGTCATAGCAGAATTACCAT

CAGACAACTTTGGAGCCTATATCATATCTATGGCAACTGCAC

CATCTGATGTGCTTGC

Ca_LG_1:11501518 AAGAATGGTCTGAAGAGAAAAGACAAGAATGGCTTTTGTCTG

AGTTGAGTGGGAAAAGGCCATTGTTTGGTCCCGACCTTCCTC

AAACCGAAGAAATTCA

A/G AGATGTCTTGGAGACATTTCGTGTCATAGCAGAATTACCATC

AGACAACTTTGGAGCCTATATCATATCTATGGCAACTGCACC

ATCTGATGTGCTTGCG

Ca_LG_1:11501525 GTCTGAAGAGAAAAGACAAGAATGGCTTTTGTCTGAGTTGAG

TGGGAAAAGGCCATTGTTTGGTCCCGACCTTCCTCAAACCGA

AGAAATTCAAGATGTC

C/T TTGGAGACATTTCGTGTCATAGCAGAATTACCATCAGACAAC

TTTGGAGCCTATATCATATCTATGGCAACTGCACCATCTGAT

GTGCTTGCGGTCGAAC

Ca_LG_1:11501531 AGAGAAAAGACAAGAATGGCTTTTGTCTGAGTTGAGTGGGAA

AAGGCCATTGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATT

CAAGATGTCTTGGAG

G/C ACATTTCGTGTCATAGCAGAATTACCATCAGACAACTTTGGA

GCCTATATCATATCTATGGCAACTGCACCATCTGATGTGCTT

GCGGTCGAACTTCTTC

Ca_LG_1:11501534 GAAAAGACAAGAATGGCTTTTGTCTGAGTTGAGTGGGAAAAG

GCCATTGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATTCAA

GATGTCTTGGAGACA

A/G TTTCGTGTCATAGCAGAATTACCATCAGACAACTTTGGAGCC

TATATCATATCTATGGCAACTGCACCATCTGATGTGCTTGCG

GTCGAACTTCTTCAAC

Ca_LG_1:11501539 GACAAGAATGGCTTTTGTCTGAGTTGAGTGGGAAAAGGCCAT

TGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATTCAAGATGT

CTTGGAGACATTTCG

G/A TGTCATAGCAGAATTACCATCAGACAACTTTGGAGCCTATAT

CATATCTATGGCAACTGCACCATCTGATGTGCTTGCGGTCGA

ACTTCTTCAACGCGAA

Ca_LG_1:11501553 TTGTCTGAGTTGAGTGGGAAAAGGCCATTGTTTGGTCCCGAC

CTTCCTCAAACCGAAGAAATTCAAGATGTCTTGGAGACATTTC

GTGTCATAGCAGAAT

T/C TACCATCAGACAACTTTGGAGCCTATATCATATCTATGGCAA

CTGCACCATCTGATGTGCTTGCGGTCGAACTTCTTCAACGC

GAATGCCACATCAAGAA
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Ca_LG_1:11501576 GCCATTGTTTGGTCCCGACCTTCCTCAAACCGAAGAAATTCAA

GATGTCTTGGAGACATTTCGTGTCATAGCAGAATTACCATCAG

ACAACTTTGGAGCC

C/A TATATCATATCTATGGCAACTGCACCATCTGATGTGCTTGCG

GTCGAACTTCTTCAACGCGAATGCCACATCAAGAATCCGTTA

AGAGTTGTACCGTTGT

Ca_LG_1:11501750 GAATCCGTTAAGAGTTGTACCGTTGTTTGAGAAGCTTGATGAT

CTTGAGGCTGCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTA

GAATGGTACAGAAAC

C/T CGGATCGATGGTAAGCAAGAAGTCATGATTGGATATTCGGA

TTCAGGAAAAGACGCCGGAAGGTTTTCTGCAGCATGGCAGC

TATATAAGGCTCAAGAGG

Ca_LG_1:11501757 TTAAGAGTTGTACCGTTGTTTGAGAAGCTTGATGATCTTGAGG

CTGCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGT

ACAGAAACCGGATCG

G/A ATGGTAAGCAAGAAGTCATGATTGGATATTCGGATTCAGGAA

AAGACGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAG

GCTCAAGAGGAACTCAG

Ca_LG_1:11501759 AAGAGTTGTACCGTTGTTTGAGAAGCTTGATGATCTTGAGGCT

GCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGTAC

AGAAACCGGATCGAT

T/C GGTAAGCAAGAAGTCATGATTGGATATTCGGATTCAGGAAA

AGACGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAGG

CTCAAGAGGAACTCAGAA

Ca_LG_1:11501762 AGTTGTACCGTTGTTTGAGAAGCTTGATGATCTTGAGGCTGCT

CCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATGGTACAGA

AACCGGATCGATGGT

T/G AAGCAAGAAGTCATGATTGGATATTCGGATTCAGGAAAAGA

CGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAAGGCTC

AAGAGGAACTCAGAAATG

Ca_LG_1:11501783 GCTTGATGATCTTGAGGCTGCTCCTGCTGCGTTGGCTCGGCT

GTTCTCAGTAGAATGGTACAGAAACCGGATCGATGGTAAGCA

AGAAGTCATGATTGGA

A/G TATTCGGATTCAGGAAAAGACGCCGGAAGGTTTTCTGCAGC

ATGGCAGCTATATAAGGCTCAAGAGGAACTCAGAAATGTTG

CTCAGAAATTCGGTATTA

Ca_LG_1:11501789 TGATCTTGAGGCTGCTCCTGCTGCGTTGGCTCGGCTGTTCTC

AGTAGAATGGTACAGAAACCGGATCGATGGTAAGCAAGAAGT

CATGATTGGATATTCG

G/T GATTCAGGAAAAGACGCCGGAAGGTTTTCTGCAGCATGGCA

GCTATATAAGGCTCAAGAGGAACTCAGAAATGTTGCTCAGAA

ATTCGGTATTAAGCTAA

Ca_LG_1:11501798 GGCTGCTCCTGCTGCGTTGGCTCGGCTGTTCTCAGTAGAATG

GTACAGAAACCGGATCGATGGTAAGCAAGAAGTCATGATTGG

ATATTCGGATTCAGGA

A/T AAAGACGCCGGAAGGTTTTCTGCAGCATGGCAGCTATATAA

GGCTCAAGAGGAACTCAGAAATGTTGCTCAGAAATTCGGTA

TTAAGCTAACCATGTTCC

Ca_LG_1:11502496 CGTGCGATACCGTGGATCTTTGCATGGACACAAACAAGGTTT

CATCTTCCAGTATGGCTAGGATTTGGAGCAGCATTTAAACAAG

TTATTGAGAAGGATG

G/A TTAAGAATCTTCATATGCTGCAAGAGATGTACAATAAATGGC

CTTTCTTTAGGGTCACAATTGATTTAGTTGAAATGGTGTTTGC

CAAAGGAGACCCTGG

Ca_LG_1:11502500 CGATACCGTGGATCTTTGCATGGACACAAACAAGGTTTCATCT

TCCAGTATGGCTAGGATTTGGAGCAGCATTTAAACAAGTTATT

GAGAAGGATGTTAA

A/G GAATCTTCATATGCTGCAAGAGATGTACAATAAATGGCCTTT

CTTTAGGGTCACAATTGATTTAGTTGAAATGGTGTTTGCCAA

AGGAGACCCTGGAATT

Ca_LG_1:11502501 GATACCGTGGATCTTTGCATGGACACAAACAAGGTTTCATCTT

CCAGTATGGCTAGGATTTGGAGCAGCATTTAAACAAGTTATTG

AGAAGGATGTTAAG

G/A AATCTTCATATGCTGCAAGAGATGTACAATAAATGGCCTTTC

TTTAGGGTCACAATTGATTTAGTTGAAATGGTGTTTGCCAAA

GGAGACCCTGGAATTG

Ca_LG_1:11502510 GATCTTTGCATGGACACAAACAAGGTTTCATCTTCCAGTATGG

CTAGGATTTGGAGCAGCATTTAAACAAGTTATTGAGAAGGATG

TTAAGAATCTTCAT

T/A ATGCTGCAAGAGATGTACAATAAATGGCCTTTCTTTAGGGTC

ACAATTGATTTAGTTGAAATGGTGTTTGCCAAAGGAGACCCT

GGAATTGCAGCTTTGA
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Ca_LG_1:11502516 TGCATGGACACAAACAAGGTTTCATCTTCCAGTATGGCTAGG

ATTTGGAGCAGCATTTAAACAAGTTATTGAGAAGGATGTTAAG

AATCTTCATATGCTG

G/A CAAGAGATGTACAATAAATGGCCTTTCTTTAGGGTCACAATT

GATTTAGTTGAAATGGTGTTTGCCAAAGGAGACCCTGGAATT

GCAGCTTTGAATGATA

Ca_LG_1:11502532 AGGTTTCATCTTCCAGTATGGCTAGGATTTGGAGCAGCATTTA

AACAAGTTATTGAGAAGGATGTTAAGAATCTTCATATGCTGCA

AGAGATGTACAATA

A/C AATGGCCTTTCTTTAGGGTCACAATTGATTTAGTTGAAATGG

TGTTTGCCAAAGGAGACCCTGGAATTGCAGCTTTGAATGATA

GGCTCCTAGTTTCACA

Ca_LG_1:11502555 AGGATTTGGAGCAGCATTTAAACAAGTTATTGAGAAGGATGTT

AAGAATCTTCATATGCTGCAAGAGATGTACAATAAATGGCCTT

TCTTTAGGGTCACA

A/T ATTGATTTAGTTGAAATGGTGTTTGCCAAAGGAGACCCTGGA

ATTGCAGCTTTGAATGATAGGCTCCTAGTTTCACAGGATCTG

TGGCCATTTGGTGAGC

Ca_LG_1:11502567 AGCATTTAAACAAGTTATTGAGAAGGATGTTAAGAATCTTCAT

ATGCTGCAAGAGATGTACAATAAATGGCCTTTCTTTAGGGTCA

CAATTGATTTAGTT

T/G GAAATGGTGTTTGCCAAAGGAGACCCTGGAATTGCAGCTTT

GAATGATAGGCTCCTAGTTTCACAGGATCTGTGGCCATTTG

GTGAGCAGTTGAGGAACA

Ca_LG_1:11502585 TGAGAAGGATGTTAAGAATCTTCATATGCTGCAAGAGATGTAC

AATAAATGGCCTTTCTTTAGGGTCACAATTGATTTAGTTGAAAT

GGTGTTTGCCAAA

A/G GGAGACCCTGGAATTGCAGCTTTGAATGATAGGCTCCTAGT

TTCACAGGATCTGTGGCCATTTGGTGAGCAGTTGAGGAACA

AATATGAAGAAACTAAGA

Ca_LG_1:11503094 AAGGATCCGCGATCCAAACTACAGCGTGACGGTGCGCCCTCA

CATTTCAAGAGAGTCCGTGGAAACAAGTAAACCAGCCGATGA

ACTTGTAACACTGAAT

T/C CCAACAAGTGAATTTGGTCCTGGATTGGAAGACACACTCATT

CTTACCATGAAGGGTATTGCTGCTGGAATGCAGAACACTGG

TTAAATTTTTGGTTACT

Ca_LG_1:11503106 TCCAAACTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGA

GTCCGTGGAAACAAGTAAACCAGCCGATGAACTTGTAACACT

GAATCCAACAAGTGAA

A/G TTTGGTCCTGGATTGGAAGACACACTCATTCTTACCATGAAG

GGTATTGCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGT

TACTTTGTATTTGTTT

Ca_LG_1:11503108 CAAACTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGAGT

CCGTGGAAACAAGTAAACCAGCCGATGAACTTGTAACACTGA

ATCCAACAAGTGAATT

T/A TGGTCCTGGATTGGAAGACACACTCATTCTTACCATGAAGG

GTATTGCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGTT

ACTTTGTATTTGTTTCT

Ca_LG_1:11503111 ACTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGAGTCCG

TGGAAACAAGTAAACCAGCCGATGAACTTGTAACACTGAATC

CAACAAGTGAATTTGG

G/C TCCTGGATTGGAAGACACACTCATTCTTACCATGAAGGGTAT

TGCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGTTACTT

TGTATTTGTTTCTTAA

Ca_LG_1:11503112 CTACAGCGTGACGGTGCGCCCTCACATTTCAAGAGAGTCCGT

GGAAACAAGTAAACCAGCCGATGAACTTGTAACACTGAATCC

AACAAGTGAATTTGGT

T/A CCTGGATTGGAAGACACACTCATTCTTACCATGAAGGGTATT

GCTGCTGGAATGCAGAACACTGGTTAAATTTTTGGTTACTTT

GTATTTGTTTCTTAAT

Ca_LG_1:11503118 CGTGACGGTGCGCCCTCACATTTCAAGAGAGTCCGTGGAAAC

AAGTAAACCAGCCGATGAACTTGTAACACTGAATCCAACAAGT

GAATTTGGTCCTGGA

A/T TTGGAAGACACACTCATTCTTACCATGAAGGGTATTGCTGCT

GGAATGCAGAACACTGGTTAAATTTTTGGTTACTTTGTATTTG

TTTCTTAATGTAAGT

Ca_LG_1:11503127 GCGCCCTCACATTTCAAGAGAGTCCGTGGAAACAAGTAAACC

AGCCGATGAACTTGTAACACTGAATCCAACAAGTGAATTTGGT

CCTGGATTGGAAGAC

C/T ACACTCATTCTTACCATGAAGGGTATTGCTGCTGGAATGCAG

AACACTGGTTAAATTTTTGGTTACTTTGTATTTGTTTCTTAAT

GTAAGTGTGCTAAGA
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Ca_LG_1:11503130 CCCTCACATTTCAAGAGAGTCCGTGGAAACAAGTAAACCAGC

CGATGAACTTGTAACACTGAATCCAACAAGTGAATTTGGTCCT

GGATTGGAAGACACA

A/T CTCATTCTTACCATGAAGGGTATTGCTGCTGGAATGCAGAAC

ACTGGTTAAATTTTTGGTTACTTTGTATTTGTTTCTTAATGTAA

GTGTGCTAAGATAT

Ca_LG_1:11503139 TTCAAGAGAGTCCGTGGAAACAAGTAAACCAGCCGATGAACT

TGTAACACTGAATCCAACAAGTGAATTTGGTCCTGGATTGGAA

GACACACTCATTCTT

T/C ACCATGAAGGGTATTGCTGCTGGAATGCAGAACACTGGTTA

AATTTTTGGTTACTTTGTATTTGTTTCTTAATGTAAGTGTGCT

AAGATATCATAAATAC

Ca_LG_1:11808658 AAAGCAACAATTATCAATTCTATTATATTTATTGATTCGCATTA

TCAAACAAGAACCTCGCAATAAGAACAACTTGCAGCAGTGAC

AATAAAAATTACCC

C/T GCAACAATTGCTGAAAATATTGCTCTTTAAATAAAAACATCAT

AATTAGACAAACTGCAGCAATCACAATATGACCAAATTAAAG

CAGACACTTTAAACA

Ca_LG_1:11989386 GATTGCTGTTAAACAGCTCTCTTCGAAATCAAAGCAAGGGAAC

CGCGAATTCGTTAACGAAATAGGCATGATATCTGCTTTGCAAC

ATCCAAATCTTGTC

C/T AAGCTTTATGGCTGTTGCATTGAAGGAAACCAATTGCTGCTT

GTATATGAATACATGGAGAACAATAGTCTTGCTCGCGCTCTT

TTCGGTAAATGCTTCA

Ca_LG_1:12145611 ATTCGAAGCAACTCGTACAAATGAAGGGTTGAGGGATTTTGG

AGCTATGTATTCGAAGCATCTCGTAAAAATTGAGGGAAATTGA

GGGTTTGGAGATTTG

G/T GCAGCGGGAATGAAAAGTTTTGGGGTGGGACTATGAAAACT

TTTATTTTGGAGAATTTGTTTTGGGGCGGGCTGATCTATACT

AACTATTTAACTATGTC

Ca_LG_1:12145635 AGGGTTGAGGGATTTTGGAGCTATGTATTCGAAGCATCTCGT

AAAAATTGAGGGAAATTGAGGGTTTGGAGATTTGGCAGCGGG

AATGAAAAGTTTTGGG

G/A GTGGGACTATGAAAACTTTTATTTTGGAGAATTTGTTTTGGG

GCGGGCTGATCTATACTAACTATTTAACTATGTCACTAAATA

CTTATCTCTAAATACC

Ca_LG_1:12145650 TGGAGCTATGTATTCGAAGCATCTCGTAAAAATTGAGGGAAAT

TGAGGGTTTGGAGATTTGGCAGCGGGAATGAAAAGTTTTGGG

GTGGGACTATGAAAA

A/T CTTTTATTTTGGAGAATTTGTTTTGGGGCGGGCTGATCTATA

CTAACTATTTAACTATGTCACTAAATACTTATCTCTAAATACC

TATCTATACATAAAA

Ca_LG_1:12145651 GGAGCTATGTATTCGAAGCATCTCGTAAAAATTGAGGGAAATT

GAGGGTTTGGAGATTTGGCAGCGGGAATGAAAAGTTTTGGGG

TGGGACTATGAAAAC

C/T TTTTATTTTGGAGAATTTGTTTTGGGGCGGGCTGATCTATAC

TAACTATTTAACTATGTCACTAAATACTTATCTCTAAATACCT

ATCTATACATAAAAC

Ca_LG_1:12145662 TTCGAAGCATCTCGTAAAAATTGAGGGAAATTGAGGGTTTGG

AGATTTGGCAGCGGGAATGAAAAGTTTTGGGGTGGGACTATG

AAAACTTTTATTTTGG

G/A AGAATTTGTTTTGGGGCGGGCTGATCTATACTAACTATTTAA

CTATGTCACTAAATACTTATCTCTAAATACCTATCTATACATA

AAACTTCTTATGTAG

Ca_LG_1:12145663 TCGAAGCATCTCGTAAAAATTGAGGGAAATTGAGGGTTTGGA

GATTTGGCAGCGGGAATGAAAAGTTTTGGGGTGGGACTATGA

AAACTTTTATTTTGGA

A/G GAATTTGTTTTGGGGCGGGCTGATCTATACTAACTATTTAAC

TATGTCACTAAATACTTATCTCTAAATACCTATCTATACATAA

AACTTCTTATGTAGT

Ca_LG_1:12145664 CGAAGCATCTCGTAAAAATTGAGGGAAATTGAGGGTTTGGAG

ATTTGGCAGCGGGAATGAAAAGTTTTGGGGTGGGACTATGAA

AACTTTTATTTTGGAG

G/A AATTTGTTTTGGGGCGGGCTGATCTATACTAACTATTTAACT

ATGTCACTAAATACTTATCTCTAAATACCTATCTATACATAAA

ACTTCTTATGTAGTG

Ca_LG_1:12557788 ATTCCTTTAGTTTCTGGCAGTATGAAGTATACAAAGATTGTCA

TAGTCACAAGCGGCAAAGAATATGAACAATCCAAACTTCATAT

GGCAGAGCATGGTT

T/C AAGAAACATTGTGCCACAAGAAACTTGTGCTCTATGCTTCCT

TTCCCGCAATTTTCTCAAAGGCTGTTCAACTCTCGTTGAAGC

TATACTCGCTGCCACA
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Ca_LG_1:13171929 TGGGAATGAGTATCTCATTAATCTCATTGATTCACCTGGACAC

GTTGACTTCTCATCTGAGGTTACTGCTGCACTCCGTATTACTG

ATGGAGCACTAGTG

G/T GTGGTGGATTGTGTTGAGGGTGTTTGTGTCCAAACTGAAAC

TGTTCTGCGACAGGCTCTTGGTGAAAGGATCAGGCCTGTTC

TGACTGTTAACAAGATGG

Ca_LG_1:13270277 TTAACTCTAACAGTGGCACTAATGAAAAACAACATATAATAGG

AGACAAGTTGAAGTTGTAAATGGCTGCCAGTGCAACTGCAGA

AAATATGACAACTAG

G/A GGTCGATCGAGAGCTTCTATATTCCTCTCTCCCATCAAACTG

GAATTAATTCATATGCTGCCCCCACATGCTCTTTAATTATTGC

CTTTCGTCAACAGTT

Ca_LG_1:14432048 GTGCAGTGCTGCTATGATAAACCAAATAACGAAGGTTGCTGC

TAGCTACAACAGTGAAGTCAAGACAGTCTATCAACAAAGGAA

ACAAAAAAAAAACTTC

C/A ATCAATAAATAATAAATGATTTAATTAGCAACAAAGTAGTAGA

AAAAAATAGAGAAAGAGTTGAAATTGAATAACAAAAAAAATT

ACCGTTTCCAACACC

Ca_LG_1:14432057 TGCTATGATAAACCAAATAACGAAGGTTGCTGCTAGCTACAAC

AGTGAAGTCAAGACAGTCTATCAACAAAGGAAACAAAAAAAAA

ACTTCATCAATAAA

A/G TAATAAATGATTTAATTAGCAACAAAGTAGTAGAAAAAAATAG

AGAAAGAGTTGAAATTGAATAACAAAAAAAATTACCGTTTCC

AACACCAAAAATGGA

Ca_LG_1:14432122 AACAAAGGAAACAAAAAAAAAACTTCATCAATAAATAATAAAT

GATTTAATTAGCAACAAAGTAGTAGAAAAAAATAGAGAAAGAG

TTGAAATTGAATAA

A/C CAAAAAAAATTACCGTTTCCAACACCAAAAATGGAAAAATGC

AGTACATTGGTCAACACAGTAGTACAACAATGCAACAAAAAT

GCAGAAAATGCACCAA

Ca_LG_1:14432126 AAGGAAACAAAAAAAAAACTTCATCAATAAATAATAAATGATTT

AATTAGCAACAAAGTAGTAGAAAAAAATAGAGAAAGAGTTGAA

ATTGAATAACAAA

A/G AAAAATTACCGTTTCCAACACCAAAAATGGAAAAATGCAGTA

CATTGGTCAACACAGTAGTACAACAATGCAACAAAAATGCAG

AAAATGCACCAAAAAT

Ca_LG_1:14648077 GGAATGAAGAAACCAGACTCAATGGCAACTCAATTCTTGGCC

CAAAAATCATTTGCGCAAACGCAATTAGCAGCAACAAAATTCG

AAGAGGAATACTTTG

G/A ACATCTTGGCCCAACTTCTCAAAAGCAAGGTCCAATCCTCAA

AACCTTTCAAAGGGCAGCGCTTCGGAAGACACCATTAATTTG

GAAAATGACAACGAAG

Ca_LG_1:14648083 AAGAAACCAGACTCAATGGCAACTCAATTCTTGGCCCAAAAAT

CATTTGCGCAAACGCAATTAGCAGCAACAAAATTCGAAGAGG

AATACTTTGACATCT

T/A TGGCCCAACTTCTCAAAAGCAAGGTCCAATCCTCAAAACCTT

TCAAAGGGCAGCGCTTCGGAAGACACCATTAATTTGGAAAA

TGACAACGAAGACGATT

Ca_LG_1:14705085 AAAAGGCAAGAGAGTACTACACAAGAATATGAGCAGAGAGTA

TAGAGTGCAACTGCTCCACCTTCTCCCACTGATTTGACCCTTC

TTCCATGTGGTCCCC

C/A TCTTATCCCCAGAATTCACGCAATTTTATATTAAATTGGGGCA

CTGGCGTGGTGATAATAATTCATGAGGGCCCCAAAATTAGTA

GAGGAAAACGTGTTA

Ca_LG_1:14705092 AAGAGAGTACTACACAAGAATATGAGCAGAGAGTATAGAGTG

CAACTGCTCCACCTTCTCCCACTGATTTGACCCTTCTTCCATG

TGGTCCCCTCTTATC

C/T CCCAGAATTCACGCAATTTTATATTAAATTGGGGCACTGGCG

TGGTGATAATAATTCATGAGGGCCCCAAAATTAGTAGAGGAA

AACGTGTTATGTTTCT

Ca_LG_1:14705095 AGAGTACTACACAAGAATATGAGCAGAGAGTATAGAGTGCAA

CTGCTCCACCTTCTCCCACTGATTTGACCCTTCTTCCATGTGG

TCCCCTCTTATCCCC

C/G AGAATTCACGCAATTTTATATTAAATTGGGGCACTGGCGTGG

TGATAATAATTCATGAGGGCCCCAAAATTAGTAGAGGAAAAC

GTGTTATGTTTCTAGT

Ca_LG_1:14705139 GCTCCACCTTCTCCCACTGATTTGACCCTTCTTCCATGTGGTC

CCCTCTTATCCCCAGAATTCACGCAATTTTATATTAAATTGGG

GCACTGGCGTGGTG

G/T ATAATAATTCATGAGGGCCCCAAAATTAGTAGAGGAAAACGT

GTTATGTTTCTAGTGAGAAGCCCCTTCACGAACGAATCTGTC

AGTGTTCTTTCTCTCT
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Ca_LG_1:14705149 CTCCCACTGATTTGACCCTTCTTCCATGTGGTCCCCTCTTATC

CCCAGAATTCACGCAATTTTATATTAAATTGGGGCACTGGCGT

GGTGATAATAATTC

C/T ATGAGGGCCCCAAAATTAGTAGAGGAAAACGTGTTATGTTTC

TAGTGAGAAGCCCCTTCACGAACGAATCTGTCAGTGTTCTTT

CTCTCTCCTACATTAT

Ca_LG_1:14705161 TGACCCTTCTTCCATGTGGTCCCCTCTTATCCCCAGAATTCAC

GCAATTTTATATTAAATTGGGGCACTGGCGTGGTGATAATAAT

TCATGAGGGCCCCA

A/G AAATTAGTAGAGGAAAACGTGTTATGTTTCTAGTGAGAAGCC

CCTTCACGAACGAATCTGTCAGTGTTCTTTCTCTCTCCTACA

TTATCCATGACTATAA

Ca_LG_1:14705162 GACCCTTCTTCCATGTGGTCCCCTCTTATCCCCAGAATTCACG

CAATTTTATATTAAATTGGGGCACTGGCGTGGTGATAATAATT

CATGAGGGCCCCAA

A/C AATTAGTAGAGGAAAACGTGTTATGTTTCTAGTGAGAAGCCC

CTTCACGAACGAATCTGTCAGTGTTCTTTCTCTCTCCTACATT

ATCCATGACTATAAT

Ca_LG_1:14705183 CCTCTTATCCCCAGAATTCACGCAATTTTATATTAAATTGGGG

CACTGGCGTGGTGATAATAATTCATGAGGGCCCCAAAATTAG

TAGAGGAAAACGTGT

T/G TATGTTTCTAGTGAGAAGCCCCTTCACGAACGAATCTGTCAG

TGTTCTTTCTCTCTCCTACATTATCCATGACTATAATAATTTTA

AAAGTTTTATTTTC

Ca_LG_1:14705184 CTCTTATCCCCAGAATTCACGCAATTTTATATTAAATTGGGGC

ACTGGCGTGGTGATAATAATTCATGAGGGCCCCAAAATTAGT

AGAGGAAAACGTGTT

T/C ATGTTTCTAGTGAGAAGCCCCTTCACGAACGAATCTGTCAGT

GTTCTTTCTCTCTCCTACATTATCCATGACTATAATAATTTTAA

AAGTTTTATTTTCA

Ca_LG_1:14705185 TCTTATCCCCAGAATTCACGCAATTTTATATTAAATTGGGGCA

CTGGCGTGGTGATAATAATTCATGAGGGCCCCAAAATTAGTA

GAGGAAAACGTGTTA

A/G TGTTTCTAGTGAGAAGCCCCTTCACGAACGAATCTGTCAGTG

TTCTTTCTCTCTCCTACATTATCCATGACTATAATAATTTTAAA

AGTTTTATTTTCAA

Ca_LG_1:14705193 CCAGAATTCACGCAATTTTATATTAAATTGGGGCACTGGCGTG

GTGATAATAATTCATGAGGGCCCCAAAATTAGTAGAGGAAAA

CGTGTTATGTTTCTA

A/G GTGAGAAGCCCCTTCACGAACGAATCTGTCAGTGTTCTTTCT

CTCTCCTACATTATCCATGACTATAATAATTTTAAAAGTTTTAT

TTTCAAAACTATAT

Ca_LG_1:14705206 AATTTTATATTAAATTGGGGCACTGGCGTGGTGATAATAATTC

ATGAGGGCCCCAAAATTAGTAGAGGAAAACGTGTTATGTTTCT

AGTGAGAAGCCCCT

T/A TCACGAACGAATCTGTCAGTGTTCTTTCTCTCTCCTACATTAT

CCATGACTATAATAATTTTAAAAGTTTTATTTTCAAAACTATAT

ATTATTTTCAATC

Ca_LG_1:15365789 TAGAGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGT

AATATATATAGAATTTGGTTGATCCTTTGTGGCGGCTAAAGCA

GCCACAATGAGCAAT

T/C GGATATATGGCGTTTGTGGCGGCCAAAACGGTCAGAAATGC

AGGGATTTGTGGCGGCCTGGGCGGCCACAACTGACAACAG

TCATTTGGGTGTTTGTGGC

Ca_LG_1:15365791 GAGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGTAA

TATATATAGAATTTGGTTGATCCTTTGTGGCGGCTAAAGCAGC

CACAATGAGCAATGG

G/A ATATATGGCGTTTGTGGCGGCCAAAACGGTCAGAAATGCAG

GGATTTGTGGCGGCCTGGGCGGCCACAACTGACAACAGTC

ATTTGGGTGTTTGTGGCGG

Ca_LG_1:15561297 CCTCTGCCACTATCTCCTCCAGCTCAATCTCGATAGGCGCCA

CTGCTCCAGCTGCTGGTGCATTCCACCATTCTAAGAATAGCG

GAAGTATCGCCCAACG

G/A CAGCACTGCTGCAACTACCAGCACAACGACGAAAATGAAGA

TGTAAATAAGCCACAGCGGAGGTCGATGGAAGTAGCTGTAG

TCAGGATTCTTGAATAGC

Ca_LG_1:15582344 ACAAGTGGCATTTGTGGCTGCAAAGGCCGCCACAAAGGAGG

CCCAATACAGCTGGTGTTTGTGGCCGCTTAGGCCGTCACAAC

TGATTGTACCGTTGGAT

T/A TTTCTGGCGGCAAAGGCCGCCACAAATGGCATTATAGCCGT

TGGCTTTTCTGGCCGCTCAGGCCGCCACAAACGTCATGTAT

CCGTTGGCATTGTGACTG
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Ca_LG_1:15582347 AGTGGCATTTGTGGCTGCAAAGGCCGCCACAAAGGAGGCCC

AATACAGCTGGTGTTTGTGGCCGCTTAGGCCGTCACAACTGA

TTGTACCGTTGGATTTT

T/A CTGGCGGCAAAGGCCGCCACAAATGGCATTATAGCCGTTGG

CTTTTCTGGCCGCTCAGGCCGCCACAAACGTCATGTATCCG

TTGGCATTGTGACTGTTT

Ca_LG_1:16011338 CTTGGGCCCTCCAATCGGGTCTTGGGCGGTTCCCGTAAAGCC

CACAAAAATCTAACCCCAACCCGTTCAAGCCCAATAGCAATCT

GCTCTACCTGTTTTG

G/A CTTCGAGACTTCCCATACTACCAAAGCAAAGAAAAACCACAG

ACGCAAGAGGCTGCATATCCAACCACTTCATGATGTAATCAT

ATTGAGCCGGGTTCGG

Ca_LG_1:16011355 GGTCTTGGGCGGTTCCCGTAAAGCCCACAAAAATCTAACCCC

AACCCGTTCAAGCCCAATAGCAATCTGCTCTACCTGTTTTGCT

TCGAGACTTCCCATA

A/G CTACCAAAGCAAAGAAAAACCACAGACGCAAGAGGCTGCAT

ATCCAACCACTTCATGATGTAATCATATTGAGCCGGGTTCGG

GTCCCATTGAACCGGTC

Ca_LG_1:16125628 GACTAGAGCTCATCCGTCTACTGAACAAGTGCAGCCAACTGC

AGAGCAAGCTGAGTCAGTCGAAGCACATTATGTGGTCTTAAT

GAAGCTGCTGGAATTC

C/T ATGGAGATTCAAGTTGCTCATAATGCAAGAGTATAAGCATCT

CTCAAGACTCTCCAGGCATCGCTTGATTCCGTCGTTCAGGAT

GTGGCTGCAATACAAG

Ca_LG_1:16125652 ACAAGTGCAGCCAACTGCAGAGCAAGCTGAGTCAGTCGAAG

CACATTATGTGGTCTTAATGAAGCTGCTGGAATTCATGGAGAT

TCAAGTTGCTCATAAT

T/C GCAAGAGTATAAGCATCTCTCAAGACTCTCCAGGCATCGCTT

GATTCCGTCGTTCAGGATGTGGCTGCAATACAAGAACATCTA

GGCCTTAAGATGTCAT

Ca_LG_1:16153461 AAATATAAGAAAAAATATAAAATCAAATCAACTTTTAATTCTAG

AGTGGAAAAAAAATAGAGAGAGAGGTGGGGGCGGCTGTATA

GAAACAGAGTTGCTG

G/C GAAAAAGAAAGAAAAGAGAGGAAGAAGAAAAAAGAAAGGAA

AGGAAAAGCATAGAAAAGAAATAGAGGACTTGCAGTGCGGA

TGTTGATCGCGCAATGGC

Ca_LG_1:16153474 AATATAAAATCAAATCAACTTTTAATTCTAGAGTGGAAAAAAAA

TAGAGAGAGAGGTGGGGGCGGCTGTATAGAAACAGAGTTGC

TGGAAAAAGAAAGAA

A/G AAGAGAGGAAGAAGAAAAAAGAAAGGAAAGGAAAAGCATAG

AAAAGAAATAGAGGACTTGCAGTGCGGATGTTGATCGCGCA

ATGGCGGCAGGAGGGATG

Ca_LG_1:16153477 ATAAAATCAAATCAACTTTTAATTCTAGAGTGGAAAAAAAATAG

AGAGAGAGGTGGGGGCGGCTGTATAGAAACAGAGTTGCTGG

AAAAAGAAAGAAAAG

G/T AGAGGAAGAAGAAAAAAGAAAGGAAAGGAAAAGCATAGAAA

AGAAATAGAGGACTTGCAGTGCGGATGTTGATCGCGCAATG

GCGGCAGGAGGGATGCTC

Ca_LG_1:16153479 AAAATCAAATCAACTTTTAATTCTAGAGTGGAAAAAAAATAGA

GAGAGAGGTGGGGGCGGCTGTATAGAAACAGAGTTGCTGGA

AAAAGAAAGAAAAGAG

G/A AGGAAGAAGAAAAAAGAAAGGAAAGGAAAAGCATAGAAAAG

AAATAGAGGACTTGCAGTGCGGATGTTGATCGCGCAATGGC

GGCAGGAGGGATGCTCTT

Ca_LG_1:16265674 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

AGCCACAATGAGCAACGG

G/T ATATATGGCTTTTGTGGCGGCCAAAACGGTCAGAAAGGCAT

GCGTTTGTGGCGGCTTAGGCGGCCACAAATGGCAGCGGTC

CTTTTGGAGTTTGGGGCGC

Ca_LG_1:16265888 AAAGGTAACGACTATAAGCGTTTGTGGCGGCCTGGGCGGCC

ACAAATGGCAACGTCACTTTGGGATTTTGTGGCGGCTTTTCCA

GCCACAAAAGGTAACG

G/A ACTCAGGCTTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAA

CGTCACTTTTGGATTTTGTGGCGGCCTTTACCCTCACAAAGG

GTTGATTTTGTGGCTGA

Ca_LG_1:16759735 TCTAGATGTTGCGCCAATTTCTTGTCTCAACCATCTAACGAGA

TAGCTGCACAGATAGTAGCATTTGAGGAGCGAGCAAAAGTGG

CAGAAAACGAGGCAC

C/T GAGAGGCACAAGAGGAGCTAAGGAAAGTAGAGCAACGTCG

ACAAGAGGAAGTTCAACAAACAGAGCAACACACTACAGAGC

TATAGATGCAGCTAGCAAC
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Ca_LG_1:16759738 AGATGTTGCGCCAATTTCTTGTCTCAACCATCTAACGAGATAG

CTGCACAGATAGTAGCATTTGAGGAGCGAGCAAAAGTGGCAG

AAAACGAGGCACGAG

G/A AGGCACAAGAGGAGCTAAGGAAAGTAGAGCAACGTCGACAA

GAGGAAGTTCAACAAACAGAGCAACACACTACAGAGCTATA

GATGCAGCTAGCAACATT

Ca_LG_1:16759763 AACCATCTAACGAGATAGCTGCACAGATAGTAGCATTTGAGG

AGCGAGCAAAAGTGGCAGAAAACGAGGCACGAGAGGCACAA

GAGGAGCTAAGGAAAGT

T/A AGAGCAACGTCGACAAGAGGAAGTTCAACAAACAGAGCAAC

ACACTACAGAGCTATAGATGCAGCTAGCAACATTGGCAAAA

CGTGTTGCTTCCATACAG

Ca_LG_1:16759803 GGAGCGAGCAAAAGTGGCAGAAAACGAGGCACGAGAGGCAC

AAGAGGAGCTAAGGAAAGTAGAGCAACGTCGACAAGAGGAA

GTTCAACAAACAGAGCAA

A/G CACACTACAGAGCTATAGATGCAGCTAGCAACATTGGCAAA

ACGTGTTGCTTCCATACAGGCCGAGTCATCTCGTCGTCGTC

GTCATCCAGATTATGACG

Ca_LG_1:16759805 AGCGAGCAAAAGTGGCAGAAAACGAGGCACGAGAGGCACAA

GAGGAGCTAAGGAAAGTAGAGCAACGTCGACAAGAGGAAGT

TCAACAAACAGAGCAACA

A/G CACTACAGAGCTATAGATGCAGCTAGCAACATTGGCAAAAC

GTGTTGCTTCCATACAGGCCGAGTCATCTCGTCGTCGTCGT

CATCCAGATTATGACGAG

Ca_LG_1:17262877 AGATACTATTATTGTGCCACAGAAAAAGAAAGACAGATAGGCA

TGCAGCTATATCCAATGCTTAAGCATATAATAGCAATATTTGA

AAGGGAAAAAATAG

G/A TTGGGATTATATTTTGGGAAGGACAAAGCACTCACAGTTGAA

AGTTCAGCAGATAATTGCTCTTCGTTGGCTGCAGCAGCATCT

TTTGCTGATATTAATT

Ca_LG_1:18568388 ATATAAGAGGATCAAATTATAATTAACTAAAAGATTAAAAATAA

AATAAGGTTAAGTTAAGTTGCAGCCAGTAGTGACAGTGAAGT

CCACACAATTCAGT

T/A TTCAACAACAATGCTGTTGTCTCTCTCAGTTTCAGTTTCAAAG

TTTTTAACCCTAACAAGGTATGCTTTCTCTCTTTCTTCCATTC

CCAATTTTCTTCCA

Ca_LG_1:18568393 AGAGGATCAAATTATAATTAACTAAAAGATTAAAAATAAAATAA

GGTTAAGTTAAGTTGCAGCCAGTAGTGACAGTGAAGTCCACA

CAATTCAGTTTCAA

A/G CAACAATGCTGTTGTCTCTCTCAGTTTCAGTTTCAAAGTTTTT

AACCCTAACAAGGTATGCTTTCTCTCTTTCTTCCATTCCCAAT

TTTCTTCCAATTTC

Ca_LG_1:18568402 AATTATAATTAACTAAAAGATTAAAAATAAAATAAGGTTAAGTT

AAGTTGCAGCCAGTAGTGACAGTGAAGTCCACACAATTCAGT

TTCAACAACAATGC

C/T TGTTGTCTCTCTCAGTTTCAGTTTCAAAGTTTTTAACCCTAAC

AAGGTATGCTTTCTCTCTTTCTTCCATTCCCAATTTTCTTCCA

ATTTCTTCTTCAAA

Ca_LG_1:18568407 TAATTAACTAAAAGATTAAAAATAAAATAAGGTTAAGTTAAGTT

GCAGCCAGTAGTGACAGTGAAGTCCACACAATTCAGTTTCAA

CAACAATGCTGTTG

G/T TCTCTCTCAGTTTCAGTTTCAAAGTTTTTAACCCTAACAAGGT

ATGCTTTCTCTCTTTCTTCCATTCCCAATTTTCTTCCAATTTCT

TCTTCAAACACTT

Ca_LG_1:18568411 TAACTAAAAGATTAAAAATAAAATAAGGTTAAGTTAAGTTGCA

GCCAGTAGTGACAGTGAAGTCCACACAATTCAGTTTCAACAA

CAATGCTGTTGTCTC

C/T TCTCAGTTTCAGTTTCAAAGTTTTTAACCCTAACAAGGTATGC

TTTCTCTCTTTCTTCCATTCCCAATTTTCTTCCAATTTCTTCTT

CAAACACTTTCCT

Ca_LG_1:18568434 TAAGGTTAAGTTAAGTTGCAGCCAGTAGTGACAGTGAAGTCC

ACACAATTCAGTTTCAACAACAATGCTGTTGTCTCTCTCAGTTT

CAGTTTCAAAGTTT

T/A TTAACCCTAACAAGGTATGCTTTCTCTCTTTCTTCCATTCCCA

ATTTTCTTCCAATTTCTTCTTCAAACACTTTCCTTCTTTCATTC

TCTTCTCATTCTC

Ca_LG_1:18689505 GATATAACCACCATTGACTAAATTGCTACTGTGGGATTCTTAA

AGTATGATTCCTCGTTCTCATGTCATTCCTCCTGTAGCCTGTA

TTATCACTCCATCG

G/A TTTACAAAGTAAAAACCTTAAAACACATAAACTGTTCAAATAT

AGACCACAAGGACTGCCCTAAAAATCAACTAATTTAATATTA

ATCAAATAAATATAT
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Ca_LG_1:18689527 TTGCTACTGTGGGATTCTTAAAGTATGATTCCTCGTTCTCATG

TCATTCCTCCTGTAGCCTGTATTATCACTCCATCGTTTACAAA

GTAAAAACCTTAAA

A/C ACACATAAACTGTTCAAATATAGACCACAAGGACTGCCCTAA

AAATCAACTAATTTAATATTAATCAAATAAATATATATAATTAT

ATGTTACAAATTTT

Ca_LG_1:18691570 ATGCGACCACATTAAGGGAGGCGGCCAGGCAGTTCAGAACA

AACTCAATGGCTAGGCAACGAACAAAAAGAAGCGAAAACGAA

GAAGGACGAAGAAACGA

A/G CGAGCAGTGACAACGGCGCGCAGTGACGACGGCGAGCAGT

GGCGACGGCGAGCAGCGACCACGACGAGCAGCGACCACG

GAGAGCAAGTGACCAGGACGA

Ca_LG_1:18898367 GTCGCTCCTGTAGCTGCTCTGGAGTCTGGTTTTGAGAAAATA

CACCATTTGGCTAGCCACTGGTGCAGACTTCATCCCATTTTGT

TGCTGCTCTTGAGTG

G/C TGGTAGTGAGAAGAATTCGCCATTTCGCTAGCACCTGGTAG

AGATTCCATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGT

TGGGTTTTGAGAAGAAT

Ca_LG_1:18898372 TCCTGTAGCTGCTCTGGAGTCTGGTTTTGAGAAAATACACCAT

TTGGCTAGCCACTGGTGCAGACTTCATCCCATTTTGTTGCTGC

TCTTGAGTGTGGTA

A/G GTGAGAAGAATTCGCCATTTCGCTAGCACCTGGTAGAGATT

CCATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGTTGGGT

TTTGAGAAGAATACACC

Ca_LG_1:18898393 TGGTTTTGAGAAAATACACCATTTGGCTAGCCACTGGTGCAG

ACTTCATCCCATTTTGTTGCTGCTCTTGAGTGTGGTAGTGAGA

AGAATTCGCCATTTC

C/G GCTAGCACCTGGTAGAGATTCCATCACATGTTGTTGCTGCTG

TTGAGGCTCTTGAGTTGGGTTTTGAGAAGAATACACCATTTG

GCTAACACCTGGTGCA

Ca_LG_1:18898399 TGAGAAAATACACCATTTGGCTAGCCACTGGTGCAGACTTCAT

CCCATTTTGTTGCTGCTCTTGAGTGTGGTAGTGAGAAGAATTC

GCCATTTCGCTAGC

C/T ACCTGGTAGAGATTCCATCACATGTTGTTGCTGCTGTTGAGG

CTCTTGAGTTGGGTTTTGAGAAGAATACACCATTTGGCTAAC

ACCTGGTGCAAATTTC

Ca_LG_1:18898414 TTTGGCTAGCCACTGGTGCAGACTTCATCCCATTTTGTTGCTG

CTCTTGAGTGTGGTAGTGAGAAGAATTCGCCATTTCGCTAGC

ACCTGGTAGAGATTC

C/T CATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGTTGGGTT

TTGAGAAGAATACACCATTTGGCTAACACCTGGTGCAAATTT

CATCCCATTTTGTTGC

Ca_LG_1:18898482 TTCGCCATTTCGCTAGCACCTGGTAGAGATTCCATCACATGTT

GTTGCTGCTGTTGAGGCTCTTGAGTTGGGTTTTGAGAAGAAT

ACACCATTTGGCTAA

A/G CACCTGGTGCAAATTTCATCCCATTTTGTTGCTGCAGTGGCT

GCTCTTGAGTCTGGTAGTGAGAAGAATTCACCATTTGGCTAG

CACTTGGTACAGATTC

Ca_LG_1:18898485 GCCATTTCGCTAGCACCTGGTAGAGATTCCATCACATGTTGTT

GCTGCTGTTGAGGCTCTTGAGTTGGGTTTTGAGAAGAATACA

CCATTTGGCTAACAC

C/A CTGGTGCAAATTTCATCCCATTTTGTTGCTGCAGTGGCTGCT

CTTGAGTCTGGTAGTGAGAAGAATTCACCATTTGGCTAGCAC

TTGGTACAGATTCCAT

Ca_LG_1:18898492 CGCTAGCACCTGGTAGAGATTCCATCACATGTTGTTGCTGCT

GTTGAGGCTCTTGAGTTGGGTTTTGAGAAGAATACACCATTTG

GCTAACACCTGGTGC

C/T AAATTTCATCCCATTTTGTTGCTGCAGTGGCTGCTCTTGAGT

CTGGTAGTGAGAAGAATTCACCATTTGGCTAGCACTTGGTAC

AGATTCCATCACATGT

Ca_LG_1:18898513 CCATCACATGTTGTTGCTGCTGTTGAGGCTCTTGAGTTGGGTT

TTGAGAAGAATACACCATTTGGCTAACACCTGGTGCAAATTTC

ATCCCATTTTGTTG

G/T CTGCAGTGGCTGCTCTTGAGTCTGGTAGTGAGAAGAATTCA

CCATTTGGCTAGCACTTGGTACAGATTCCATCACATGTTGCT

GCTCTTGAGTTGGGTGG

Ca_LG_1:18898521 TGTTGTTGCTGCTGTTGAGGCTCTTGAGTTGGGTTTTGAGAA

GAATACACCATTTGGCTAACACCTGGTGCAAATTTCATCCCAT

TTTGTTGCTGCAGTG

G/T GCTGCTCTTGAGTCTGGTAGTGAGAAGAATTCACCATTTGG

CTAGCACTTGGTACAGATTCCATCACATGTTGCTGCTCTTGA

GTTGGGTGGTGAGAAGA



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_1:18898845 TGTTGCTGCTCTTGAGTTGGGTGGTGAGAAGAATACGCCGTT

TTGCCAACACCTGCTGCAAATTTCATCACATTTTGTTGCTGCA

GTTGCATCTCTTGAG

G/A TCTGGTAGTGAGAAGAATTTACCATTTGGCTAGCACCTGGTA

CAGATTCCATCACATGCTTCTCTTGAGTATGGTAGTGAGAAG

AATTCACCATTTGGCT

Ca_LG_1:18898866 TGGTGAGAAGAATACGCCGTTTTGCCAACACCTGCTGCAAAT

TTCATCACATTTTGTTGCTGCAGTTGCATCTCTTGAGTCTGGT

AGTGAGAAGAATTTA

A/G CCATTTGGCTAGCACCTGGTACAGATTCCATCACATGCTTCT

CTTGAGTATGGTAGTGAGAAGAATTCACCATTTGGCTAGCAC

TGGGTACAGATTCCGT

Ca_LG_1:18898888 TGCCAACACCTGCTGCAAATTTCATCACATTTTGTTGCTGCAG

TTGCATCTCTTGAGTCTGGTAGTGAGAAGAATTTACCATTTGG

CTAGCACCTGGTAC

C/A AGATTCCATCACATGCTTCTCTTGAGTATGGTAGTGAGAAGA

ATTCACCATTTGGCTAGCACTGGGTACAGATTCCGTCACATT

TTGTTGCTGTTCTTGA

Ca_LG_1:18996048 GGCAGGCAAGAGACAACCTGGCGAACTGAAACATCTTAGTAG

CCAGAGGAAAAGAAAGCAAAAGCGATTCCCGTAGTAGCGGC

GAGCGAAATGGGAACAA

A/G CCTAAACCGTGAAAACGGGAATGTGGGAGAGCAATACAAGC

GTCGTGCTGCTAGGCGAAGCAATCGAATGTTGCACCCTAGA

TGGTGAAAGTCCAGTAGC

Ca_LG_1:18996068 GCGAACTGAAACATCTTAGTAGCCAGAGGAAAAGAAAGCAAA

AGCGATTCCCGTAGTAGCGGCGAGCGAAATGGGAACAACCT

AAACCGTGAAAACGGGA

A/G ATGTGGGAGAGCAATACAAGCGTCGTGCTGCTAGGCGAAG

CAATCGAATGTTGCACCCTAGATGGTGAAAGTCCAGTAGCC

GAAAGCATCACTAGCTTAT

Ca_LG_1:18996069 CGAACTGAAACATCTTAGTAGCCAGAGGAAAAGAAAGCAAAA

GCGATTCCCGTAGTAGCGGCGAGCGAAATGGGAACAACCTA

AACCGTGAAAACGGGAA

A/T TGTGGGAGAGCAATACAAGCGTCGTGCTGCTAGGCGAAGC

AATCGAATGTTGCACCCTAGATGGTGAAAGTCCAGTAGCCG

AAAGCATCACTAGCTTATG

Ca_LG_1:18996157 TGAAAACGGGAATGTGGGAGAGCAATACAAGCGTCGTGCTG

CTAGGCGAAGCAATCGAATGTTGCACCCTAGATGGTGAAAGT

CCAGTAGCCGAAAGCAT

T/G CACTAGCTTATGCTCTAACCCGAGTAGCAAGGACCACCTTG

CAAGGCTAAATACTCCTGGGTGACCGATAGTGAAGTAGTAC

TGTTAGGGAAAGGTGAAA

Ca_LG_1:18996779 GAGGCAAACTCTGAATACTAGATATGACCCCAAAATAAGAAG

GGTCAAGGTCGGCCAGTGAGACGATGGGGGATAAGCTTCAT

CGTCGAGAGGGAAACAA

A/G CCCAGATATCCAGCTAAGGCCCATAAATGATCGCTAAGTGAT

AAAGGAGGTAGGAGTGCAGAGACAACCAGGAGGTTTGCCTA

GAAGCAGCCACCCTTCA

Ca_LG_1:18996787 CTCTGAATACTAGATATGACCCCAAAATAAGAAGGGTCAAGG

TCGGCCAGTGAGACGATGGGGGATAAGCTTCATCGTCGAGA

GGGAAACAACCCAGATA

A/C TCCAGCTAAGGCCCATAAATGATCGCTAAGTGATAAAGGAG

GTAGGAGTGCAGAGACAACCAGGAGGTTTGCCTAGAAGCA

GCCACCCTTCAAAGAGTGC

Ca_LG_1:18996788 TCTGAATACTAGATATGACCCCAAAATAAGAAGGGTCAAGGT

CGGCCAGTGAGACGATGGGGGATAAGCTTCATCGTCGAGAG

GGAAACAACCCAGATAT

T/A CCAGCTAAGGCCCATAAATGATCGCTAAGTGATAAAGGAGG

TAGGAGTGCAGAGACAACCAGGAGGTTTGCCTAGAAGCAGC

CACCCTTCAAAGAGTGCG

Ca_LG_1:18996802 ATGACCCCAAAATAAGAAGGGTCAAGGTCGGCCAGTGAGAC

GATGGGGGATAAGCTTCATCGTCGAGAGGGAAACAACCCAG

ATATCCAGCTAAGGCCCA

A/C TAAATGATCGCTAAGTGATAAAGGAGGTAGGAGTGCAGAGA

CAACCAGGAGGTTTGCCTAGAAGCAGCCACCCTTCAAAGAG

TGCGTAATAGCTCACTGA

Ca_LG_1:18996846 GGGGGATAAGCTTCATCGTCGAGAGGGAAACAACCCAGATAT

CCAGCTAAGGCCCATAAATGATCGCTAAGTGATAAAGGAGGT

AGGAGTGCAGAGACAA

A/G CCAGGAGGTTTGCCTAGAAGCAGCCACCCTTCAAAGAGTGC

GTAATAGCTCACTGATCGAGCGCTCTTGCGCCGAAGATGAA

CGGGGCTAAGCGATCTGC
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Ca_LG_1:19592161 CCTTACCATTACTAAAGTTATATTTAGAATTATGCTTCACAAAC

TCTTGTCTCACTCATTTCACACCTGCTGTGCGAGCACGGTTTC

TCCCTCTCTGAAC

C/A GTCGTTTCACCGATCCGACCGTTGAAAACGTGGATCTGAAT

GTTGAGAACTTGCTGTCCAAAAATCAACACGATCCAACGGTT

AACGAATGCGCAATCGA

Ca_LG_1:19592206 CTTGTCTCACTCATTTCACACCTGCTGTGCGAGCACGGTTTCT

CCCTCTCTGAACGTCGTTTCACCGATCCGACCGTTGAAAACG

TGGATCTGAATGTTG

G/T AGAACTTGCTGTCCAAAAATCAACACGATCCAACGGTTAACG

AATGCGCAATCGATGTTTTTCTAATACTGATTTAACAAATTCG

GGAATGAGGTTACTC

Ca_LG_1:19744738 CTGCAACAAGTCCTCTGCATCACTTTTTGGGTCATGTGCAGCC

TCCACATCATTAAATTTATCTTAACCATCATGTTCTGGTTTAAC

CAGCAGCACATCC

C/T TCTCCCTCACTTTCTGTTGTTTTTCCATTTCTTCTTTTGATCAC

TATGGTGCAAGCTCCCTCAGCTTCCAAAGTTCTATCATCAGC

AAGCCTGGTCTTGC

Ca_LG_1:20192575 ATTTTCAAAGTGTCAAAAATGCATAAACAATGTTTAAAAATAAT

ATTTTTGGCAAAATACAATGTTGTATTCGAATACAGCATGTTGT

AGCCGAATACAC

C/G GTGATAAGTTAGTAGCTAAAATTAAACATATGTATTCGACTAC

GAGATGGTGCAGCTGAATACAAGTGCTAAGTTAGTAGCAAA

AACTGAACATCTGTAT

Ca_LG_1:20192585 TGTCAAAAATGCATAAACAATGTTTAAAAATAATATTTTTGGCA

AAATACAATGTTGTATTCGAATACAGCATGTTGTAGCCGAATA

CACGTGATAAGTT

T/C AGTAGCTAAAATTAAACATATGTATTCGACTACGAGATGGTG

CAGCTGAATACAAGTGCTAAGTTAGTAGCAAAAACTGAACAT

CTGTATTTGACTACGA

Ca_LG_1:20192602 CAATGTTTAAAAATAATATTTTTGGCAAAATACAATGTTGTATT

CGAATACAGCATGTTGTAGCCGAATACACGTGATAAGTTAGTA

GCTAAAATTAAAC

C/T ATATGTATTCGACTACGAGATGGTGCAGCTGAATACAAGTGC

TAAGTTAGTAGCAAAAACTGAACATCTGTATTTGACTACGAG

ATGGTGTAGTCGAATA

Ca_LG_1:20254544 GCGTGAATGCTTGTTGCTTCCCCAATTTATTTTTACCTGTATGT

CAAGACACGACCCATATCGAGCAAGGCATGGCTGACTTATTT

TAGGAGCAGCAACT

T/A GATTTTCCCCGATCCAGTTTTTGAGCTGCAACTTTGGCAACT

TTGTGCGGGTGGTTTATTGGATTGAATCTGAAAAAATGAGGT

TAATTAGTTTTTTAGT

Ca_LG_1:20380006 TTTCCTTGTGTGTTTTTTTCAATGACTTTTCTTTTGTTCTTGATA

TGTCCATTCATCAATCACCTGTTTGAAGTTAGTGAATGCAGCG

TCATCTTCAGCG

G/A GTAAACGGGATGCCAACAGATGATTTCATATGCTCCAACAAA

TCCTGCTTGGCAGCAAGAAGCTCATGGCACTGCTCTTTCAA

GGTTTAGGTCACACCAA

Ca_LG_1:20481355 ATAGGCTGCATTCGAAACAGTTCATATTCTATAGGCTATAATA

TATTCTATAGGCTGCATTCGAAACAGTTCATATTCGAAACAGT

TCATCTTGAGAAAT

T/A TTTTTTCCACAAGTCCATAATATATTCTATAGGCTGCATTCGA

AACAGTTCATATTCTTGAGATAATGTATTTAGTTTAGAACATT

TTACCTCAATAATT

Ca_LG_1:21007926 ATTACAGCTGCCACTGATTCACTCACTAGACTAGGTATAAATA

CTGAAATTTGTGTTGTGCTTAGTTTTTCAGTTAATGGAAATCA

GTTCACATTTTCTC

C/T CGATTTTATCCCAGTTCTCAATGACTTCGTTTTCTTAAAGCTG

CCTTCTTCATGGTGTTTTGTGCTAGGAATTTTGACTCCCTTTA

CTGGTGAACTGCTC

Ca_LG_1:21469407 TTTTTCTTCGTGGTAATTTGTTATGGTGATTTTCCTTTGTGTAC

CAAAATCGGCCATCTAAAATTGCAGCGAATCAAGCAACGAAA

TCACGCACCATCTC

C/T CACTCAACTGAGAATTTTCGATTGAAATAATTGCGGTTTGCG

AGAACAGAGATTTAGGCTGCATACCCTTACGTTGATCCAAAA

AAACAAATACAGAATC

Ca_LG_1:21705993 CACAAACTGATTATTTTATGTCATGTCATCCTTTGTGGTGGCC

TAAACCCTCACAAAAGACAACTTTTGTGGCGGCTTTGGCCCT

CACAAACGCTAACTG

G/A TTTTAAACTTCTTAGTCTTTTGTGGCGGACTTTTCTGTCACAG

TTTTGTGAAGGCTTAAGACGTCACAAATGGTAACAAAAAAAA

ACTGAATTTTGTGGT
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Ca_LG_1:21706004 TATTTTATGTCATGTCATCCTTTGTGGTGGCCTAAACCCTCAC

AAAAGACAACTTTTGTGGCGGCTTTGGCCCTCACAAACGCTA

ACTGTTTTAAACTTC

C/T TTAGTCTTTTGTGGCGGACTTTTCTGTCACAGTTTTGTGAAG

GCTTAAGACGTCACAAATGGTAACAAAAAAAAACTGAATTTT

GTGGTTGTTTTGGCCG

Ca_LG_1:22441075 GCCACTTACAATACCCCGTCGCGTAATTAAGTCGTCTGCAAAA

GATTCTACCTGCCGCTCAATAGGAATTGCGTTTCAAGGTGTC

CCGCAAGGCTCATCT

T/C GCCTTACGAGGTCCACCGACGACACGTGCCTCTGGGGGGC

CAAGGCCCCCTACTGCTGACTAGCGATGCGTGTGCCAGTCA

TTCGCTTGTTGACCACGTC

Ca_LG_1:22441093 TCGCGTAATTAAGTCGTCTGCAAAAGATTCTACCTGCCGCTCA

ATAGGAATTGCGTTTCAAGGTGTCCCGCAAGGCTCATCTGCC

TTACGAGGTCCACCG

G/A ACGACACGTGCCTCTGGGGGGCCAAGGCCCCCTACTGCTG

ACTAGCGATGCGTGTGCCAGTCATTCGCTTGTTGACCACGT

CTACGACTAAGACGTGGAC

Ca_LG_1:24118226 CCATCACAAATACAAAAATTGAAATTGGTCTTTATTTGTAGCTG

AAAAAGCTCTCACAAATTATTAAAAATTTAGGTGGAATTTATGG

CTGGCTAAGCCT

T/C TCACAAAATCACAACGTTGTGATTTTGTAAGGGCTTAAGCAG

CCACAAATTCCGCCTAATTTTTTAAGATTTTTGTGAGGGTTTT

TGCAGCTACAAAGTC

Ca_LG_1:24118255 CTTTATTTGTAGCTGAAAAAGCTCTCACAAATTATTAAAAATTT

AGGTGGAATTTATGGCTGGCTAAGCCTTCACAAAATCACAAC

GTTGTGATTTTGTA

A/G AGGGCTTAAGCAGCCACAAATTCCGCCTAATTTTTTAAGATT

TTTGTGAGGGTTTTTGCAGCTACAAAGTCTAAAATTTGTGAG

GGTCAAGTCCGTCACA

Ca_LG_1:24118273 AAGCTCTCACAAATTATTAAAAATTTAGGTGGAATTTATGGCT

GGCTAAGCCTTCACAAAATCACAACGTTGTGATTTTGTAAGGG

CTTAAGCAGCCACA

A/T AATTCCGCCTAATTTTTTAAGATTTTTGTGAGGGTTTTTGCAG

CTACAAAGTCTAAAATTTGTGAGGGTCAAGTCCGTCACAAAA

GCCTGAAATGACATG

Ca_LG_1:24118280 CACAAATTATTAAAAATTTAGGTGGAATTTATGGCTGGCTAAG

CCTTCACAAAATCACAACGTTGTGATTTTGTAAGGGCTTAAGC

AGCCACAAATTCCG

G/A CCTAATTTTTTAAGATTTTTGTGAGGGTTTTTGCAGCTACAAA

GTCTAAAATTTGTGAGGGTCAAGTCCGTCACAAAAGCCTGAA

ATGACATGTCAATTT

Ca_LG_1:24118285 ATTATTAAAAATTTAGGTGGAATTTATGGCTGGCTAAGCCTTC

ACAAAATCACAACGTTGTGATTTTGTAAGGGCTTAAGCAGCCA

CAAATTCCGCCTAA

A/C TTTTTTAAGATTTTTGTGAGGGTTTTTGCAGCTACAAAGTCTA

AAATTTGTGAGGGTCAAGTCCGTCACAAAAGCCTGAAATGA

CATGTCAATTTGTGGC

Ca_LG_1:24464785 CATATATTTGGTCAATATGGGATTTTAACACATCCCTTCAAGTC

CAGCACAATGAAGGTGCCGAGGCCAAAACGAAGGCAGCTGC

AATGCAGGACGATAC

C/G GGTTTCCAACAACAGTTTTAAAAAGAAAAAAGTAAACATAGG

AAAAATCTCACCGTCAAATTTTCGAAAGCACTTTTGAAGCGC

TGCAGAAGAAGTTGCA

Ca_LG_1:24728837 ATTTCCCTCTATAGACTTGGTTAGAACAAATAGAGTTTTACAA

CTAGTTCACATGGACCTTTTTGGACCTGCCCAAGTTAAGAGTT

TAGGTGGAAACCTG

G/T TATGGATATGTGCTGGTTGATGATTACTCAAGGTTCACATGG

ACTTATTTTCTGGCTCATAAGAGTGATACATTCTCAATTTTTA

AAAAATTTGCTGCTT

Ca_LG_1:24728861 AACAAATAGAGTTTTACAACTAGTTCACATGGACCTTTTTGGA

CCTGCCCAAGTTAAGAGTTTAGGTGGAAACCTGTATGGATAT

GTGCTGGTTGATGAT

T/C TACTCAAGGTTCACATGGACTTATTTTCTGGCTCATAAGAGT

GATACATTCTCAATTTTTAAAAAATTTGCTGCTTTAGTTCAAA

ATGAGAATGATCAGA

Ca_LG_1:24838360 ATTGATCACTTCTGCCATGCTCGTTGGCCTTCGGTTTACATAC

ACGGTAAAACCGGGCGTTTCTTCCTTAGCTTCTTGTTTACCAA

TTGCCATTTCTCTG

G/A TGGCTTGATTCAATATGACCTGCAGCTTGAGATTTTGATACT

TCAAAACTAGCACTGCCATGCACTTGCTGTGAATCTTTGGCA

TCGTGCTCGACTTCGG
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Ca_LG_1:25584206 CTCAGGAGAATGATCCTTTTTCATTCTTCCTTAATAGTCAAATT

ACTTTCATGTAAGGAAAAAAATAGAGGAAATATTGTTGGCTGC

AGCATAACTTAAG

G/A TATTGGAAGAAAACACTCACCGAGATTTGGACCGTTCTTGAG

ACATATTTCATGGATCCTCAATCGTTCTCTTTGAACACCACAT

AGCCCCTGAAGAAGA

Ca_LG_1:26421258 GTGATTTTGTGAGGGCTTAGGCAACCACGAAATCCAGTTAAAT

TTTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAA

TTTTGTGAGGGGCA

A/T GATCCGTCACAAATGACTGAAATGACATGGCAATTTGTGGCT

ACATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTG

GCTGCAAAAGCCGCCAC

Ca_LG_1:26421264 TTGTGAGGGCTTAGGCAACCACGAAATCCAGTTAAATTTTTAA

GAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAATTTTGT

GAGGGGCAGATCCG

G/A TCACAAATGACTGAAATGACATGGCAATTTGTGGCTACATAG

GCCGCCACAAAAGCCTATGACCGTTACCTTTTGTGGCTGCA

AAAGCCGCCACAAAGGA

Ca_LG_1:26421300 TTTTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAA

ATTTTGTGAGGGGCAGATCCGTCACAAATGACTGAAATGACA

TGGCAATTTGTGGCT

T/C ACATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTG

GCTGCAAAAGCCGCCACAAAGGATTAAATATGTAACTGATTT

TCTGGCCGCCCAGGCCG

Ca_LG_1:26421301 TTTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAA

TTTTGTGAGGGGCAGATCCGTCACAAATGACTGAAATGACAT

GGCAATTTGTGGCTA

A/G CATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTGG

CTGCAAAAGCCGCCACAAAGGATTAAATATGTAACTGATTTT

CTGGCCGCCCAGGCCGT

Ca_LG_1:26421302 TTTAAGAATTTTGTGAGGGCTTTTACAGCCACAAAAAGTAAAT

TTTGTGAGGGGCAGATCCGTCACAAATGACTGAAATGACATG

GCAATTTGTGGCTAC

C/T ATAGGCCGCCACAAAAGCCTATGACCGTTACCTTTTGTGGCT

GCAAAAGCCGCCACAAAGGATTAAATATGTAACTGATTTTCT

GGCCGCCCAGGCCGTC

Ca_LG_1:26862043 AGAGGGCTTTTTTAAAAACAAATGACATACATCTTTTGGGGTA

TCTTTCAAGTAGAGTCGGTCGCGGTATTTTTAGAGCAGCTTCA

TCGAAGCTGCCCTA

A/G AGCATAGGTTTCTCCAATAGATGCAATAGGCAACAATAGAGG

GAGAGTTCACAACACCCTTTTATTTTAAGTTGAAGTCATATAT

AAATATCCTTTATTT

Ca_LG_1:26862061 CAAATGACATACATCTTTTGGGGTATCTTTCAAGTAGAGTCGG

TCGCGGTATTTTTAGAGCAGCTTCATCGAAGCTGCCCTAAGC

ATAGGTTTCTCCAAT

T/C AGATGCAATAGGCAACAATAGAGGGAGAGTTCACAACACCC

TTTTATTTTAAGTTGAAGTCATATATAAATATCCTTTATTTTGT

TTGATTGTTTGACAA

Ca_LG_1:26862076 TTTTGGGGTATCTTTCAAGTAGAGTCGGTCGCGGTATTTTTAG

AGCAGCTTCATCGAAGCTGCCCTAAGCATAGGTTTCTCCAATA

GATGCAATAGGCAA

A/G CAATAGAGGGAGAGTTCACAACACCCTTTTATTTTAAGTTGA

AGTCATATATAAATATCCTTTATTTTGTTTGATTGTTTGACAAT

ATTTTCATTAATTG

Ca_LG_1:28120286 GATTAAACAAAAGGATTGGCTAATTAAAGTGCTAATGCTACAA

CCAGCCCATAAATAGTTAAAGCTTCCATAAAAGCCAGACTAAG

TAATAAAGTACCCT

T/C TTATTTTGTCCTCTGCTTCCGGTTTTCGCACAATCCCTTCCAT

ATTCGGTAGCCATTTCATATTTAGTAGTCGTTCCATATTCGGT

AGCCATGCAATTAG

Ca_LG_1:28120311 AAAGTGCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTC

CATAAAAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCC

TCTGCTTCCGGTTT

T/G TCGCACAATCCCTTCCATATTCGGTAGCCATTTCATATTTAGT

AGTCGTTCCATATTCGGTAGCCATGCAATTAGTCAATAACTG

AGTAGTCCTTCCATA

Ca_LG_1:28120315 TGCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTCCATA

AAAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCCTCTG

CTTCCGGTTTTCGC

C/T ACAATCCCTTCCATATTCGGTAGCCATTTCATATTTAGTAGTC

GTTCCATATTCGGTAGCCATGCAATTAGTCAATAACTGAGTA

GTCCTTCCATATTTG
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Ca_LG_1:28120316 GCTAATGCTACAACCAGCCCATAAATAGTTAAAGCTTCCATAA

AAGCCAGACTAAGTAATAAAGTACCCTTTATTTTGTCCTCTGC

TTCCGGTTTTCGCA

A/G CAATCCCTTCCATATTCGGTAGCCATTTCATATTTAGTAGTC

GTTCCATATTCGGTAGCCATGCAATTAGTCAATAACTGAGTA

GTCCTTCCATATTTGT

Ca_LG_1:29061769 GACAGAGTACATAAAAAAAATGCATTAATACTTGACAGAATCA

AAATTTGAATCACCCTTTTCATCTATGCTAATTTTCTAATGGTC

TAGACAATCAAAA

A/T TTTAATTTTTGTATAGAGTATTCTTTGAAAAGATATCGATGAT

CCATATGCGGTTGAAAATAATGTAATATAAACCTGAAACGCG

ATAGAACAAGTTGAA

Ca_LG_1:29061783 AAAAAATGCATTAATACTTGACAGAATCAAAATTTGAATCACC

CTTTTCATCTATGCTAATTTTCTAATGGTCTAGACAATCAAAAT

TTAATTTTTGTAT

T/A AGAGTATTCTTTGAAAAGATATCGATGATCCATATGCGGTTG

AAAATAATGTAATATAAACCTGAAACGCGATAGAACAAGTTG

AAAGATTCCATGGTTC

Ca_LG_1:29442116 CGTCAAAGATAGAATTGATGGTTGCACTTTTTCCAACTCCTGT

CTTTCCAAGAACCATTATTGTACAAGAGAAATCAAGTGGTTCT

TGACCCACTGATTC

C/G AAGTTGCTCGGCCATTGCACTAGCACGATCAAAGCTAAAAG

CGCCAACACGGCTGCCATTCCTCCCTCTGAGTTGTTCAGCC

AGTCCTAATCTATACAGA

Ca_LG_1:29442138 TGCACTTTTTCCAACTCCTGTCTTTCCAAGAACCATTATTGTAC

AAGAGAAATCAAGTGGTTCTTGACCCACTGATTCAAGTTGCTC

GGCCATTGCACTA

A/T GCACGATCAAAGCTAAAAGCGCCAACACGGCTGCCATTCCT

CCCTCTGAGTTGTTCAGCCAGTCCTAATCTATACAGAACTTG

TGCTACAACAACATTGT

Ca_LG_1:29442164 CAAGAACCATTATTGTACAAGAGAAATCAAGTGGTTCTTGACC

CACTGATTCAAGTTGCTCGGCCATTGCACTAGCACGATCAAA

GCTAAAAGCGCCAAC

C/A ACGGCTGCCATTCCTCCCTCTGAGTTGTTCAGCCAGTCCTAA

TCTATACAGAACTTGTGCTACAACAACATTGTGGGGTGTCTG

CCCAAGCCTATTAGCT

Ca_LG_1:29442282 TCTGAGTTGTTCAGCCAGTCCTAATCTATACAGAACTTGTGCT

ACAACAACATTGTGGGGTGTCTGCCCAAGCCTATTAGCTAGC

CGCAAAAACTTCACC

C/A CTAATCATTTGAAGTTTCTCACGAGTCTCGTCATACTCCTCA

GCCTCCCCAGATGAGGACTCGTCCAATTTTTGGGACTGCAA

ATTAGATACAGTATTAT

Ca_LG_1:29442376 TTCACCCTAATCATTTGAAGTTTCTCACGAGTCTCGTCATACT

CCTCAGCCTCCCCAGATGAGGACTCGTCCAATTTTTGGGACT

GCAAATTAGATACAG

G/C TATTATTGACCCGCGGCTGCTGCACTACCCGTGGAGCAGGT

TTCAATAATGGAGCTGCAGGTCCAAGGCCAGCAGGAGGAAC

AAGAGTGGTGGTAGTGGC

Ca_LG_1:29649191 ATTAAAATTAAGACCTTTTTTAATTAAGAGAGAGAGAGAGAGA

AACCATGTTTCAGTTTTCATCAGCGCCTAAACCTGTAACGAGA

CCTAGCAGCACCTC

C/T AACCCACCGCAGCGCTGACTTCACTACACACTGTTGTGTAC

AACGTTGCCTGTACTACCCACTGTTCTGCCGCAGCACCGCG

TTCTCTATTTTCACGTTA

Ca_LG_1:30253632 GTGTAGATGATGTTGTCCTTGTTGGTGGCTCTTCTAGGATTCC

CAAAGTGAAGGAGTTGTGCGAGAGCATTAATCCTGATGAGGC

TGTGGCTTATGGGGG

G/C AGCTGTTCAGGCTGCATTGTTGAGTGAAGGCTTTAACAATAT

TCCAAAGCTGGTGTTGCAGGATGTCACACCTTTGTCTCTTGG

TAGGTCAGTATTAGGA

Ca_LG_1:30284273 GGCGATCTTCTTGTTAATCCTGTTCAGGTTAACATTGGAAATG

TAGACGAGCTTGCTGCAAATAAATCCATCACACAGGTATTCAA

TTAATGCCCACTTA

A/G TTTAAAATCTCAAAGTTGCTGCTAAATGGACAGTTCTTTTTTT

TATCTTGCTTCGTCAATGTTTTTGAAATCTCAAAGTTGTCATT

GTGGTCAACTTGTA

Ca_LG_1:30285027 TGGGGCAGCTGCAATTCATGGAGACAAGTCTCAAGGTGAGAG

AGACTGGGTTTTAGGTCAGTTCCGGACTGGGAAGTCTCCAAT

TTTGGTTGCCACTGAT

T/C GTTGCTGCCCGTGGTCTTGATATTAAGGATATAAGGTTAGCC

TCTTTGTATTTAAAGTGCTTATTCTCAATTTTATATATGAAGC

AGTCATTTGTCGTTT
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Ca_LG_1:30295802 ACAACTTGACCCAAAAGTATTACAACAGTAAAAAGGAGACACT

CCTGCTAAAAGGAGACAACTTTTCTGTATGCTTTTTGATTCGT

TGGATGGTTCAGTA

A/C AAGTTGGATCAATGCCTGTTGATTGTATCATGCAGCAGGGAA

GCTGTTTCTTTTTTTAATCAAATTATGTGGCTAATGCTTTTGA

TACAAGGCCCTTCCT

Ca_LG_1:30310231 ATGTCAGATTTCCTAAACTAAACGTCGTTACTTTCAATAAAGAA

GGTCTACAACACATGTTCTTCCAAAGGAAGGCTTTGCTGCAG

CACCTACAAGGGTC

C/T CATATTCCACTCTTGTAAGTCACAGGGATATTTTGAAGGCTG

CTATTGATAGTCTGCTCAGAAAAACACATTAAAATCCTTGTG

AACAAACTGAGAAGAG

Ca_LG_1:30942802 TGCTCGAATTAGTAATAGAAATGGTGGAACAAGTGCAAAACC

AAGAGGTTCTTTGTTGACAGTGGCTTTTCAAATATTGATGTCT

AATGCAGAAGTAGTG

G/C AATTTGGAACATGCTGCAGCTGCTGTTAACTCACTCATCAAT

ACAACTGTTGATAACATAAGGGATGCTCTGTTCAAAATCTAG

GAAGTTTTTTTATCAC

Ca_LG_1:31172867 TAAATGGATTGTGGAGAACAGTAAAGAGTTGGATGTTACTAAG

GGTAACCTTGTTGCAGCAGCAAAGGAAATTGAACAATACAAG

GAGCAAATGCATAAA

A/G TTACATCAAAATCTTGAACAAAGAATGAATGAGCTTAGAGAA

ATCGATGAAGAAAGAAGAGAACATTGTGCTGTTACAAAAAAG

CAACAAGATGCATTGA

Ca_LG_1:31172868 AAATGGATTGTGGAGAACAGTAAAGAGTTGGATGTTACTAAG

GGTAACCTTGTTGCAGCAGCAAAGGAAATTGAACAATACAAG

GAGCAAATGCATAAAT

T/G TACATCAAAATCTTGAACAAAGAATGAATGAGCTTAGAGAAA

TCGATGAAGAAAGAAGAGAACATTGTGCTGTTACAAAAAAGC

AACAAGATGCATTGAA

Ca_LG_1:31926195 ACGCATGGCAGCAACGTGAAGCACTGTGTACCCTCGAGAATT

CCGAAGATTGACATTAGCCATACCCAACCCAAGTACTTCGGA

AACGACCTTGGGGTCG

G/A CAGTAGGCTGCTGCGTAATGGAGAGCACCGGCTTCGTCTAA

AGTAATGTCCGACTCATTTAAAAGAAGTTTAACAAGCTCGAC

ATCATCCGAGTCCAATG

Ca_LG_1:32113130 TTTTGAGTACTTTCAGTGCATCGTAGCGCAAGTTTTATGAACA

ATCTTCTCCTTTCTTCAATCTGCAGTAGCTAGCATCAAGAGAA

TAAGGTAGTGATCG

G/A ATGCAAATTCAAGTTCTGCAGCAAACAAAAGCAGCAGAGAC

CGTAACACTATTTCCTTTTTTTTTTTTTTTGTTTCTTACTACTC

ATGTGTCTTGCACCA

Ca_LG_1:32434343 TGAATTTCATTCGGTTGGCAATCAAGACCAACAGCTGCACCT

GCAGGCTGCAGCTATTATATGATTCTGAATCATTTGCCTGCTC

ATGAAATGAACTTAC

C/T TGGTTCCTGAATTGTGACAATACTGCGATATAAACTTTGTTTA

TAGGGACATGCTTGGATTAGTAGAGCATCAAGAAGTCGAAA

TTTAGTCTGGAAAGTA

Ca_LG_1:32434370 CCAACAGCTGCACCTGCAGGCTGCAGCTATTATATGATTCTG

AATCATTTGCCTGCTCATGAAATGAACTTACTGGTTCCTGAAT

TGTGACAATACTGCG

G/C ATATAAACTTTGTTTATAGGGACATGCTTGGATTAGTAGAGC

ATCAAGAAGTCGAAATTTAGTCTGGAAAGTAAGCGAAAAACA

ACCAGGTAAGCTGCTT

Ca_LG_1:32452598 CAATACTGGCTTCTTCTGTTTCGTTGCATAAGATGGCAGCATG

ATCAGGAGAATCTAATGTAGGCAACTCAGGTGTCTCTGTCTTT

CTAACTTGCAGTCC

C/T GGTAGAGCGTGCAAGGTCAATCCATTGCTGCAGCAATTTAC

AGAAAAACCAAATTTGAAAAATCCTAGTCAAATTTAGAAACTA

TATGTAGATGAATGAG

Ca_LG_1:32924483 GACAACACCTATCCTACTTGCTACTTTGCTGCATTCTTTGTAC

TATTTGGCCTAATTTTTTAATTTCTGTTATTATGGTTTTAACTTC

TATATTGTTATA

A/G TTTGTCTAGGTTCTGCTATTACTGGTCCTATTGGTAAGGAAT

GTGCTGATCTATGGCCAAGGATTGCAAGTGCAGCCAATGCA

ATTGTATGAGTGGGGCG

Ca_LG_1:33038368 AAGTTTTGGTTGAGACAATTTGCGATGTTCTTGATGAGTTATA

CACAATTTCTTTAGGGATTCAAACATGTTCCCGTTTGCAAGGA

AAGCTGCTGAGTTG

G/C TTTGCAACAGGACACTGAAGCACATGGAACAAGACGTTGTG

CTGTCCTAGTATGTACATTATTCAGCTCCTTGGGAATAATGT

TCCTTCTATGCTGCACA
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Ca_LG_1:33038427 ATTCAAACATGTTCCCGTTTGCAAGGAAAGCTGCTGAGTTGTT

TGCAACAGGACACTGAAGCACATGGAACAAGACGTTGTGCTG

TCCTAGTATGTACAT

T/A TATTCAGCTCCTTGGGAATAATGTTCCTTCTATGCTGCACAA

TTTTCATTATTAGGTTAGCCATACACTTCCAAGTTTCTGCATT

TGGCAAGCTATTGGG

Ca_LG_1:33043165 TCACAGAATTCAAACGCAACGATTTTGCTGCACTACCTGAAAT

TTTTCAAGAACATATTCAAACTAATAATAATCTAGATGTCAAAT

ATTGCAAAATAAG

G/A CATTTCTCTTTACCCAAATAACTACTCACCAAAATCACCAACT

GATGCATCTTCCTTTGTTTTCAACGCAGCTGCAATCTGATGA

TGATTACTAGCAGTA

Ca_LG_1:33043233 AATAATCTAGATGTCAAATATTGCAAAATAAGCATTTCTCTTTA

CCCAAATAACTACTCACCAAAATCACCAACTGATGCATCTTCC

TTTGTTTTCAACG

G/T CAGCTGCAATCTGATGATGATTACTAGCAGTATCAACCACTG

AACCAGTAAGGTTTCTTGCAAGATGTCTAATTTGATTTAGAC

GCAGCCTTGGTAAATT

Ca_LG_1:33043281 AATAACTACTCACCAAAATCACCAACTGATGCATCTTCCTTTG

TTTTCAACGCAGCTGCAATCTGATGATGATTACTAGCAGTATC

AACCACTGAACCAG

G/A TAAGGTTTCTTGCAAGATGTCTAATTTGATTTAGACGCAGCC

TTGGTAAATTATTTAGCTTACAAGCTAGAGTTTCCATGTTAAT

TGATGATCCTATTGT

Ca_LG_1:33057870 AATACTACACAAGAAATGTGAATCTATACCTCATCACAAATAT

CATAAAGTCATTAAATCGCGTGTTTGCTGCAGTGAGAAATCAC

AATAATTGATAGGC

C/T ATACATCTAGTATCTACAAATGTCAATCACTCCACCAATGCA

AAAAAACTTATTGTGGCCAAACCAATGGTGTCAATCGCGAAA

TGTGGATAATAGTTTG

Ca_LG_1:33076269 CTATAACCCTACTTAATTGATACTTTGATATTGGAACATAATCA

TTCACCATATATAAGGCATAGTATTTATACTAGTATCATGATTG

AGGGGTGTCACA

A/C ATTTGCAGCTGCTTATTAAGTTTGTTGTTGCTTGCTGGCACT

GAGTGACCACAGCAATTATTAGAAAATGGGTATGGTAGTTAT

GATCTTACCCAACAAC

Ca_LG_1:33106822 TTGCTCCTGCTGCATCAAGTTTTGGTTCAGAACAACCAAAATT

TTCCTCCATCGCCAACTTTTCCTCGCTGCCATCTCCTCCAGTG

TTGTCCACATCATT

T/C GCCATTGTTCTCAGTTCCCTCATCACTGCTACTACCAGAGTT

ACGATCCCTGTCTTTATCAATGGCATGGAGTGGTTTGATTTC

ATCGTCTACATTGTCA

Ca_LG_1:33256282 GTGGGTAAGAAAATTAACAGTGGTGTAACTTGTATACATTCTT

TCAGGATATGATTATGGGGAGAAAAAGCGAATTCCTGACTGG

TGTGATAGAATAATG

G/A TATCGTGATACTCGGGCAGCTGCCGTGTCTGACTGCAATTTA

GACTGTCCTGCTGTGTCTTCAATTTTACAGTATGTTTCATGG

TCAAAATTGTTTTCTA

Ca_LG_1:33289544 GGCGGTGTTTGTTGATTTTGGAGCGCACTAGAAAAGAGGCAG

CACAGCTGTAACAGAGTAAAAAAAAAACAAAACAGTGACAGC

TGGTGTAAAGCACAGC

C/T TGTGTTTGAAAGAAAAAAAAATCACTGGAAAAACACACAGTG

AAGGCGGTGCTTTTGAGGCTAGCTGTAGTGTCGTGGCTGAT

TGCTAGAAAGGCAGCCG

Ca_LG_1:33289576 AAAGAGGCAGCACAGCTGTAACAGAGTAAAAAAAAAACAAAA

CAGTGACAGCTGGTGTAAAGCACAGCTGTGTTTGAAAGAAAA

AAAAATCACTGGAAAA

A/C ACACACAGTGAAGGCGGTGCTTTTGAGGCTAGCTGTAGTGT

CGTGGCTGATTGCTAGAAAGGCAGCCGGAGTTGTTGGTGAC

AGATGGCTGTATGAAGCC

Ca_LG_1:34019011 TCAGTACCCTAAAGTACAATATTTATTTAAGATAAACAAATGTG

TAACACATTATCAATTACTTATTCCACGGCCACGAATAGGCAT

CCCTATTTGTTAC

C/T CCTAATTGGTCCTTTTTCGCTGATAACCCAATTACATTCAGAA

CATGGATCTCTAAGACCTACATATATGTCAAACCAGTGAAAT

TCTCCTTCCCACTTA

Ca_LG_1:34019037 TTAAGATAAACAAATGTGTAACACATTATCAATTACTTATTCCA

CGGCCACGAATAGGCATCCCTATTTGTTACCCTAATTGGTCCT

TTTTCGCTGATAA

A/T CCCAATTACATTCAGAACATGGATCTCTAAGACCTACATATA

TGTCAAACCAGTGAAATTCTCCTTCCCACTTAAAGGAACAAT

AGAATAGTGTTGTGCC
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Ca_LG_1:35152413 TTTTCAGTGACGACATGGATTAGTACAGAACCAGTTTTCTCAG

AACACTTAAGTTCTTCAAGAGTTGCAACAAGTTCATCAATGTT

ATGACCATCAACAG

G/A GGCCAATATAATTAAGTCCAAGCTCATCAAAAAGTGTTGATC

CAGAACCACCAATCATACTGCGAGCATATTCGTCAACTTTTT

CAGCCAATTCATGCAT

Ca_LG_1:35152415 TTCAGTGACGACATGGATTAGTACAGAACCAGTTTTCTCAGAA

CACTTAAGTTCTTCAAGAGTTGCAACAAGTTCATCAATGTTAT

GACCATCAACAGGG

G/A CCAATATAATTAAGTCCAAGCTCATCAAAAAGTGTTGATCCA

GAACCACCAATCATACTGCGAGCATATTCGTCAACTTTTTCA

GCCAATTCATGCATTG

Ca_LG_1:35152427 ATGGATTAGTACAGAACCAGTTTTCTCAGAACACTTAAGTTCT

TCAAGAGTTGCAACAAGTTCATCAATGTTATGACCATCAACAG

GGCCAATATAATTA

A/C AGTCCAAGCTCATCAAAAAGTGTTGATCCAGAACCACCAATC

ATACTGCGAGCATATTCGTCAACTTTTTCAGCCAATTCATGC

ATTGAGCCATAAGCTA

Ca_LG_1:35152432 TTAGTACAGAACCAGTTTTCTCAGAACACTTAAGTTCTTCAAG

AGTTGCAACAAGTTCATCAATGTTATGACCATCAACAGGGCCA

ATATAATTAAGTCC

C/G AAGCTCATCAAAAAGTGTTGATCCAGAACCACCAATCATACT

GCGAGCATATTCGTCAACTTTTTCAGCCAATTCATGCATTGA

GCCATAAGCTAATTGT

Ca_LG_1:35152436 TACAGAACCAGTTTTCTCAGAACACTTAAGTTCTTCAAGAGTT

GCAACAAGTTCATCAATGTTATGACCATCAACAGGGCCAATAT

AATTAAGTCCAAGC

C/T TCATCAAAAAGTGTTGATCCAGAACCACCAATCATACTGCGA

GCATATTCGTCAACTTTTTCAGCCAATTCATGCATTGAGCCA

TAAGCTAATTGTGTTA

Ca_LG_1:35152445 AGTTTTCTCAGAACACTTAAGTTCTTCAAGAGTTGCAACAAGT

TCATCAATGTTATGACCATCAACAGGGCCAATATAATTAAGTC

CAAGCTCATCAAAA

A/G AGTGTTGATCCAGAACCACCAATCATACTGCGAGCATATTCG

TCAACTTTTTCAGCCAATTCATGCATTGAGCCATAAGCTAATT

GTGTTAGGCATAAGA

Ca_LG_1:35327500 TTGTAATTTGTAAACCTGTTTTAGCATTGTCTATCTATAGCTCT

ATATTCCTGCAACAACATTCTGTTATTGGCTTTAGCTCTATCTT

TCTGTAACATCG

G/A CTTTAATCTCATGTAAATCTATATAATAATGTAGCAATTATTAT

GGTTCAGGCAAATTGCTATGGTTATGCTGCTTCACCTTAGAA

GTCCCAAGTGCTGT

Ca_LG_1:35327638 TATTATGGTTCAGGCAAATTGCTATGGTTATGCTGCTTCACCT

TAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTCATCCCACAAT

GCCCACAACATCAC

C/T TTCACCTTCAAAAAACCTTGTCCAAAACATGTCGTCTGGAAG

CATTGCAGTGTCAAAATGATGTGCAGTATTTCTACATTAGTT

GTTTGCTGCCTATGTT

Ca_LG_1:35327670 CTGCTTCACCTTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATT

CATCCCACAATGCCCACAACATCACTTCACCTTCAAAAAACCT

TGTCCAAAACATGT

T/A CGTCTGGAAGCATTGCAGTGTCAAAATGATGTGCAGTATTTC

TACATTAGTTGTTTGCTGCCTATGTTATGAATTCTGTTTTGGG

GTGATAGGCTCTTAT

Ca_LG_1:35327671 TGCTTCACCTTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTC

ATCCCACAATGCCCACAACATCACTTCACCTTCAAAAAACCTT

GTCCAAAACATGTC

C/G GTCTGGAAGCATTGCAGTGTCAAAATGATGTGCAGTATTTCT

ACATTAGTTGTTTGCTGCCTATGTTATGAATTCTGTTTTGGG

GTGATAGGCTCTTATG

Ca_LG_1:35327680 TTAGAAGTCCCAAGTGCTGTGCTTTCAAAGATTCATCCCACAA

TGCCCACAACATCACTTCACCTTCAAAAAACCTTGTCCAAAAC

ATGTCGTCTGGAAG

G/A CATTGCAGTGTCAAAATGATGTGCAGTATTTCTACATTAGTT

GTTTGCTGCCTATGTTATGAATTCTGTTTTGGGGTGATAGGC

TCTTATGCATGAGAAT

Ca_LG_1:35327688 CCCAAGTGCTGTGCTTTCAAAGATTCATCCCACAATGCCCACA

ACATCACTTCACCTTCAAAAAACCTTGTCCAAAACATGTCGTC

TGGAAGCATTGCAG

G/A TGTCAAAATGATGTGCAGTATTTCTACATTAGTTGTTTGCTGC

CTATGTTATGAATTCTGTTTTGGGGTGATAGGCTCTTATGCA

TGAGAATACTGAAGT
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Ca_LG_1:35327708 AGATTCATCCCACAATGCCCACAACATCACTTCACCTTCAAAA

AACCTTGTCCAAAACATGTCGTCTGGAAGCATTGCAGTGTCAA

AATGATGTGCAGTA

A/G TTTCTACATTAGTTGTTTGCTGCCTATGTTATGAATTCTGTTT

TGGGGTGATAGGCTCTTATGCATGAGAATACTGAAGTAGGG

AAATGATGGGTGCTGG

Ca_LG_1:35590217 ATACCAAATGTTCTAAGGTTTTAGATTATATGTGAATCAAAATT

TCTTAGTGATCTTGAAGCATTTTGATAATTGCTGCTAACGCTG

TCCAAATTCTCCC

C/T GACAAATTTTAATTCCGAGGATACAAGTAAAAAATTGCTTATA

CAAAATTCACCAACATAGCAGCATAATTGACTTATATTTATCA

AAACAAACAGGTTA

Ca_LG_1:35590238 TAGATTATATGTGAATCAAAATTTCTTAGTGATCTTGAAGCATT

TTGATAATTGCTGCTAACGCTGTCCAAATTCTCCCGACAAATT

TTAATTCCGAGGA

A/G TACAAGTAAAAAATTGCTTATACAAAATTCACCAACATAGCA

GCATAATTGACTTATATTTATCAAAACAAACAGGTTATCCCAT

ATTTTTTTATTGGTA

Ca_LG_1:36808803 ATTGGTTTTTGCAGCCTTAATGCTTTTTGCTGGTTGGTTTCATT

ATCCCAAAGCTGCTCCAAAATTGGCTTCGTTCCAAGATGTAGA

ATCCATGTTGAAC

C/T CACCATTTGGCAGGGCTACTAGGACTTGGGTCTCTTTCTTG

GGCGGGGAATCAAGTACATGTATCTTTACCAATTAACCAATT

TCTAAATGTTGGAGTAG

Ca_LG_1:37653172 CAATTTTAGGTGTTGGTGCGGGATTTGTTGTGGGGAAAGAAG

GACCAATGGTGCATACAGGCGCTTGCATTGCTAATCTACTAG

GACAAGGTGGTTCTAC

C/G AAAATATGGACTGACCTGGAAATGGCTGAGATACTTCAAAAA

TGATAGAGATAGAAGGGATTTGATCACGTGCGGAGCAGCTG

CAGGTGTTGCTGCTGCC

Ca_LG_1:37653200 TGTGGGGAAAGAAGGACCAATGGTGCATACAGGCGCTTGCAT

TGCTAATCTACTAGGACAAGGTGGTTCTACAAAATATGGACTG

ACCTGGAAATGGCTG

G/C AGATACTTCAAAAATGATAGAGATAGAAGGGATTTGATCACG

TGCGGAGCAGCTGCAGGTGTTGCTGCTGCCTTTCGTGCCCC

TGTTGGTGGTGTCCTTT

Ca_LG_1:37653212 AGGACCAATGGTGCATACAGGCGCTTGCATTGCTAATCTACT

AGGACAAGGTGGTTCTACAAAATATGGACTGACCTGGAAATG

GCTGAGATACTTCAAA

A/T AATGATAGAGATAGAAGGGATTTGATCACGTGCGGAGCAGC

TGCAGGTGTTGCTGCTGCCTTTCGTGCCCCTGTTGGTGGTG

TCCTTTTCGCACTGGAAG

Ca_LG_1:37653227 TACAGGCGCTTGCATTGCTAATCTACTAGGACAAGGTGGTTC

TACAAAATATGGACTGACCTGGAAATGGCTGAGATACTTCAAA

AATGATAGAGATAGA

A/G AGGGATTTGATCACGTGCGGAGCAGCTGCAGGTGTTGCTGC

TGCCTTTCGTGCCCCTGTTGGTGGTGTCCTTTTCGCACTGG

AAGAAGCAACTTCATGGT

Ca_LG_1:37653246 AATCTACTAGGACAAGGTGGTTCTACAAAATATGGACTGACCT

GGAAATGGCTGAGATACTTCAAAAATGATAGAGATAGAAGGG

ATTTGATCACGTGCG

G/A GAGCAGCTGCAGGTGTTGCTGCTGCCTTTCGTGCCCCTGTT

GGTGGTGTCCTTTTCGCACTGGAAGAAGCAACTTCATGGTG

GAGGAGTGCTCTTCTATG

Ca_LG_1:37735245 TGATGGACATGCTCACCGATCTTAGAATTGGAAAAGTATGTGA

TGGTGTGGAGTCTTTCCCCAATAAGGATTTTGCGTTGCTGCCT

CCCTCCCTTACCTC

C/A TCTATCGCTAAGCAATATGCCAAGTTTGCACACGTTGGACTG

CACGGAGCTTCTCCACCTCACGTCCCTCCAACAATTAGAAAT

TGACAGTTGTTCAAAT

Ca_LG_1:37912214 TATAGCGTCAATATAGCCGCTATTTGAAAACATTTTTGTACTAA

ATAATGTATCGCACAACAATAGTGATTTGTTCAAATTCTGCTAT

GTTATAGCTGCG

G/A ATTAGACAACACTAAATTGAACCAAAAAAATAAAAACACCCA

ACCTTGTAAATTAGGATTCTTAATAGTCCAAGGGCTCCAGCA

AGATTGCAATCTGTCC

Ca_LG_1:38256174 CGTGCGCGTTCCTTTGTGGCGGCCTTTGCAGCCACAAATGCC

ACGTGCGCGTTCCTTTGTGGCGGCCTTTGCAGCCACAAATGT

CCACTTGTCCCGTCCG

G/T CCTTTGTGACGGATTTGGCCCTCACAAAATTGATTATTTGTG

GCTGTAAAAGCCCTCACAAAATCCTTAAATATTTAACTGGATT

TTGTGGCTGCCCAAG
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Ca_LG_1:38409310 CGTTGATAGCGGGGGATAAGTTAAGGTCAAGCGGATAAGATT

CATCGGCGGCGGCGTCACGGTCGCGGCTGGAGGATTCAACG

GTGCTGCTTTGGCTAGT

T/G ACTTTGGATCTTTATATTTTCGGAAGGGTAAGGGAAGTTAGT

TTTAGCCTTAGAACCACGGAAATCACGTGCGGCGGTGTCGT

AGGCTCGTGCAGCCTCT

Ca_LG_1:38524971 AGACAATGCTTTTGATACAGAGGTTGAAACTTTGGGCAAGATT

AGGCACAAGAACATTGTGAAACTATGGTGTTGTTGTACCACTA

GGGATTGCAAGCTA

A/T TTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTGATTTG

CTGCATAGCAATAAAGGAGGGTTGTTGGATTGGCCAACAAG

GTATAAGATAGCTCTTG

Ca_LG_1:38525016 GCACAAGAACATTGTGAAACTATGGTGTTGTTGTACCACTAGG

GATTGCAAGCTATTGGTTTATGAGTATATGCCAAATGGTAGTC

TTGGTGATTTGCTG

G/T CATAGCAATAAAGGAGGGTTGTTGGATTGGCCAACAAGGTA

TAAGATAGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCA

TCATGACTGTGTCCCTC

Ca_LG_1:38525022 GAACATTGTGAAACTATGGTGTTGTTGTACCACTAGGGATTGC

AAGCTATTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTG

ATTTGCTGCATAGC

C/T AATAAAGGAGGGTTGTTGGATTGGCCAACAAGGTATAAGAT

AGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCATCATGA

CTGTGTCCCTCCTATTG

Ca_LG_1:38525024 ACATTGTGAAACTATGGTGTTGTTGTACCACTAGGGATTGCAA

GCTATTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTGAT

TTGCTGCATAGCAA

A/C TAAAGGAGGGTTGTTGGATTGGCCAACAAGGTATAAGATAG

CTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCATCATGACT

GTGTCCCTCCTATTGTT

Ca_LG_1:38525055 TAGGGATTGCAAGCTATTGGTTTATGAGTATATGCCAAATGGT

AGTCTTGGTGATTTGCTGCATAGCAATAAAGGAGGGTTGTTG

GATTGGCCAACAAGG

G/A TATAAGATAGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTG

CATCATGACTGTGTCCCTCCTATTGTTCATAGAGATGTGAAA

TCTAATAACATCTTGT

Ca_LG_1:38525058 GGATTGCAAGCTATTGGTTTATGAGTATATGCCAAATGGTAGT

CTTGGTGATTTGCTGCATAGCAATAAAGGAGGGTTGTTGGATT

GGCCAACAAGGTAT

T/C AAGATAGCTCTTGATGCTGCAGAAGGGCTCTCTTATCTGCAT

CATGACTGTGTCCCTCCTATTGTTCATAGAGATGTGAAATCT

AATAACATCTTGTTGG

Ca_LG_1:38525068 CTATTGGTTTATGAGTATATGCCAAATGGTAGTCTTGGTGATT

TGCTGCATAGCAATAAAGGAGGGTTGTTGGATTGGCCAACAA

GGTATAAGATAGCTC

C/G TTGATGCTGCAGAAGGGCTCTCTTATCTGCATCATGACTGTG

TCCCTCCTATTGTTCATAGAGATGTGAAATCTAATAACATCTT

GTTGGACGAGGACTT

Ca_LG_1:38563993 GGAATCAATTTTTTTAACTGTCATGGAAACATTGCAGCTATTC

AACCCCACTCTGTAGCATATGAATAATCAAAACGTTTTGATTG

GATGTAATAAAGTA

A/T GAAAACATATACAGATAATATTTCTCGTACCTTCCACAACATG

TCGCCAAAAGAAGAATTTGGCTGCTCCCTACATCATTTGCAT

TGCTTGTTACATTAA

Ca_LG_1:38564038 CCCCACTCTGTAGCATATGAATAATCAAAACGTTTTGATTGGA

TGTAATAAAGTAGAAAACATATACAGATAATATTTCTCGTACCT

TCCACAACATGTC

C/T GCCAAAAGAAGAATTTGGCTGCTCCCTACATCATTTGCATTG

CTTGTTACATTAAATGTAGAAGACAATGGCAGTGATTCCCAT

GTTTGACTTTCTGGAA

Ca_LG_1:38564461 AATTACAATCTCTCCTTCAACCACAAGAGCCAAACCCACCTGT

ATTATTCGGAAATCTCTTGGAGAATATTAGTGTGTAGTGTCAG

AATTCAATCTAATA

A/G TAATTGTAATGTCACACAAGTTAGCTCAGCTGGCAGCTGCTA

ATACAGTTGCAATGGACAATGATAGTTAGTATCTAAAAGCTT

CTAATAACAGCTGCGT

Ca_LG_1:38564469 TCTCTCCTTCAACCACAAGAGCCAAACCCACCTGTATTATTCG

GAAATCTCTTGGAGAATATTAGTGTGTAGTGTCAGAATTCAAT

CTAATATAATTGTA

A/T ATGTCACACAAGTTAGCTCAGCTGGCAGCTGCTAATACAGTT

GCAATGGACAATGATAGTTAGTATCTAAAAGCTTCTAATAAC

AGCTGCGTCAGTAGTA
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Ca_LG_1:38564525 GAATATTAGTGTGTAGTGTCAGAATTCAATCTAATATAATTGTA

ATGTCACACAAGTTAGCTCAGCTGGCAGCTGCTAATACAGTT

GCAATGGACAATGA

A/G TAGTTAGTATCTAAAAGCTTCTAATAACAGCTGCGTCAGTAG

TAGGAGAGTTGGTTAGAATAACAGTTGTAGAATGTTTAGCAT

GTGTTTGTATAAAAAA

Ca_LG_1:38923448 AACAGATTTACAAATTACAAATTCAAAATCAATAGCAAAAAGAT

AAGGCTACAACAGATTTACAAATTCAAAATTAATATAAAAAAGA

TACAATAGCAGC

C/T AGCTATACTTTGTGAGAACTCCAATAAAAAAGGCGATGGCTG

CAAATCTGTGAAGCATCATTTTGAGAGGGCATAGGAGCCTG

CTGATACCTATCGAAAA

Ca_LG_1:39657931 TGGATGAATTTGTCTCAGTAGTCTTTCATTCTTAAACTCTAAGT

TCACAACACTACATTGATCATCATCAACTCCAAACACTACACT

GATGCGTCTACTG

G/C CATCTTGATTCTCCACAATGACGGAATCACAATCACCGTTAG

TTTATTATCTTCCATTTAATCATCTTTCTAATTTACCAAATTCA

TTTTCGGATCTCTA

Ca_LG_1:39657941 TGTCTCAGTAGTCTTTCATTCTTAAACTCTAAGTTCACAACACT

ACATTGATCATCATCAACTCCAAACACTACACTGATGCGTCTA

CTGCATCTTGATT

T/G CTCCACAATGACGGAATCACAATCACCGTTAGTTTATTATCT

TCCATTTAATCATCTTTCTAATTTACCAAATTCATTTTCGGATC

TCTAATTTCTTTGC

Ca_LG_1:39657948 GTAGTCTTTCATTCTTAAACTCTAAGTTCACAACACTACATTGA

TCATCATCAACTCCAAACACTACACTGATGCGTCTACTGCATC

TTGATTCTCCACA

A/G ATGACGGAATCACAATCACCGTTAGTTTATTATCTTCCATTTA

ATCATCTTTCTAATTTACCAAATTCATTTTCGGATCTCTAATTT

CTTTGCTTTTTTT

Ca_LG_1:39657960 TCTTAAACTCTAAGTTCACAACACTACATTGATCATCATCAACT

CCAAACACTACACTGATGCGTCTACTGCATCTTGATTCTCCAC

AATGACGGAATCA

A/G CAATCACCGTTAGTTTATTATCTTCCATTTAATCATCTTTCTAA

TTTACCAAATTCATTTTCGGATCTCTAATTTCTTTGCTTTTTTT

TTTGTAGGCGGA

Ca_LG_1:39658091 ATCATCTTTCTAATTTACCAAATTCATTTTCGGATCTCTAATTTC

TTTGCTTTTTTTTTTGTAGGCGGAGAAGATTAACACTATCTTGA

AGGCTGCTGGG

G/C GTCACTGTCGAATCATACTGGCCAAGCTTATTCGCCAAACTT

GCTCAGAATAAGAGCATTGACGATCTCGTTTTGAACGATGG

CGCTGCCGGTGGTGCCG

Ca_LG_1:39658171 CTATCTTGAAGGCTGCTGGGGTCACTGTCGAATCATACTGGC

CAAGCTTATTCGCCAAACTTGCTCAGAATAAGAGCATTGACGA

TCTCGTTTTGAACGA

A/C TGGCGCTGCCGGTGGTGCCGCTGTTGCCGTATCTGCTCCTG

CCGCTGCTGCTGGTGGTGGAGCCGCTGCAGCTGCCGCACC

TGCTGTCGAGGCCAAGAAG

Ca_LG_1:39658193 CACTGTCGAATCATACTGGCCAAGCTTATTCGCCAAACTTGCT

CAGAATAAGAGCATTGACGATCTCGTTTTGAACGATGGCGCT

GCCGGTGGTGCCGCT

T/C GTTGCCGTATCTGCTCCTGCCGCTGCTGCTGGTGGTGGAGC

CGCTGCAGCTGCCGCACCTGCTGTCGAGGCCAAGAAGGTA

CTGTTAGTAGGACCATTTA

Ca_LG_1:39658203 TCATACTGGCCAAGCTTATTCGCCAAACTTGCTCAGAATAAGA

GCATTGACGATCTCGTTTTGAACGATGGCGCTGCCGGTGGTG

CCGCTGTTGCCGTAT

T/G CTGCTCCTGCCGCTGCTGCTGGTGGTGGAGCCGCTGCAGC

TGCCGCACCTGCTGTCGAGGCCAAGAAGGTACTGTTAGTAG

GACCATTTAGACTTAAATA

Ca_LG_1:39658218 TTATTCGCCAAACTTGCTCAGAATAAGAGCATTGACGATCTCG

TTTTGAACGATGGCGCTGCCGGTGGTGCCGCTGTTGCCGTAT

CTGCTCCTGCCGCTG

G/T CTGCTGGTGGTGGAGCCGCTGCAGCTGCCGCACCTGCTGT

CGAGGCCAAGAAGGTACTGTTAGTAGGACCATTTAGACTTA

AATATCATATCTTGCATCA

Ca_LG_2:674638 TTAAAATAAATATACCATTAACTAGATCTAGATGTGATATAAAT

AAATAAAGCAACTGGGAGATTGAACTAGCTGAAGACTTTAACA

CATTACATTCATA

A/T TCTTGAACTTTCCTTTGATAATCTCTTACTGCATTAGCAGCAG

CACCACCTGCAAGGACGGCCTCTTCTAGCTCCCTTACAGTTT

GGGTGAGCTTTTCAA
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Ca_LG_2:674698 AGATTGAACTAGCTGAAGACTTTAACACATTACATTCATATCTT

GAACTTTCCTTTGATAATCTCTTACTGCATTAGCAGCAGCACC

ACCTGCAAGGACG

G/T GCCTCTTCTAGCTCCCTTACAGTTTGGGTGAGCTTTTCAACC

TCTGCCACCTTTTGTCTATGCATTTTGTCCAAAATTTTATTTT

CCTCCTGAGAGAAAT

Ca_LG_2:674700 ATTGAACTAGCTGAAGACTTTAACACATTACATTCATATCTTGA

ACTTTCCTTTGATAATCTCTTACTGCATTAGCAGCAGCACCAC

CTGCAAGGACGGC

C/T CTCTTCTAGCTCCCTTACAGTTTGGGTGAGCTTTTCAACCTC

TGCCACCTTTTGTCTATGCATTTTGTCCAAAATTTTATTTTCC

TCCTGAGAGAAATGG

Ca_LG_2:674716 ACTTTAACACATTACATTCATATCTTGAACTTTCCTTTGATAAT

CTCTTACTGCATTAGCAGCAGCACCACCTGCAAGGACGGCCT

CTTCTAGCTCCCTT

T/C ACAGTTTGGGTGAGCTTTTCAACCTCTGCCACCTTTTGTCTA

TGCATTTTGTCCAAAATTTTATTTTCCTCCTGAGAGAAATGGT

GATGAAACAAGAAGT

Ca_LG_2:733624 TGGCCCATGAGTTGTTGGAAGAAGGGATTTAATCCCTAAATCT

CTATATATAAACAGATACTGCTGCAGCAGCAACATAAGCAGA

GAGATCATTGCAACA

A/C TAGAAGAAGAAAATTGGGTTCCGGCGGTGGATGATTGGTCA

GTAATCTTGTTAATTTTCATATGCTGTTCTTATCGCGACTTTG

ATTATTGATATATTTT

Ca_LG_2:733683 ACTGCTGCAGCAGCAACATAAGCAGAGAGATCATTGCAACAT

AGAAGAAGAAAATTGGGTTCCGGCGGTGGATGATTGGTCAGT

AATCTTGTTAATTTTC

C/A ATATGCTGTTCTTATCGCGACTTTGATTATTGATATATTTTATT

AGTAATTTTGTATTCTCTTTTGAATCGTGATTCAAAGAGAATA

CAAAACTACGATA

Ca_LG_2:765882 AACCAAAATCTGAAAGCTTAGCATTGTAATCCTGAAAAAAATA

AAATGAGTGTGTTCATGTCACTTTATGCTGCCTCTATTTGATC

AACATATATTAATT

T/C GAGTGCATAATGAATGTGTACTTACAGCATCTAATAGAATGT

TTGAGGCTTTAATATCTCTATAGATAACTGGTTTCTCTTCTTC

ATGAAGAAAAGCTAG

Ca_LG_2:765883 ACCAAAATCTGAAAGCTTAGCATTGTAATCCTGAAAAAAATAA

AATGAGTGTGTTCATGTCACTTTATGCTGCCTCTATTTGATCA

ACATATATTAATTG

G/T AGTGCATAATGAATGTGTACTTACAGCATCTAATAGAATGTT

TGAGGCTTTAATATCTCTATAGATAACTGGTTTCTCTTCTTCA

TGAAGAAAAGCTAGT

Ca_LG_2:813151 CGGCTATGGCTGCAGCACAAGGATTGAGCAACTGCTCAGCCC

ACCTACCATCCTTGTTATTTCCACTGTTACAGTTACTTCCATTG

GCCTTAGCTGCACC

C/T CTTCTTGTTTCCACCTGGTTTTCTAACCACTGTCCCTTCAAGA

GCTGCATCTCCATTATCAGCTTCATTCATCGAACGACTCTTG

ATTCTCTTGTTCTTT

Ca_LG_2:1099766 CTCATCCCCCTTAAACTTGGGAGGATTGTAACGACGGAAGTC

TTCTAATCCTCTTGACTCTGCAGCACGGATCTCTCTTCCCCTC

TTTTCAAGATCGCGT

T/C TGAGTCTTGGCAGCAGTCTGTGCAGCAACAAAAGCAGCCAT

GTTATTCATAGCCTCCGCCATTTGATCATCCCTATTAGCATT

GGCTCTCGGAGCGTCAT

Ca_LG_2:1110794 GTTGAATACCAAGTTAGAGATGCTGCAATGAATATTATTAACA

ATGTGGGAAAGCTCTCGTTGGTTGATCTTGCAGGGTCAGAGA

GAGCTCTTGCCACAG

G/A ATCAAAGAACACTTAGATCTCTTGAGGGTGCCAACATTAACC

GATCTCTTCTTGCACTAAGCTGCTGCATTAATGCTCTTGTAG

ATGGAAAGAAGCATAT

Ca_LG_2:1110798 AATACCAAGTTAGAGATGCTGCAATGAATATTATTAACAATGT

GGGAAAGCTCTCGTTGGTTGATCTTGCAGGGTCAGAGAGAGC

TCTTGCCACAGATCA

A/G AAGAACACTTAGATCTCTTGAGGGTGCCAACATTAACCGATC

TCTTCTTGCACTAAGCTGCTGCATTAATGCTCTTGTAGATGG

AAAGAAGCATATACCA

Ca_LG_2:2148375 AGATGAGGTGGTGTCGAGCAACCCATGGCCTTGCAAAGTTTG

TTGGGGAAGTGTAAACAATTAGTGGATGGGTTACTACTATCCA

CAAAGATGTTTTTGT

T/C TGGCTGATGATAATGATAAAGAGTTAGGACAACAGCTAAAAG

ATGAATTGAATAGGGAATTGCAAGAGCATTTGGAATGCTACA

CTGCAAGGGCTACCTC
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Ca_LG_2:2285962 TTATAACATACTGAAGAATATTTAGATGATACTTAAAGATAGAA

TGCCCAACCTCCGTATCTAGCATTAAGAACAAAGGGCTGTAAT

GTTCTGGCAGCTA

A/G CAACGGTAAAATTCCTAGAATTTGTCATCTGGCACAAATCCC

CTTTGCAGCATTTCATCATGGACACGGAATGCCTCTTTTAGG

TTGTCGTTCGAGACAT

Ca_LG_2:2285980 TATTTAGATGATACTTAAAGATAGAATGCCCAACCTCCGTATC

TAGCATTAAGAACAAAGGGCTGTAATGTTCTGGCAGCTACAA

CGGTAAAATTCCTAG

G/A AATTTGTCATCTGGCACAAATCCCCTTTGCAGCATTTCATCA

TGGACACGGAATGCCTCTTTTAGGTTGTCGTTCGAGACATAC

CCATTTATTAGTAATG

Ca_LG_2:2727167 TCCACCGTTGGTCATAGCACATGGTGGTTTTTCGGGGATATTT

CCCGATTCAAGTGGTGCTGCTTATAGTTTGGCCTTACAAACGA

GCTTACCGGATGTT

T/C GCTCTATGGTGTGATGTGCAATTGACAAAAGATGCAGCTGG

GATTTGCCTTCCAAATGTCAACCTTTTAAATTCTACTTACGTT

TCAATTGCTATCCCAA

Ca_LG_2:2730020 GACCTATAAATGCTCTGTTTCAAATTTAATTTTCTCTTATTTTCC

ATTTAATAATATTATGTTGTGTTCTTCTCTTATCAGAATGCAGC

CTATCTTGCAG

G/A AAAACCAAGGATTTAGTGTGACCGATAAGGTCATTGATGCTT

TGCGCAAAGCAGGTTATGATAAACCAGGGAGCCAAAAGGTT

TATATTCAATCCACTAA

Ca_LG_2:2730179 GATAAACCAGGGAGCCAAAAGGTTTATATTCAATCCACTAATA

GCTCTGTACTTCTGAAATTCAAGGAGAAAACCAATTACGAGCT

TGTCTACAAGATTG

G/T ACGAGACTGTCAGTGATGCTGCCAACGCAGCTGTTGAGGAT

ATAAAAACGTTTGCGGGTTCTGTGGTTATCAACAAGGACTCG

GTATTTCCTCAGAATAG

Ca_LG_2:2989447 TCATGTATTTACCTTTTTACTCATGAAAAAACTTGATTGATTTT

CAGAAAAGTTGGTTTTGCTGCATACATAGTTCTCCAGCAGAAT

CGTAGCAATGATC

C/T GGTCCTATGTATATGGTTGAATGGAAGTCGAGTCATGTGTAA

CTAGCTCCTAATGTTTTCTCAAGTATATGAGCTGTTAAGCATA

ATTAACTCTTCTTGG

Ca_LG_2:3001582 CAGCAAAGAAGGCAGTGGAGAGTGAGCTTAGAAGGTGGCGT

GAGAGAGAGCAGAAGAAAGCAGCAGAAACCGCGTCTCGAAT

ATTGGCCGAAACACAAAC

C/T GTCGCCATCATCATCATTGTCATCACATTTATCTCCTAAGCA

CTACAGGTTTCAAAAGCAGAATTCAGCTCCAAAAACCATTGA

GGTGAGGAAGTTTAAA

Ca_LG_2:3001822 GTATTAGTGCCATCTTTCATAAGAAAAAGAGGCTGCATGTTGA

GAAAGGATATCCTTCTTACCTTCCAGGTGAAAATCCTTTGTGA

AATTTTGTTTTAGC

C/T TTTTGTGCAGCTCTTGCATGTGAGAGATTAAACATATTGGTT

TATGTGAAAGTTGAGGCCTATGTGATCAGATTTTTGTCATAA

TCATAGCTTGAGAGAA

Ca_LG_2:3081515 TGGATGAATCTTTTAGGTGTTTACCCTCTTGATAAAAGTCAGT

GTTGTTAAATGGTGGTCATGGCGGTTCTATAGGCTGCAATGG

CATGTTTATACGGCG

G/A GATTTTTGTCCTTCCGCCACCGGCAACACTGATCAAAGATTA

CTTATTTTGTTCATTATTGTAATCTGTTGTGTAACCCGCTTGA

GCTGCCACTGTGTCA

Ca_LG_2:3134323 TAGGAGAGCTGCTGTTGAAAAAAGGAGAAAGAGAAATGAGGA

AAAGCAGGCGCCCCAAGATGAGTAGCCTCAGCAAAATCCTAT

GTTTGATGCAGAACAT

T/G GATGAGCAGCCCCATGATGAGCAGCCCCAGCAAGATCATGT

GTTTGATGATGAACATGATCAGCAGCAGCAACAGTTTGATGA

TGAACATGGTCAGTAGC

Ca_LG_2:3153586 CAGATTTGGTTACCTTACCCTTGTTTTTGTGAGGGTAGTGTAT

GATTTATTCTGGGCCAAATGATTGGGCCTGTGGACCTTATCTC

AATGCGGATCTGAC

C/G CTCAAATTAAAATTTGTGAAGCTGCTTTTTGCCCCTCTCTTTT

CTTAGAACCCTTTTTCGGCATGTAATACTTAATTTTAAAATAA

TCCTTTTAAAATAT

Ca_LG_2:3158619 TACTTTCGTACAATATATGAATATCATGTCACCACACACTACTG

ATCCCGTGCCAAGTGTCAAATTCATTGTAATGCAGCTTAAACT

CAAATTTTTCTCA

A/G TGTCTAGCTACCCCGTGAATCAGTAGTAGTGATGTAGTTCCG

CTGCATAGTGAAGCACAACTTACCCCAAAATGATAAAATAGA

ATGACATAGGCCAAGT
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Ca_LG_2:3158634 TATGAATATCATGTCACCACACACTACTGATCCCGTGCCAAGT

GTCAAATTCATTGTAATGCAGCTTAAACTCAAATTTTTCTCATG

TCTAGCTACCCCG

G/A TGAATCAGTAGTAGTGATGTAGTTCCGCTGCATAGTGAAGCA

CAACTTACCCCAAAATGATAAAATAGAATGACATAGGCCAAG

TTTTGGTTAACTTTTG

Ca_LG_2:3229911 CATTGGTTGCATTGTCTTCAGTATTGTCAATTGCGAAAAATAG

TTGTTTGTTTGAATTCTGCTATGCTATAGGGCCGCTATAGCTC

CTATTAAATAACAT

T/C TTTGTACTAAATAAGATATTACGGAACAATAACAATTTGTTTA

AATTATGCTATACTATCGTGCTAAAATACCGCTGTTTGACAA

CACTAATTGTCATTC

Ca_LG_2:3229932 TATTGTCAATTGCGAAAAATAGTTGTTTGTTTGAATTCTGCTAT

GCTATAGGGCCGCTATAGCTCCTATTAAATAACATTTTGTACT

AAATAAGATATTA

A/G CGGAACAATAACAATTTGTTTAAATTATGCTATACTATCGTGC

TAAAATACCGCTGTTTGACAACACTAATTGTCATTCACTTAGT

TATCAAATTGATTT

Ca_LG_2:3229988 CTATAGCTCCTATTAAATAACATTTTGTACTAAATAAGATATTA

CGGAACAATAACAATTTGTTTAAATTATGCTATACTATCGTGCT

AAAATACCGCTG

G/A TTTGACAACACTAATTGTCATTCACTTAGTTATCAAATTGATT

TGCATAGCAGCCATGTTTTTGGCAAAAGCATTCGGGCGAAG

ATTCTTTGCTGCAGCT

Ca_LG_2:3406492 TTTCTCTTACATGTGAAACTTTATCCCACTTCCCAGCTGCATC

ATACACGTTAGAAAGTACAGTGTAACACCCAGTACGAGCATCT

GAATCCTCCTCAAC

C/T CAAACTGTGGGCTGCATATTCACCTATGTCCAAGTTTCCATG

GTTCCCAGCACCACCAAGCAAACTCATCCATATGACTTTGTT

GGGTCTCACCGGCACC

Ca_LG_2:3413832 GGAATACTTTTTTTAAAATCTCGCGTTTTTGTGTTGTGTTATGA

ATGATTATGATGATTATTATTATTATTGTTACATTTTGAAGTTTG

TTAGTTTTATG

G/A TTGTTGATATCACATGAAAGCAGCATAGTTAGTTATGTGTTG

GATGATGACACTGTTCTTTTCAAGTTTAAATATGTTTGGTGAT

TCCTGAAGTTGTTCT

Ca_LG_2:3418267 CAATGTGGTGTATGTAAATCAAATTTGCTGCTGCAGGCTAATG

AAGTCACAAACTATGGGTGATGCCAACAGCTTTGAATTCATGA

GAAGCAGAAGGGTT

T/G TTTGAGATCAATCCTGACCACCATATTATCAAGAACTTGGAT

GTATGAATCTTTTTTTGTCATGTATAGTAAGTCTAATTATATA

ATAAATTGCAAGTTG

Ca_LG_2:3437724 CAAGCATAAGCCTCGATTACCTTGGACGGCAATCAATGCATC

TGTGGGGGTATTTGTTATAACCTTGCTTCTGGGACATATATTT

TATGCAGCGATAAAT

T/C CGTATAGCCAAAGTGGAGGAAGACTGTCGTAAAATGGAAGA

GCTGAAAGTTCGTGCCGAAGCTGCAGATGTCGCAAAATCTC

AGGTTCTCTTGTAAATTC

Ca_LG_2:3442527 GAACCAACCTTGTTATTTTCCAAACACATTGAAAGACCATGCT

TCTTATGCCTTCAACAGTTACTTTCAGAAGTTGAAGCATGATG

GTGGTTCTTGTTTT

T/C TTCAGAGGTGCTGCCATTACAACTGAAGTTGATCCTAGTAAG

TATTATTCAACAGATTCTTGATAACCACACCCCTCCTTTTTGT

GCTTTGGTTTAAACT

Ca_LG_2:3460854 AGGTATCGATGATTCAACATCGGCTTATGCCCGTGGAGGCGG

ACTACATATAGTCGAAAAGAGGTTATCAAAACTTGCTCAGCAT

TTCAAAGTGCCATTT

T/C GAATTTCATGCTGCAGCCATCTCAGGTTGTGATGTTCAACTG

CATAACCTTGGAGTTCGACCGGGGGAAGCTCTAGCTGTAAA

TTTTGCATTTATGCTAC

Ca_LG_2:3836655 GACAGATTCGTACTAGTAGTATTAATTAGACAAGTACAGAACA

CCATTCCATACTAATTAGTTTCTTTATATCTTCATTTAATCCTCC

CTGTTTCAGGTC

C/T AAGTTTTCACTGACGTAGTTGGCAGCCCATACTATGTTGCTC

CCGAGGTTCTCCTCAAGCATTATGGGCCTGAAGCAGATGTT

TGGACCGCCGGTGTCAT

Ca_LG_2:4705113 TGATAAAATTTTAGTATGAACTTATAAATTGTTTAGAAAGACAT

ACATTACAGTCAAATGCAAATCTCCTTGCAAGCATGATGGCTG

CATTCCTTTCTCG

G/T CTCTGATTCAAAAGCTAATACAAAAGAATGTCCTTGTTTCGG

CTGCCAAAATAGTGCCTGCGCCGCAGCATTTCCACCGCCTC

GAACTCCACAAAGCTAA
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Ca_LG_2:4705138 AAATTGTTTAGAAAGACATACATTACAGTCAAATGCAAATCTC

CTTGCAAGCATGATGGCTGCATTCCTTTCTCGCTCTGATTCAA

AAGCTAATACAAAA

A/T GAATGTCCTTGTTTCGGCTGCCAAAATAGTGCCTGCGCCGC

AGCATTTCCACCGCCTCGAACTCCACAAAGCTAAAGAACAC

ATTACCAAAGCACATTGG

Ca_LG_2:4705141 TTGTTTAGAAAGACATACATTACAGTCAAATGCAAATCTCCTT

GCAAGCATGATGGCTGCATTCCTTTCTCGCTCTGATTCAAAAG

CTAATACAAAAGAA

A/G TGTCCTTGTTTCGGCTGCCAAAATAGTGCCTGCGCCGCAGC

ATTTCCACCGCCTCGAACTCCACAAAGCTAAAGAACACATTA

CCAAAGCACATTGGTTT

Ca_LG_2:4705142 TGTTTAGAAAGACATACATTACAGTCAAATGCAAATCTCCTTG

CAAGCATGATGGCTGCATTCCTTTCTCGCTCTGATTCAAAAGC

TAATACAAAAGAAT

T/A GTCCTTGTTTCGGCTGCCAAAATAGTGCCTGCGCCGCAGCA

TTTCCACCGCCTCGAACTCCACAAAGCTAAAGAACACATTAC

CAAAGCACATTGGTTTC

Ca_LG_2:4705153 ACATACATTACAGTCAAATGCAAATCTCCTTGCAAGCATGATG

GCTGCATTCCTTTCTCGCTCTGATTCAAAAGCTAATACAAAAG

AATGTCCTTGTTTC

C/T GGCTGCCAAAATAGTGCCTGCGCCGCAGCATTTCCACCGCC

TCGAACTCCACAAAGCTAAAGAACACATTACCAAAGCACATT

GGTTTCCCAAATTCAAG

Ca_LG_2:4705156 TACATTACAGTCAAATGCAAATCTCCTTGCAAGCATGATGGCT

GCATTCCTTTCTCGCTCTGATTCAAAAGCTAATACAAAAGAAT

GTCCTTGTTTCGGC

C/T TGCCAAAATAGTGCCTGCGCCGCAGCATTTCCACCGCCTCG

AACTCCACAAAGCTAAAGAACACATTACCAAAGCACATTGGT

TTCCCAAATTCAAGTAG

Ca_LG_2:4765828 TGCAAGGGCACACAAAAAATAAGGAAAAGACAGAAAAAGAAC

ATTGCAGTAATCTGCATAGTAAAAGAGAACATAAATTGAATCC

TAATTTCGGTTAGAG

G/T AAATAAAAATACATTAGACATAAAACACAGGATCTGAAAAAG

GGATGAAATAGCATGCGGAAAAAGATAACCTTGTAATCATAA

AGATCGCTACCAGCAT

Ca_LG_2:4765841 AAAAAATAAGGAAAAGACAGAAAAAGAACATTGCAGTAATCTG

CATAGTAAAAGAGAACATAAATTGAATCCTAATTTCGGTTAGA

GAAATAAAAATACA

A/G TTAGACATAAAACACAGGATCTGAAAAAGGGATGAAATAGCA

TGCGGAAAAAGATAACCTTGTAATCATAAAGATCGCTACCAG

CATAACCACTACTTTC

Ca_LG_2:4765859 AGAAAAAGAACATTGCAGTAATCTGCATAGTAAAAGAGAACAT

AAATTGAATCCTAATTTCGGTTAGAGAAATAAAAATACATTAGA

CATAAAACACAGG

G/A ATCTGAAAAAGGGATGAAATAGCATGCGGAAAAAGATAACC

TTGTAATCATAAAGATCGCTACCAGCATAACCACTACTTTCA

CTTAATTTTCCGCTGTG

Ca_LG_2:4765863 AAAGAACATTGCAGTAATCTGCATAGTAAAAGAGAACATAAAT

TGAATCCTAATTTCGGTTAGAGAAATAAAAATACATTAGACATA

AAACACAGGATCT

T/C GAAAAAGGGATGAAATAGCATGCGGAAAAAGATAACCTTGT

AATCATAAAGATCGCTACCAGCATAACCACTACTTTCACTTA

ATTTTCCGCTGTGAACA

Ca_LG_2:4765864 AAGAACATTGCAGTAATCTGCATAGTAAAAGAGAACATAAATT

GAATCCTAATTTCGGTTAGAGAAATAAAAATACATTAGACATA

AAACACAGGATCTG

G/A AAAAAGGGATGAAATAGCATGCGGAAAAAGATAACCTTGTAA

TCATAAAGATCGCTACCAGCATAACCACTACTTTCACTTAATT

TTCCGCTGTGAACAC

Ca_LG_2:4765873 GCAGTAATCTGCATAGTAAAAGAGAACATAAATTGAATCCTAA

TTTCGGTTAGAGAAATAAAAATACATTAGACATAAAACACAGG

ATCTGAAAAAGGGA

A/T TGAAATAGCATGCGGAAAAAGATAACCTTGTAATCATAAAGA

TCGCTACCAGCATAACCACTACTTTCACTTAATTTTCCGCTGT

GAACACGTTCAACAT

Ca_LG_2:4765970 GGATGAAATAGCATGCGGAAAAAGATAACCTTGTAATCATAAA

GATCGCTACCAGCATAACCACTACTTTCACTTAATTTTCCGCT

GTGAACACGTTCAA

A/G CATCTTCATCTGTCTCTTGATCAACTTCATTCTCTGCATCATG

GTAACCATTTCCTTTCACATCTATATTGTCGTCATCGGTCGA

ATCTTCGGTCCCGCT
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Ca_LG_2:4766417 AATAATTGCTTGAGCGTTATTTGCGGCATTAGCGGCGGCAAG

AAGCTGAGCTGAACTATCACCACTACCATCAAATTCATCCTCC

AGTTCACATTCTCCA

A/G GCTAAGAGAGGTCGTAAAAGCAAGGGAGCCATGCAAGCAG

CAACAGCAGAAGCAGTCATCCTATTCTCGTTACAATGAGAAG

CAACCGTGTGCATCATCT

Ca_LG_2:4766429 AGCGTTATTTGCGGCATTAGCGGCGGCAAGAAGCTGAGCTGA

ACTATCACCACTACCATCAAATTCATCCTCCAGTTCACATTCT

CCAGCTAAGAGAGGT

T/C CGTAAAAGCAAGGGAGCCATGCAAGCAGCAACAGCAGAAG

CAGTCATCCTATTCTCGTTACAATGAGAAGCAACCGTGTGCA

TCATCTTCAAAATTCTGT

Ca_LG_2:4766430 GCGTTATTTGCGGCATTAGCGGCGGCAAGAAGCTGAGCTGAA

CTATCACCACTACCATCAAATTCATCCTCCAGTTCACATTCTC

CAGCTAAGAGAGGTC

C/T GTAAAAGCAAGGGAGCCATGCAAGCAGCAACAGCAGAAGC

AGTCATCCTATTCTCGTTACAATGAGAAGCAACCGTGTGCAT

CATCTTCAAAATTCTGTA

Ca_LG_2:5498748 CTTATATTATCACAAGAATTGCAGCAATTAGAAAATTTTACATC

AGCTTTCAAATCAGATGTTAAACCTTTATGTCACTACTCTACTT

CAAAAGAACTTT

T/G TACTTTCAAATTATGTAGTTTTAAATTGGGGTCCGCAATTGTA

GAGATACCAACTCTATTTGTTTGTAATTTTTGTGATATCAAAG

TTTGCTACATAACT

Ca_LG_2:5498863 TAGTTTTAAATTGGGGTCCGCAATTGTAGAGATACCAACTCTA

TTTGTTTGTAATTTTTGTGATATCAAAGTTTGCTACATAACTGC

GACAGCAATCACT

T/C GAAAGCTTATATAATTCAATGACATTGTGAAAATTTGTATATT

TTGCAGGGTGTAGTTTATTCTTTGTATAGCGAAGAACATGGC

GTCACTTGGTGATAT

Ca_LG_2:5646437 ATGCAATCCAGATAGAGGAGAATAAGGTAGAAAGTATCAAGA

GGGACAATAGAAAAACATCAAAATGAACTTGCAGCACAAAAAA

GTATTACACTAATGC

C/A TTTGGCTGCTGCTAAGGAGGCTAAAGCATTAGCAGAGGCTT

AAGCAAATAATTAAGCAAGAATTGATCTAGAGATTCGTCTAA

GAGAAGTCGAGGAACAT

Ca_LG_2:5831254 TTCTTCCCTTGAATTAGATTGTGTTGAACCTGTTGCTAGCCCT

CTTCCTAAAATGATCATTGTAGCGTCCGTCGCTGCTGGTGTTC

AGTTTGGATGGGCG

G/A CTACAGCTCTCATTGTTGACCCCTTACGTGCAGACTCTTGGC

GTTCCGCACATATGGGCATCTTTTATTTGGCTCTGTGGTCCA

ATGTCGGGTCTTCTTG

Ca_LG_2:5831260 CCTTGAATTAGATTGTGTTGAACCTGTTGCTAGCCCTCTTCCT

AAAATGATCATTGTAGCGTCCGTCGCTGCTGGTGTTCAGTTTG

GATGGGCGCTACAG

G/A CTCTCATTGTTGACCCCTTACGTGCAGACTCTTGGCGTTCCG

CACATATGGGCATCTTTTATTTGGCTCTGTGGTCCAATGTCG

GGTCTTCTTGTTCAAC

Ca_LG_2:5831356 ACAGCTCTCATTGTTGACCCCTTACGTGCAGACTCTTGGCGTT

CCGCACATATGGGCATCTTTTATTTGGCTCTGTGGTCCAATGT

CGGGTCTTCTTGTT

T/G CAACCCGTTGTTGGTTATTATAGTGATCGAAGTACGTCACGC

TTCGGCCGCCGTCGTCCATTTATCTTCTTTGGTACCCTCTCT

GTCGCCGTTGCTGTCT

Ca_LG_2:5831363 TCATTGTTGACCCCTTACGTGCAGACTCTTGGCGTTCCGCAC

ATATGGGCATCTTTTATTTGGCTCTGTGGTCCAATGTCGGGTC

TTCTTGTTCAACCCG

G/A TTGTTGGTTATTATAGTGATCGAAGTACGTCACGCTTCGGCC

GCCGTCGTCCATTTATCTTCTTTGGTACCCTCTCTGTCGCCG

TTGCTGTCTTTCTTAT

Ca_LG_2:5831367 TGTTGACCCCTTACGTGCAGACTCTTGGCGTTCCGCACATAT

GGGCATCTTTTATTTGGCTCTGTGGTCCAATGTCGGGTCTTCT

TGTTCAACCCGTTGT

T/C TGGTTATTATAGTGATCGAAGTACGTCACGCTTCGGCCGCC

GTCGTCCATTTATCTTCTTTGGTACCCTCTCTGTCGCCGTTG

CTGTCTTTCTTATTGGT

Ca_LG_2:5831389 TCTTGGCGTTCCGCACATATGGGCATCTTTTATTTGGCTCTGT

GGTCCAATGTCGGGTCTTCTTGTTCAACCCGTTGTTGGTTATT

ATAGTGATCGAAGT

T/C ACGTCACGCTTCGGCCGCCGTCGTCCATTTATCTTCTTTGGT

ACCCTCTCTGTCGCCGTTGCTGTCTTTCTTATTGGTTACGCC

GCTGACCTCGGTCACT
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Ca_LG_2:5831392 TGGCGTTCCGCACATATGGGCATCTTTTATTTGGCTCTGTGGT

CCAATGTCGGGTCTTCTTGTTCAACCCGTTGTTGGTTATTATA

GTGATCGAAGTACG

G/C TCACGCTTCGGCCGCCGTCGTCCATTTATCTTCTTTGGTACC

CTCTCTGTCGCCGTTGCTGTCTTTCTTATTGGTTACGCCGCT

GACCTCGGTCACTCTT

Ca_LG_2:5831624 CGAGCTGTTGCTTTCTTTGTCCTCGGATTCTGGATCCTTGACG

TAGCAAACAACATGCTCCAGGGACCATGCCGTGCTTTCCTCG

CCGACTTAGCAGCCA

A/G GCGATGAAAAAATGACAAGAACAGGTAACGCGTTCTTCTCG

TTCTTCATGGCTGTCGGAAACATTTTGGGATACGCAGCTGGT

TCATACAGCAGCCTATA

Ca_LG_2:5873610 TGTAAAGAAGATTTTTGCAATCCTCCAAACTAAGACTTGATAA

GTATTTCATATTCTTTCCAAACTTTGGAAGCTTTTTTACTTTTTT

GCAGCCTGAAAA

A/G AATCAATTCCTCTAGAGAATCCATTTCCAATTTTGTTGGAAG

GGTTTGAAGATTTATGCAATCTTTCAAGTTCAGTTTGACAAG

CTTCTTGTGTTTTCCA

Ca_LG_2:5873617 AAGATTTTTGCAATCCTCCAAACTAAGACTTGATAAGTATTTCA

TATTCTTTCCAAACTTTGGAAGCTTTTTTACTTTTTTGCAGCCT

GAAAAAATCAAT

T/C TCCTCTAGAGAATCCATTTCCAATTTTGTTGGAAGGGTTTGA

AGATTTATGCAATCTTTCAAGTTCAGTTTGACAAGCTTCTTGT

GTTTTCCAACAGATT

Ca_LG_2:5873622 TTTTGCAATCCTCCAAACTAAGACTTGATAAGTATTTCATATTC

TTTCCAAACTTTGGAAGCTTTTTTACTTTTTTGCAGCCTGAAAA

AATCAATTCCTC

C/T TAGAGAATCCATTTCCAATTTTGTTGGAAGGGTTTGAAGATT

TATGCAATCTTTCAAGTTCAGTTTGACAAGCTTCTTGTGTTTT

CCAACAGATTTGTGA

Ca_LG_2:5873638 ACTAAGACTTGATAAGTATTTCATATTCTTTCCAAACTTTGGAA

GCTTTTTTACTTTTTTGCAGCCTGAAAAAATCAATTCCTCTAGA

GAATCCATTTCC

C/A AATTTTGTTGGAAGGGTTTGAAGATTTATGCAATCTTTCAAGT

TCAGTTTGACAAGCTTCTTGTGTTTTCCAACAGATTTGTGAA

CCTTAACAAGGCTTG

Ca_LG_2:5882661 AAAATACTATATTTTATAGTTATATAACTATTATAATAATAAAAT

ACAATAATACCGATAAAGAAGGTCTCCTTTTAGGTTATCAAAT

TGGCAGCATGAA

A/T GTGGAGAATGTCATGTGGAGTATAGATAATTTATAATTTATG

GACATCTTTTGGGTGTTTTTTGTCTTTGAAACTTGTTGCCATT

AGCTATTGCAGCAGG

Ca_LG_2:5892888 TGCGTGAGACCGCGAGTTCGTGTTCGTCTCCCCCGTGCGCC

GTGCTGCTGCTGCGTCCGCCGTCCAGCAGTCTCTGTTCTGCG

TGAGTATTCTTCACTGC

C/T CATTTTGCACTTGATTTGTTGTTGAATTTTCTGTTATCATTATT

CATTGCTGCACTTGATTTTCTGTTGGGAGTTGAATTGTTATAT

CATTGAATTGAAT

Ca_LG_2:5893006 TTGTTGAATTTTCTGTTATCATTATTCATTGCTGCACTTGATTTT

CTGTTGGGAGTTGAATTGTTATATCATTGAATTGAATTGAATT

GTTTTGAACATG

G/C TTATCATTATTCATTGCTGCTCTTGATTTTCTGTTGTTGCGCT

AAACTTGTTCTCTTATCATTGATGCAAATGAATTGTTGCGAG

CTGAACTGAGTTTTG

Ca_LG_2:5901802 AACTGTATAATATTTTATATAGAAGAATGTACCTGTTGTCATGA

TGGCTGATTTAATAGCTGCTGGACTCCATTCAGGATAAAGTGT

CTTGAGAAGACCT

T/A ACAATACCCGCAACATGAGGACAAGACATAGAAGTTCCTTGT

TGCACGTTATAAGGAATTCGTCGTGTATCCTCTGCTAAATTA

GATGGACCAACAGCTA

Ca_LG_2:5901811 ATATTTTATATAGAAGAATGTACCTGTTGTCATGATGGCTGATT

TAATAGCTGCTGGACTCCATTCAGGATAAAGTGTCTTGAGAAG

ACCTACAATACCC

C/A GCAACATGAGGACAAGACATAGAAGTTCCTTGTTGCACGTTA

TAAGGAATTCGTCGTGTATCCTCTGCTAAATTAGATGGACCA

ACAGCTAGTGAATAAG

Ca_LG_2:5901850 TGATTTAATAGCTGCTGGACTCCATTCAGGATAAAGTGTCTTG

AGAAGACCTACAATACCCGCAACATGAGGACAAGACATAGAA

GTTCCTTGTTGCACG

G/A TTATAAGGAATTCGTCGTGTATCCTCTGCTAAATTAGATGGA

CCAACAGCTAGTGAATAAGCTGCTAATATGTTCACTCCAGGA

GCAGTTATGTCAGGCT
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Ca_LG_2:5901853 TTTAATAGCTGCTGGACTCCATTCAGGATAAAGTGTCTTGAGA

AGACCTACAATACCCGCAACATGAGGACAAGACATAGAAGTT

CCTTGTTGCACGTTA

A/G TAAGGAATTCGTCGTGTATCCTCTGCTAAATTAGATGGACCA

ACAGCTAGTGAATAAGCTGCTAATATGTTCACTCCAGGAGCA

GTTATGTCAGGCTGAA

Ca_LG_2:5901882 AAAGTGTCTTGAGAAGACCTACAATACCCGCAACATGAGGAC

AAGACATAGAAGTTCCTTGTTGCACGTTATAAGGAATTCGTCG

TGTATCCTCTGCTAA

A/G ATTAGATGGACCAACAGCTAGTGAATAAGCTGCTAATATGTT

CACTCCAGGAGCAGTTATGTCAGGCTGAAAGAGTAAACAAA

ATATTCGTAACCACAAA

Ca_LG_2:5901901 TACAATACCCGCAACATGAGGACAAGACATAGAAGTTCCTTGT

TGCACGTTATAAGGAATTCGTCGTGTATCCTCTGCTAAATTAG

ATGGACCAACAGCT

T/C AGTGAATAAGCTGCTAATATGTTCACTCCAGGAGCAGTTATG

TCAGGCTGAAAGAGTAAACAAAATATTCGTAACCACAAAATG

AGTGAAGGAAGGTACT

Ca_LG_2:6282000 CAAAGTTGAACGAAACCGAGCAGCTTCGTGCATCGTAATCCA

TAGCAAAATGGTTAAAGGTCGACAAGGTGAACGTGTTAGGTT

TGTGATCTCACTCTTC

C/T CAGATTTTTTGTTCTTTAGCTTTCGATCTGTGTGCTGTAAGG

GTTTTGGTTAACAATGCTGCATATAAATGTAAATGATAAAACA

AAACTTAGCTTTGTT

Ca_LG_2:6314936 ACTAATTGTTGGAAACAGATGTGAAACAGTGAAAGATATAATT

TTATTTTACAATGCAAAAAATGTGAGTTTTGATCTTAGCCTAAT

TAATGAGGTGAAA

A/T TTAATTTAGTGAAGTACAAAAGCAGCAAGTTGTGACAAGGAA

TTAGAAAATTTCAAATTGAAAAAGATAAGCTATTTGAATCATT

CTGGTATGTTTTGAT

Ca_LG_2:6779817 ACTCCACTCCTAACTCCGCCACCTCAGCCACCAAGCCAACTT

TATATCCCCACCTCTTCCTATCAGTGTTGTTAAATGGCAGCCA

CCGCAGAATGGCGCT

T/G GTGGATTTCTTTGACAAGGGTCATAGGCAATTTATGAAGGGA

TGCCTGCCGTGACTTAAAATAAATTGTACATCTGCCTCATCT

TTTTTTTAACCCTCTA

Ca_LG_2:6779831 TCCGCCACCTCAGCCACCAAGCCAACTTTATATCCCCACCTCT

TCCTATCAGTGTTGTTAAATGGCAGCCACCGCAGAATGGCGC

TGTGGATTTCTTTGA

A/G CAAGGGTCATAGGCAATTTATGAAGGGATGCCTGCCGTGAC

TTAAAATAAATTGTACATCTGCCTCATCTTTTTTTTAACCCTCT

AGCTCCCAGAGTAAT

Ca_LG_2:6779862 ATCCCCACCTCTTCCTATCAGTGTTGTTAAATGGCAGCCACCG

CAGAATGGCGCTGTGGATTTCTTTGACAAGGGTCATAGGCAA

TTTATGAAGGGATGC

C/T CTGCCGTGACTTAAAATAAATTGTACATCTGCCTCATCTTTTT

TTTAACCCTCTAGCTCCCAGAGTAATCCAAAGTTCAAATGGT

AGGTAAGTAAAACCT

Ca_LG_2:6936604 TCCACTAGCAACATCCAAGATTAAGGGGTTAAGTCGCATTTG

GGGTTGCCTAACTGATTTTACCCCATCCTCCAATAGTATCCTA

TGCATAATATGGACG

G/T GACTAATACCAGGAATATCAGCCAATGTCCATCCGATTGCTT

TCCTGTGTTTTTTCAAAATTTGCAGCAACTTATCTTCCTGTTC

ATCTTCAAGTTTGGC

Ca_LG_2:6936630 GGTTAAGTCGCATTTGGGGTTGCCTAACTGATTTTACCCCATC

CTCCAATAGTATCCTATGCATAATATGGACGGACTAATACCAG

GAATATCAGCCAAT

T/G GTCCATCCGATTGCTTTCCTGTGTTTTTTCAAAATTTGCAGCA

ACTTATCTTCCTGTTCATCTTCAAGTTTGGCTGAAATAATCAC

ATGTAATTTTCCAC

Ca_LG_2:7216363 CAGAACAGATATCACTTAGCACTCATACTATTAATAAAATGTT

GGGAGTGAGGGTAGAAGGCTAGTCAGGAGTAATAGGAAAAT

AAACCCAAAATAGCTA

A/G CAATTCAAACAACCACCTCACCTTAGTACTGTGAGCTAGGCA

TACGCTATGCCAGTGAAAGAGGAATGAACTGATTTTGGGGC

TAAGCTGAGACACGGCG

Ca_LG_2:7216393 TTAATAAAATGTTGGGAGTGAGGGTAGAAGGCTAGTCAGGAG

TAATAGGAAAATAAACCCAAAATAGCTACAATTCAAACAACCA

CCTCACCTTAGTACT

T/C GTGAGCTAGGCATACGCTATGCCAGTGAAAGAGGAATGAAC

TGATTTTGGGGCTAAGCTGAGACACGGCGACAATAAATAAAT

TATGCAAGAAAAACGTG
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Ca_LG_2:7573082 AATTATTTTCAAATAATGAAGTAAGATTTGATGTGTATATACCA

TTAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGTAC

AGAAGCAAACTTC

C/T TGAGGCTCATGAGGAGAGAAATATGGAGAAAAAGGGCATTC

TTGTGCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGG

TGTTGTTGTATTTAATG

Ca_LG_2:7573094 ATAATGAAGTAAGATTTGATGTGTATATACCATTAGCATCTTTG

AGACATTGCTGGCACCAAAAATTTTGTGTACAGAAGCAAACTT

CTGAGGCTCATGA

A/T GGAGAGAAATATGGAGAAAAAGGGCATTCTTGTGCACACCT

TCTTCTCAAAAGCTTACATGCTGCACAAGGTGTTGTTGTATT

TAATGTTCCAGAACCTC

Ca_LG_2:7573097 ATGAAGTAAGATTTGATGTGTATATACCATTAGCATCTTTGAG

ACATTGCTGGCACCAAAAATTTTGTGTACAGAAGCAAACTTCT

GAGGCTCATGAGGA

A/T GAGAAATATGGAGAAAAAGGGCATTCTTGTGCACACCTTCTT

CTCAAAAGCTTACATGCTGCACAAGGTGTTGTTGTATTTAAT

GTTCCAGAACCTCCTA

Ca_LG_2:7573100 AAGTAAGATTTGATGTGTATATACCATTAGCATCTTTGAGACA

TTGCTGGCACCAAAAATTTTGTGTACAGAAGCAAACTTCTGAG

GCTCATGAGGAGAG

G/A AAATATGGAGAAAAAGGGCATTCTTGTGCACACCTTCTTCTC

AAAAGCTTACATGCTGCACAAGGTGTTGTTGTATTTAATGTT

CCAGAACCTCCTAACA

Ca_LG_2:7573106 GATTTGATGTGTATATACCATTAGCATCTTTGAGACATTGCTG

GCACCAAAAATTTTGTGTACAGAAGCAAACTTCTGAGGCTCAT

GAGGAGAGAAATAT

T/A GGAGAAAAAGGGCATTCTTGTGCACACCTTCTTCTCAAAAGC

TTACATGCTGCACAAGGTGTTGTTGTATTTAATGTTCCAGAA

CCTCCTAACATTCTTC

Ca_LG_2:7573118 ATATACCATTAGCATCTTTGAGACATTGCTGGCACCAAAAATT

TTGTGTACAGAAGCAAACTTCTGAGGCTCATGAGGAGAGAAA

TATGGAGAAAAAGGG

G/A CATTCTTGTGCACACCTTCTTCTCAAAAGCTTACATGCTGCA

CAAGGTGTTGTTGTATTTAATGTTCCAGAACCTCCTAACATT

CTTCCCTTTTTAAAAC

Ca_LG_2:7573124 CATTAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGT

ACAGAAGCAAACTTCTGAGGCTCATGAGGAGAGAAATATGGA

GAAAAAGGGCATTCT

T/C TGTGCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGGT

GTTGTTGTATTTAATGTTCCAGAACCTCCTAACATTCTTCCCT

TTTTAAAACAACCAT

Ca_LG_2:7573126 TTAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGTAC

AGAAGCAAACTTCTGAGGCTCATGAGGAGAGAAATATGGAGA

AAAAGGGCATTCTTG

G/C TGCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGGTGT

TGTTGTATTTAATGTTCCAGAACCTCCTAACATTCTTCCCTTT

TTAAAACAACCATCT

Ca_LG_2:7573127 TAGCATCTTTGAGACATTGCTGGCACCAAAAATTTTGTGTACA

GAAGCAAACTTCTGAGGCTCATGAGGAGAGAAATATGGAGAA

AAAGGGCATTCTTGT

T/A GCACACCTTCTTCTCAAAAGCTTACATGCTGCACAAGGTGTT

GTTGTATTTAATGTTCCAGAACCTCCTAACATTCTTCCCTTTT

TAAAACAACCATCTC

Ca_LG_2:8024030 ACCAAGATGTTTTCCTTCTGTGTTTCAATGTAAAAGCTTTTGAA

TTTTCCTTGCATGTCAGACATCAGTGCAACTCTTAATTGAAAAT

TTTGCCTCTTTA

A/G AGGCATCATATGTTACTACACCATCATTGCACAATTGTTGCA

ACTCATAAGCGGCTGTAAATACACATCAATTTTACCTTTTGG

ATTGTACCTGGAATAT

Ca_LG_2:8024032 CAAGATGTTTTCCTTCTGTGTTTCAATGTAAAAGCTTTTGAATT

TTCCTTGCATGTCAGACATCAGTGCAACTCTTAATTGAAAATTT

TGCCTCTTTAAG

G/A GCATCATATGTTACTACACCATCATTGCACAATTGTTGCAAC

TCATAAGCGGCTGTAAATACACATCAATTTTACCTTTTGGATT

GTACCTGGAATATTC

Ca_LG_2:8024059 GTAAAAGCTTTTGAATTTTCCTTGCATGTCAGACATCAGTGCA

ACTCTTAATTGAAAATTTTGCCTCTTTAAGGCATCATATGTTAC

TACACCATCATTG

G/C CACAATTGTTGCAACTCATAAGCGGCTGTAAATACACATCAA

TTTTACCTTTTGGATTGTACCTGGAATATTCAATGACAAGAAC

ATATAAGGCATCATC
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Ca_LG_2:8185828 GTATTCTTTCTCTGAAGATGAAGCAGCAGACTTGAGCAACTTA

AACTCCTTCTCAGCATCAGCCAATTCCCACCTGGCAAACTCTA

AGGCAGCTGCAACA

A/G CGCTTTTCATCTTGAGTACATTTAGCGGCTTCTGATAGAATA

CATTCGATCTGCTAGGTTCAAATAATTATTTACAACAGTGAG

CAGCAGCAGTGTTGTC

Ca_LG_2:8185921 TGCAACACGCTTTTCATCTTGAGTACATTTAGCGGCTTCTGAT

AGAATACATTCGATCTGCTAGGTTCAAATAATTATTTACAACA

GTGAGCAGCAGCAG

G/A TGTTGTCCAGCGAAACATCAAAATAAAATATATAAGTGGGGG

GATAAGCAGCAGGGGAAACAGGACCTGTTCTTCACTACTTG

CAATCCTCGTCTTTGAT

Ca_LG_2:8185937 TCTTGAGTACATTTAGCGGCTTCTGATAGAATACATTCGATCT

GCTAGGTTCAAATAATTATTTACAACAGTGAGCAGCAGCAGTG

TTGTCCAGCGAAAC

C/T ATCAAAATAAAATATATAAGTGGGGGGATAAGCAGCAGGGG

AAACAGGACCTGTTCTTCACTACTTGCAATCCTCGTCTTTGA

TTTTTCTATCAAAGAAT

Ca_LG_2:8185979 TGCTAGGTTCAAATAATTATTTACAACAGTGAGCAGCAGCAGT

GTTGTCCAGCGAAACATCAAAATAAAATATATAAGTGGGGGG

ATAAGCAGCAGGGGA

A/T AACAGGACCTGTTCTTCACTACTTGCAATCCTCGTCTTTGAT

TTTTCTATCAAAGAATTAAGCTGTTGAAGTTGATCAGCTAAG

GTTTGCTTTTCAGACA

Ca_LG_2:8185991 ATAATTATTTACAACAGTGAGCAGCAGCAGTGTTGTCCAGCGA

AACATCAAAATAAAATATATAAGTGGGGGGATAAGCAGCAGG

GGAAACAGGACCTGT

T/C TCTTCACTACTTGCAATCCTCGTCTTTGATTTTTCTATCAAAG

AATTAAGCTGTTGAAGTTGATCAGCTAAGGTTTGCTTTTCAG

ACAGTAAAGCGTTAT

Ca_LG_2:8314607 CATAAGCAACAACATCACTAGCCAAACACCAGGCGAAATCTTT

AGAAGCAAACACGAAAATCTTATAAGTAAAAGCAGCGAGTGG

CTAAAAGACACATCT

T/C GAATCATGCTCCGTCGTGGCAACGCTCGTTGCTGGTGTTTC

CTTCGCCACAACGAATTCTGTCCCCGGCGGAACAACAGATG

AAGGCACACTAACACTAG

Ca_LG_2:8314629 CAAACACCAGGCGAAATCTTTAGAAGCAAACACGAAAATCTTA

TAAGTAAAAGCAGCGAGTGGCTAAAAGACACATCTGAATCAT

GCTCCGTCGTGGCAA

A/G CGCTCGTTGCTGGTGTTTCCTTCGCCACAACGAATTCTGTCC

CCGGCGGAACAACAGATGAAGGCACACTAACACTAGAAGGC

AAACCCGCATTTGATAT

Ca_LG_2:8345045 AGATCCAAAAGAAATGTTTGACACGTGTCATGACCGAAATATT

CTTCACATTGCTGCAAACTATGAAAAATATGAATTGGTACAAA

ATATATTACAAAGT

T/C CAAATTCGTGAACATCATACGATGATAAATCAAAAGGATAAA

GAAGGAAATACACCTTTGCATTTGGCCGCAAGATCATGTCAT

CCCACAAGTGTTTACT

Ca_LG_2:8345050 CAAAAGAAATGTTTGACACGTGTCATGACCGAAATATTCTTCA

CATTGCTGCAAACTATGAAAAATATGAATTGGTACAAAATATAT

TACAAAGTCAAAT

T/C TCGTGAACATCATACGATGATAAATCAAAAGGATAAAGAAGG

AAATACACCTTTGCATTTGGCCGCAAGATCATGTCATCCCAC

AAGTGTTTACTACTTA

Ca_LG_2:8345053 AAGAAATGTTTGACACGTGTCATGACCGAAATATTCTTCACAT

TGCTGCAAACTATGAAAAATATGAATTGGTACAAAATATATTAC

AAAGTCAAATTCG

G/C TGAACATCATACGATGATAAATCAAAAGGATAAAGAAGGAAA

TACACCTTTGCATTTGGCCGCAAGATCATGTCATCCCACAAG

TGTTTACTACTTAATT

Ca_LG_2:8345059 TGTTTGACACGTGTCATGACCGAAATATTCTTCACATTGCTGC

AAACTATGAAAAATATGAATTGGTACAAAATATATTACAAAGTC

AAATTCGTGAACA

A/T TCATACGATGATAAATCAAAAGGATAAAGAAGGAAATACACC

TTTGCATTTGGCCGCAAGATCATGTCATCCCACAAGTGTTTA

CTACTTAATTTGGAAT

Ca_LG_2:8345065 ACACGTGTCATGACCGAAATATTCTTCACATTGCTGCAAACTA

TGAAAAATATGAATTGGTACAAAATATATTACAAAGTCAAATTC

GTGAACATCATAC

C/A GATGATAAATCAAAAGGATAAAGAAGGAAATACACCTTTGCA

TTTGGCCGCAAGATCATGTCATCCCACAAGTGTTTACTACTT

AATTTGGAATGAAAGA
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Ca_LG_2:8348680 AAACACGTTGGCATTTGTGAGAGTTTTTGCAGCCACAAAAGG

CTGCCTTTGTGAGGGCCTTGCAGCCACAAAAGTTTGCCTTTG

TGAGGGCATAGGCCGT

T/C CACAAAGGACAAACTGATTTTAAAAAATTCAGCCTTTGTGAG

GGCCCAAGTTGCCACAAAATCCCTTCTTTGTGAGGGTTTAG

GCCGCCACAAAATACCT

Ca_LG_2:8348682 ACACGTTGGCATTTGTGAGAGTTTTTGCAGCCACAAAAGGCT

GCCTTTGTGAGGGCCTTGCAGCCACAAAAGTTTGCCTTTGTG

AGGGCATAGGCCGTCA

A/G CAAAGGACAAACTGATTTTAAAAAATTCAGCCTTTGTGAGGG

CCCAAGTTGCCACAAAATCCCTTCTTTGTGAGGGTTTAGGCC

GCCACAAAATACCTCC

Ca_LG_2:8348692 ATTTGTGAGAGTTTTTGCAGCCACAAAAGGCTGCCTTTGTGAG

GGCCTTGCAGCCACAAAAGTTTGCCTTTGTGAGGGCATAGGC

CGTCACAAAGGACAA

A/G ACTGATTTTAAAAAATTCAGCCTTTGTGAGGGCCCAAGTTGC

CACAAAATCCCTTCTTTGTGAGGGTTTAGGCCGCCACAAAAT

ACCTCCAGATTAAAAA

Ca_LG_2:8348700 GAGTTTTTGCAGCCACAAAAGGCTGCCTTTGTGAGGGCCTTG

CAGCCACAAAAGTTTGCCTTTGTGAGGGCATAGGCCGTCACA

AAGGACAAACTGATTT

T/A TAAAAAATTCAGCCTTTGTGAGGGCCCAAGTTGCCACAAAAT

CCCTTCTTTGTGAGGGTTTAGGCCGCCACAAAATACCTCCA

GATTAAAAAATAAATAT

Ca_LG_2:8567932 ACATCCAGCAACTAGACATGAACAATACATTAATTATGGTTTG

TTAGAGGACGAAGTTTACATGCACCGGCAGCTGGGTTTTGGG

GCAGCAGATAAAACT

T/G TCGTTTATGAGAGACATTAAGATGTCAACAATTCACATCTTG

GCGTAAAAAAAAAATATCCCCAAGAAAAGGTCTTATCCATTA

AGACAAGGTTTCTATC

Ca_LG_2:8568028 AACTTCGTTTATGAGAGACATTAAGATGTCAACAATTCACATC

TTGGCGTAAAAAAAAAATATCCCCAAGAAAAGGTCTTATCCAT

TAAGACAAGGTTTC

C/T TATCAGTGTTGTCAGATAGCATCTATAGCGGCGCTATAGTGC

TATAACATAGCAGAAATTGAAACAAAACGCTATTGTTCCGCG

GTATGCTATTTAGTAC

Ca_LG_2:9337072 ATTTATATCTAAGTCCTCCACATATAGTTCCTCTAATTATATTTT

CTAAACGAATGAGAGCAATCCAAATTGATCTTGTAAGAGATTT

GTATCGGAACGG

G/A ATACATTTATTTTTCAAATGATTCATATCATCAAGTGTACCCA

TTCCAAATTTCATTCCAATCAAATGATCTGCCGCTATCAATAT

ATCTCGCGGCAACA

Ca_LG_2:9337077 TATCTAAGTCCTCCACATATAGTTCCTCTAATTATATTTTCTAA

ACGAATGAGAGCAATCCAAATTGATCTTGTAAGAGATTTGTAT

CGGAACGGATACA

A/G TTTATTTTTCAAATGATTCATATCATCAAGTGTACCCATTCCA

AATTTCATTCCAATCAAATGATCTGCCGCTATCAATATATCTC

GCGGCAACAAAAAT

Ca_LG_2:9444110 CTTAAAACTAAATATCTGTTGTAAATTTGCAGTGAAGGAATCA

AAAGAATACCCAGCATTGAAAGAATAGCAGCACGAGCTGCCA

AAAGCTTTGCATCCT

T/C TTTTGCTTCTAGCCACATCTCCGGTGTAACTTGAACCAATAA

AATCCACAGTACATACAAAAACTGGAACCACTTCTTGGAGCT

GAACAGTGTTGTATGT

Ca_LG_2:9444132 AAATTTGCAGTGAAGGAATCAAAAGAATACCCAGCATTGAAAG

AATAGCAGCACGAGCTGCCAAAAGCTTTGCATCCTTTTTGCTT

CTAGCCACATCTCC

C/T GGTGTAACTTGAACCAATAAAATCCACAGTACATACAAAAAC

TGGAACCACTTCTTGGAGCTGAACAGTGTTGTATGTAGGTA

GTTCCTTATTCAACTTT

Ca_LG_2:9444140 AGTGAAGGAATCAAAAGAATACCCAGCATTGAAAGAATAGCA

GCACGAGCTGCCAAAAGCTTTGCATCCTTTTTGCTTCTAGCCA

CATCTCCGGTGTAAC

C/T TTGAACCAATAAAATCCACAGTACATACAAAAACTGGAACCA

CTTCTTGGAGCTGAACAGTGTTGTATGTAGGTAGTTCCTTAT

TCAACTTTGCAGCATA

Ca_LG_2:9444151 CAAAAGAATACCCAGCATTGAAAGAATAGCAGCACGAGCTGC

CAAAAGCTTTGCATCCTTTTTGCTTCTAGCCACATCTCCGGTG

TAACTTGAACCAATA

A/G AAATCCACAGTACATACAAAAACTGGAACCACTTCTTGGAGC

TGAACAGTGTTGTATGTAGGTAGTTCCTTATTCAACTTTGCA

GCATACTCGTTCAAGA
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Ca_LG_2:9444161 CCCAGCATTGAAAGAATAGCAGCACGAGCTGCCAAAAGCTTT

GCATCCTTTTTGCTTCTAGCCACATCTCCGGTGTAACTTGAAC

CAATAAAATCCACAG

G/A TACATACAAAAACTGGAACCACTTCTTGGAGCTGAACAGTGT

TGTATGTAGGTAGTTCCTTATTCAACTTTGCAGCATACTCGTT

CAAGACCTGCTTGCA

Ca_LG_2:9444163 CAGCATTGAAAGAATAGCAGCACGAGCTGCCAAAAGCTTTGC

ATCCTTTTTGCTTCTAGCCACATCTCCGGTGTAACTTGAACCA

ATAAAATCCACAGTA

A/G CATACAAAAACTGGAACCACTTCTTGGAGCTGAACAGTGTTG

TATGTAGGTAGTTCCTTATTCAACTTTGCAGCATACTCGTTCA

AGACCTGCTTGCAAA

Ca_LG_2:9885743 GTACTTCAGATGTCTTTTGCATTTTTCTTTGTGAAGATCTAGTT

TTCGCTATAGCTGCATTTGGTTTCAGTGATTCAATTTTTGCTTC

CTCTTTTGGCTG

G/T GGAGTCCGGAGTTGTAGGTACTTCAGACATCTTTTCCATTTT

TCTCTGTGAAGATCTAGTTTTCGCTATAGCTGCCTTTGGTTT

CAGTGATTCAATTTTT

Ca_LG_2:9885752 ATGTCTTTTGCATTTTTCTTTGTGAAGATCTAGTTTTCGCTATA

GCTGCATTTGGTTTCAGTGATTCAATTTTTGCTTCCTCTTTTGG

CTGGGAGTCCGG

G/A AGTTGTAGGTACTTCAGACATCTTTTCCATTTTTCTCTGTGAA

GATCTAGTTTTCGCTATAGCTGCCTTTGGTTTCAGTGATTCA

ATTTTTGCTTCCTCT

Ca_LG_2:9885771 TTGTGAAGATCTAGTTTTCGCTATAGCTGCATTTGGTTTCAGT

GATTCAATTTTTGCTTCCTCTTTTGGCTGGGAGTCCGGAGTTG

TAGGTACTTCAGAC

C/T ATCTTTTCCATTTTTCTCTGTGAAGATCTAGTTTTCGCTATAG

CTGCCTTTGGTTTCAGTGATTCAATTTTTGCTTCCTCTTTTGG

CTCAGAGTCTGGAG

Ca_LG_2:9885779 ATCTAGTTTTCGCTATAGCTGCATTTGGTTTCAGTGATTCAATT

TTTGCTTCCTCTTTTGGCTGGGAGTCCGGAGTTGTAGGTACTT

CAGACATCTTTTC

C/G CATTTTTCTCTGTGAAGATCTAGTTTTCGCTATAGCTGCCTTT

GGTTTCAGTGATTCAATTTTTGCTTCCTCTTTTGGCTCAGAGT

CTGGAGTTGTAGGT

Ca_LG_2:10142007 AATATACATTGTTTTCTGAATCTTTTCCAATTGAGACAGACAAT

ATATCGACCCCATCAGCAATAGCATCGTCAAATGCAGCAAGA

ATATTTGCATCATT

T/C GCAACCACTAGACCAACATGCTTTGTAGACAGCAATGCGAG

CTGAGGGAGCACCACCTCTTGCTGTTCCTTGTGCAAAGCCT

AGCATGCTTGCCTGGCTA

Ca_LG_2:10142008 ATATACATTGTTTTCTGAATCTTTTCCAATTGAGACAGACAATA

TATCGACCCCATCAGCAATAGCATCGTCAAATGCAGCAAGAA

TATTTGCATCATTG

G/A CAACCACTAGACCAACATGCTTTGTAGACAGCAATGCGAGC

TGAGGGAGCACCACCTCTTGCTGTTCCTTGTGCAAAGCCTA

GCATGCTTGCCTGGCTAA

Ca_LG_2:10142011 TACATTGTTTTCTGAATCTTTTCCAATTGAGACAGACAATATAT

CGACCCCATCAGCAATAGCATCGTCAAATGCAGCAAGAATAT

TTGCATCATTGCAA

A/C CCACTAGACCAACATGCTTTGTAGACAGCAATGCGAGCTGA

GGGAGCACCACCTCTTGCTGTTCCTTGTGCAAAGCCTAGCA

TGCTTGCCTGGCTAACCG

Ca_LG_2:10142017 GTTTTCTGAATCTTTTCCAATTGAGACAGACAATATATCGACC

CCATCAGCAATAGCATCGTCAAATGCAGCAAGAATATTTGCAT

CATTGCAACCACTA

A/G GACCAACATGCTTTGTAGACAGCAATGCGAGCTGAGGGAGC

ACCACCTCTTGCTGTTCCTTGTGCAAAGCCTAGCATGCTTGC

CTGGCTAACCGGGTTCC

Ca_LG_2:10142018 TTTTCTGAATCTTTTCCAATTGAGACAGACAATATATCGACCC

CATCAGCAATAGCATCGTCAAATGCAGCAAGAATATTTGCATC

ATTGCAACCACTAG

G/A ACCAACATGCTTTGTAGACAGCAATGCGAGCTGAGGGAGCA

CCACCTCTTGCTGTTCCTTGTGCAAAGCCTAGCATGCTTGCC

TGGCTAACCGGGTTCCC

Ca_LG_2:10142027 TCTTTTCCAATTGAGACAGACAATATATCGACCCCATCAGCAA

TAGCATCGTCAAATGCAGCAAGAATATTTGCATCATTGCAACC

ACTAGACCAACATG

G/A CTTTGTAGACAGCAATGCGAGCTGAGGGAGCACCACCTCTT

GCTGTTCCTTGTGCAAAGCCTAGCATGCTTGCCTGGCTAAC

CGGGTTCCCTGCTGCAGT
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Ca_LG_2:11196986 ATAATCGACAATCGAAGTGAGAAAATGCATCCAAAACAGGAG

AGACAGTGGTTGTTTCGGAAAACTTTTCTAGCAGCGATGGCA

GGCAGCAGCAGCAAAA

A/C GGCAGCAAACGGCGGCAACGGCAGTAGCAGACGGGGCAG

CAGCGACGATTGTGGACGGAAGTGATAGTAGTCAGAAAAAG

GAATGATCATGCTAGAAAAG

Ca_LG_2:11852495 ACAATGTAAAAATTGACCAACTTCGCTAAATTGAGGTGTCTTA

TCCTCTTTATTCCTTTGTGGCGGCCTTTGCAGCCACAAAATGC

AACAGACCAGGCTT

T/C TTGTGGCGGCCTTTGCAGCCACAAACTGCAATGTCACTTCAA

GTATTTGTAGCTGCCTTTACCCTCACAAAATTTGTATTTTGTG

GCTGAAAAAGCCCTC

Ca_LG_2:11852506 ATTGACCAACTTCGCTAAATTGAGGTGTCTTATCCTCTTTATTC

CTTTGTGGCGGCCTTTGCAGCCACAAAATGCAACAGACCAGG

CTTTTGTGGCGGCC

C/A TTTGCAGCCACAAACTGCAATGTCACTTCAAGTATTTGTAGC

TGCCTTTACCCTCACAAAATTTGTATTTTGTGGCTGAAAAAG

CCCTCACAAAAATCTT

Ca_LG_2:13061998 GCAACAACCATCAGAAAATTGCTTCAAAATAATTAAGTGGCAG

CAGTTCTGCTGAACAGCTTTAGATATTCAGTTGGGATTTCTAA

CTTTTCATGTAGTG

G/A ACATTTTTAATATAAAGTAATTAAGTTAAGCTCTCATAATTGT

GATGAAGGCAATAATATCATTGCCCTCGCTGTTTGCAGCTGA

TACCGTATATTAAGT

Ca_LG_2:13593546 AAATCACCAACACTAAGCTTTGGTTTTGCGAAACAGAGGCAG

GGAAGAAGAAACAGTTCTCGCGAGAAGGAGGAAATGTTGTTC

TTTCACTAACACTTGG

G/A TTTTCTTGAAGCCAAAGAAAGAAAAAGAAAGGAGAAGAAGAA

AGGATTCGCGAGCAGGGAGGAAACGTTTCTGCTTTCTTCCT

TTTCTTATCCTTGCTTC

Ca_LG_2:13593566 TGGTTTTGCGAAACAGAGGCAGGGAAGAAGAAACAGTTCTCG

CGAGAAGGAGGAAATGTTGTTCTTTCACTAACACTTGGTTTTC

TTGAAGCCAAAGAAA

A/G GAAAAAGAAAGGAGAAGAAGAAAGGATTCGCGAGCAGGGA

GGAAACGTTTCTGCTTTCTTCCTTTTCTTATCCTTGCTTCTGA

TATAACTATGTTTATAC

Ca_LG_2:13593589 GAAGAAGAAACAGTTCTCGCGAGAAGGAGGAAATGTTGTTCT

TTCACTAACACTTGGTTTTCTTGAAGCCAAAGAAAGAAAAAGA

AAGGAGAAGAAGAAA

A/G GGATTCGCGAGCAGGGAGGAAACGTTTCTGCTTTCTTCCTTT

TCTTATCCTTGCTTCTGATATAACTATGTTTATACATTACTTAC

TTACTAAGTAATAT

Ca_LG_2:13593592 GAAGAAACAGTTCTCGCGAGAAGGAGGAAATGTTGTTCTTTC

ACTAACACTTGGTTTTCTTGAAGCCAAAGAAAGAAAAAGAAAG

GAGAAGAAGAAAGGA

A/T TTCGCGAGCAGGGAGGAAACGTTTCTGCTTTCTTCCTTTTCT

TATCCTTGCTTCTGATATAACTATGTTTATACATTACTTACTTA

CTAAGTAATATATA

Ca_LG_2:13744687 TCTCACTCATCTCGGATGTATCTTTGATGATGACCTCCATTGC

CTTGAACTCCATCTCGTCCTCTTTTAGTTGTGCCAGTTTTTCTA

AGGCTGCTACTTC

C/T TTTATTCATTGTATCTTGCACAACATTATTAATAAGAGGTGTT

TCAACCGCCTTTGCCTTGCCCATTCTTTTTGTTTCCTTTTGTC

CCATTAGACGCTCC

Ca_LG_2:13744713 ATGATGACCTCCATTGCCTTGAACTCCATCTCGTCCTCTTTTA

GTTGTGCCAGTTTTTCTAAGGCTGCTACTTCTTTATTCATTGTA

TCTTGCACAACAT

T/G TATTAATAAGAGGTGTTTCAACCGCCTTTGCCTTGCCCATTC

TTTTTGTTTCCTTTTGTCCCATTAGACGCTCCATTGGTGATGT

TGAGTCAATTTCATA

Ca_LG_2:14097659 TGGATAGAATCTTCATTTCATTTTTAATCCACCATTGTCACTCA

TGAATAACCTATGTAGGATTGATTAATGAAGCCAAACATGTGC

TGCATATATTTCG

G/A TTTCTGCTTACTCATAGGGTGTTTATGCTCTTCACCTGTCATG

ATGCAGGTCTCTATGTTCTTGCTGCTGAATCTGTGCAAATTC

CTTGGTTTGATTTTG

Ca_LG_2:15037375 CTGTAAAGTCCATTGAAAAAGATATAGAAACACAATAATATCC

AATAGGAAAGATTTTTAAAATGAAAATAAAAAAGTATTCTAGAC

ACCTAAAGTCGAG

G/A AATTGAGAGATCTTTCAACTGCAGCCCAAGCTTCAGCTCTTT

TGGCATACATATCAGGTGAATTCTAGTCTAAAATAGCAATTC

TCGGACAATAATGATC
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Ca_LG_2:15620896 GAAAGAAGAACAAGCACACTTGGAGAGCGCATTACAATGGAT

AGTCGTATGTTGCGTTCGAAAGGATAAATCATTCCTGAAAAGG

AAACTATTGATTCTC

C/T TCCCAATTGGATGGACCGTAGGTGTGATGATTTACATCATGG

GTGAGGTCTTAGTTTTAAATTCAGGATGGCCCAACTGCGCC

AAGGAAAAGAATAAAAG

Ca_LG_2:15620921 AGCGCATTACAATGGATAGTCGTATGTTGCGTTCGAAAGGAT

AAATCATTCCTGAAAAGGAAACTATTGATTCTCTCCCAATTGG

ATGGACCGTAGGTGT

T/C GATGATTTACATCATGGGTGAGGTCTTAGTTTTAAATTCAGG

ATGGCCCAACTGCGCCAAGGAAAAGAATAAAAGACTAATTT

GACTTTTTCATGCATGC

Ca_LG_2:15620932 ATGGATAGTCGTATGTTGCGTTCGAAAGGATAAATCATTCCTG

AAAAGGAAACTATTGATTCTCTCCCAATTGGATGGACCGTAGG

TGTGATGATTTACA

A/T TCATGGGTGAGGTCTTAGTTTTAAATTCAGGATGGCCCAACT

GCGCCAAGGAAAAGAATAAAAGACTAATTTGACTTTTTCATG

CATGCTCCAACTTTGC

Ca_LG_2:15620936 ATAGTCGTATGTTGCGTTCGAAAGGATAAATCATTCCTGAAAA

GGAAACTATTGATTCTCTCCCAATTGGATGGACCGTAGGTGT

GATGATTTACATCAT

T/C GGGTGAGGTCTTAGTTTTAAATTCAGGATGGCCCAACTGCG

CCAAGGAAAAGAATAAAAGACTAATTTGACTTTTTCATGCAT

GCTCCAACTTTGCTCGA

Ca_LG_2:15631359 AGTGGCATCGTTTAAAGTGTCAATAAGTGGCATCATATAATCC

AAGTAGTTATTATTGTTTAATATTCTGCTGCAGGTTAAGGTTG

GAATCCAAGGGGCT

T/C GAAGAGTTTGGTGAGTTTGAGGAATGGTTCAATTACAGGCTA

TCAAGAGCACGAGAGCAGCACCTGAAACATGTGCTGATTTC

CTTGGAAGTTTCATAGC

Ca_LG_2:15631404 GTAGTTATTATTGTTTAATATTCTGCTGCAGGTTAAGGTTGGA

ATCCAAGGGGCTGAAGAGTTTGGTGAGTTTGAGGAATGGTTC

AATTACAGGCTATCA

A/T AGAGCACGAGAGCAGCACCTGAAACATGTGCTGATTTCCTT

GGAAGTTTCATAGCTGATAAAACTAACTCACAATTCATAAAA

GGTGGAAAATGGCTTGT

Ca_LG_2:16592886 AGAGATAACTGGAGGTTGGTATCATGTTGATAAGATTTATGGC

CGGCAGCAGAGAGTGAAGATTGCAGCGGTGACGACCGGTGA

GGTTTCTCGTTGAAGA

A/G AAGGTTGTTAGATGAAGATTGATGCGGTAGCGGCGGCGGC

GAGGTTGCTCGTTAAAGGAAGATTGCTCATTGAAGATTGCA

GCGGCGGCGGCGGCGAGGT

Ca_LG_2:16592918 AGATTTATGGCCGGCAGCAGAGAGTGAAGATTGCAGCGGTG

ACGACCGGTGAGGTTTCTCGTTGAAGAAAGGTTGTTAGATGA

AGATTGATGCGGTAGCG

G/A GCGGCGGCGAGGTTGCTCGTTAAAGGAAGATTGCTCATTGA

AGATTGCAGCGGCGGCGGCGGCGAGGTTGCAAATGGAGGT

GTTGGGTGGACAGGAGGGT

Ca_LG_2:17538199 ACTCCAGCAGCTTCGTCATAATGTCAGAAGATGCTTCAACTG

GTGCAGATGGTTGGGCACTTGCTTGGGCTTGATCAGCACTGG

GTTGTGCATGATCAGT

T/C AGTAGATGGAGTTCTTGTCCATACTCCATTAATGCGTCGCAG

CTGCATTTGGTTCACAATTGATTCACCAAATGTCAGTGTGGT

TTTGAGAGATTCTTCA

Ca_LG_2:17629707 CTCAAAGGCAGCAGCCCAAGTTTCATAATTTGCAGCACCTAC

CAATTTTTTCAAAAAGAATCAAAGAGTAAAGAAAGTGAAAGCG

AAAGCGAAAGATGAA

A/G GAAGCAGCAAATCCGGTGTCGGACATGAAGTTCTATGTGAG

ATGAAGAAGTTTGTTGTAAAATCATCAAAAGATCAAAAACAC

CTCCTAATGTGGCATAG

Ca_LG_2:17629794 AGCGAAAGATGAAGAAGCAGCAAATCCGGTGTCGGACATGAA

GTTCTATGTGAGATGAAGAAGTTTGTTGTAAAATCATCAAAAG

ATCAAAAACACCTCC

C/T TAATGTGGCATAGAGGGTTCTGCAGTGGTCAGCACAAGAAG

CTGCTTGCTGGAGTGGTGCTGCGTATGTTTCTGGTGGTGGC

GCATGGATCCCATGCACA

Ca_LG_2:18051569 TTCTGGGGTCTTATCGCCAAGTGTTCCCCCACTAGTAGCATC

CAAAATACTTTTATCCATAGGCAGCAAGCCTTCATAAAAATAC

TAGATGAGCAATTGT

T/C TCAGAAATTTGGTGATGAGGGCAACTAGACACTAATTTCTTG

AATATCTCTCAATACTCATGTAACGATTCCCTATCAATCTGCC

TAATGCCACATATTT
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Ca_LG_2:18051573 GGGGTCTTATCGCCAAGTGTTCCCCCACTAGTAGCATCCAAA

ATACTTTTATCCATAGGCAGCAAGCCTTCATAAAAATACTAGA

TGAGCAATTGTTCAG

G/A AAATTTGGTGATGAGGGCAACTAGACACTAATTTCTTGAATA

TCTCTCAATACTCATGTAACGATTCCCTATCAATCTGCCTAAT

GCCACATATTTATTT

Ca_LG_2:18051575 GGTCTTATCGCCAAGTGTTCCCCCACTAGTAGCATCCAAAATA

CTTTTATCCATAGGCAGCAAGCCTTCATAAAAATACTAGATGA

GCAATTGTTCAGAA

A/G ATTTGGTGATGAGGGCAACTAGACACTAATTTCTTGAATATC

TCTCAATACTCATGTAACGATTCCCTATCAATCTGCCTAATG

CCACATATTTATTTTC

Ca_LG_2:20693112 TTATAAATTGAAAATCGTTCATTCTGGAAACAACCAGAATACC

AAGCAGAAGTTCAACCAGAAGACTAAACAAAAGTTCAATAAAT

TAAACCAGAATACT

T/C GATTATTGATCCTAGCAACAAACTTTATATGAATTACAAAGCA

TTTATACAACATCATTGAAGAAAAATACATGTTAAGAAAAATT

ACATGATACTATTT

Ca_LG_2:20693115 TAAATTGAAAATCGTTCATTCTGGAAACAACCAGAATACCAAG

CAGAAGTTCAACCAGAAGACTAAACAAAAGTTCAATAAATTAA

ACCAGAATACTGAT

T/C TATTGATCCTAGCAACAAACTTTATATGAATTACAAAGCATTT

ATACAACATCATTGAAGAAAAATACATGTTAAGAAAAATTACA

TGATACTATTTCAA

Ca_LG_2:21224300 AGAGAATAAACTCTCAATTTTTTACTCAATCAAATTGTAATTTT

ATTCAATCACAATTCATATACAAGTAGCATGCCATAACTTTTTG

TCTTCCTAAACA

A/G TAAGACTTAAAACGCCAATTGAATGTCTAATTGATCACTTTAA

TGGCTACACTTCAATTGGAAATTAACTAGTGCCATAAAGTGT

AAGTTACATTTCTCC

Ca_LG_2:21224326 CAATCAAATTGTAATTTTATTCAATCACAATTCATATACAAGTA

GCATGCCATAACTTTTTGTCTTCCTAAACATAAGACTTAAAAC

GCCAATTGAATGT

T/C CTAATTGATCACTTTAATGGCTACACTTCAATTGGAAATTAAC

TAGTGCCATAAAGTGTAAGTTACATTTCTCCAACAATCATATC

TTGCGTAAAATAAA

Ca_LG_2:21224364 CAAGTAGCATGCCATAACTTTTTGTCTTCCTAAACATAAGACTT

AAAACGCCAATTGAATGTCTAATTGATCACTTTAATGGCTACA

CTTCAATTGGAAA

A/G TTAACTAGTGCCATAAAGTGTAAGTTACATTTCTCCAACAATC

ATATCTTGCGTAAAATAAACATACAACGGCTAGTATTATACCT

TTCATCTAAAAAAC

Ca_LG_2:21224392 CCTAAACATAAGACTTAAAACGCCAATTGAATGTCTAATTGAT

CACTTTAATGGCTACACTTCAATTGGAAATTAACTAGTGCCAT

AAAGTGTAAGTTAC

C/G ATTTCTCCAACAATCATATCTTGCGTAAAATAAACATACAACG

GCTAGTATTATACCTTTCATCTAAAAAACTTAAAATGCTACTA

ATGAATAAAAAAAG

Ca_LG_2:21224394 TAAACATAAGACTTAAAACGCCAATTGAATGTCTAATTGATCA

CTTTAATGGCTACACTTCAATTGGAAATTAACTAGTGCCATAA

AGTGTAAGTTACAT

T/C TTCTCCAACAATCATATCTTGCGTAAAATAAACATACAACGG

CTAGTATTATACCTTTCATCTAAAAAACTTAAAATGCTACTAA

TGAATAAAAAAAGGA

Ca_LG_2:22661597 TGTAGCCCGAAACTAGAATACGAGGGCAGATTTGAAATCGCG

AGGTTGAGGCGTGATTGACTGACCAAGCAGCAACTGAGAGG

CGTCAAAATGCGCCAAA

A/C ATGTTGGAAAACAGAAACTATAATTATATTCCCTAATTGTTGG

GCTCTGATACCATGTTGAAGTTGTGGGATTTTAGAGAAAATG

AGAAGAGAAAATAAT

Ca_LG_2:22661603 CCGAAACTAGAATACGAGGGCAGATTTGAAATCGCGAGGTTG

AGGCGTGATTGACTGACCAAGCAGCAACTGAGAGGCGTCAAA

ATGCGCCAAAATGTTG

G/A GAAAACAGAAACTATAATTATATTCCCTAATTGTTGGGCTCT

GATACCATGTTGAAGTTGTGGGATTTTAGAGAAAATGAGAAG

AGAAAATAATAAGGGT

Ca_LG_2:22661609 CTAGAATACGAGGGCAGATTTGAAATCGCGAGGTTGAGGCGT

GATTGACTGACCAAGCAGCAACTGAGAGGCGTCAAAATGCGC

CAAAATGTTGGAAAAC

C/G AGAAACTATAATTATATTCCCTAATTGTTGGGCTCTGATACCA

TGTTGAAGTTGTGGGATTTTAGAGAAAATGAGAAGAGAAAAT

AATAAGGGTTTGAAT
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Ca_LG_2:25186109 CTTTCTTGCATTTATAGTTTTGAACTTTGACAGGTAAGTCAAAC

AAAAGCTGATAAAATTACAATAGCACTCACATTGTACCACCTG

CAGCAGGACCAAT

T/C AGCTTTGAAAAAAGACATAGCTGTCATAGAAATTCCATTAGC

TGCCCCTCTTTGGTGTTGTTCCTGTTTTCCAAATCAACATGT

CATATACATATGTCAC

Ca_LG_2:25186117 CATTTATAGTTTTGAACTTTGACAGGTAAGTCAAACAAAAGCT

GATAAAATTACAATAGCACTCACATTGTACCACCTGCAGCAGG

ACCAATAGCTTTGA

A/C AAAAAGACATAGCTGTCATAGAAATTCCATTAGCTGCCCCTC

TTTGGTGTTGTTCCTGTTTTCCAAATCAACATGTCATATACAT

ATGTCACAATTCCAA

Ca_LG_2:25204180 AGTGTAGTCGGGAGTTAGTTTTGGAATTATTCAAAGTGGTGTT

AACATTCTTCTTGATGATGATTTTATAGGAAAACCATGCCGCC

AAGAAGGAATGACG

G/C CTCCAAGAGTCAGTGTCAATAGGGACGATCAAATGGCGGAT

GCTATGAATAACATGGCTGCTTCTTTTGCTGCCCAAACTATT

GCAAAGACTCGACGGGA

Ca_LG_2:25204221 TTAACATTCTTCTTGATGATGATTTTATAGGAAAACCATGCCG

CCAAGAAGGAATGACGCTCCAAGAGTCAGTGTCAATAGGGAC

GATCAAATGGCGGAT

T/A GCTATGAATAACATGGCTGCTTCTTTTGCTGCCCAAACTATT

GCAAAGACTCGACGGGATCTAGAAAAGAGGGAAAGAGAGAT

CCGTGCTGCTGAGTCAA

Ca_LG_2:25204235 GATGATGATTTTATAGGAAAACCATGCCGCCAAGAAGGAATG

ACGCTCCAAGAGTCAGTGTCAATAGGGACGATCAAATGGCGG

ATGCTATGAATAACAT

T/C GGCTGCTTCTTTTGCTGCCCAAACTATTGCAAAGACTCGACG

GGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGCTGAGT

CAAGATGATTAGAAGAT

Ca_LG_2:25204246 TATAGGAAAACCATGCCGCCAAGAAGGAATGACGCTCCAAGA

GTCAGTGTCAATAGGGACGATCAAATGGCGGATGCTATGAAT

AACATGGCTGCTTCTT

T/G TTGCTGCCCAAACTATTGCAAAGACTCGACGGGATCTAGAA

AAGAGGGAAAGAGAGATCCGTGCTGCTGAGTCAAGATGATT

AGAAGATTTTCGTTGTTA

Ca_LG_2:25617708 AAAGAGGTGCACCAAAAAGCAACAAATATAAAGTCAAATGAAA

AATAAGTTGATTCAAATATGAGAAGAGATAAAAACTAATATAAT

GCATATATACAAT

T/C AGATAGGAAAAATATAAAATATGCAGCTACAATAAGTAATAA

CACAAGCAATAAATTCCAACAAATTATCTGGTTAACATAGTG

ACAACATACAACAATT

Ca_LG_2:25693443 GATAATTTTGAATTAGTACTATAATATATCGGTGAAGAAGAGA

TAAGTTGTGCTTCAACATTTAAGCACCCTTGTTCAAAAGGAGC

TTAGCCTATTTCTT

T/C GGTTTCGATCAACAATTTAACAATCTTGTTAGCTTGCTCCCA

ACAATCAAGTCTACTCTTGAAGATGCTGAGGAGAAACAATTC

TCAAACAGATCTATCA

Ca_LG_2:25693466 ATATATCGGTGAAGAAGAGATAAGTTGTGCTTCAACATTTAAG

CACCCTTGTTCAAAAGGAGCTTAGCCTATTTCTTGGTTTCGAT

CAACAATTTAACAA

A/G TCTTGTTAGCTTGCTCCCAACAATCAAGTCTACTCTTGAAGA

TGCTGAGGAGAAACAATTCTCAAACAGATCTATCAAGGATTG

GTTCCTTAGGCTCAAA

Ca_LG_2:25693468 ATATCGGTGAAGAAGAGATAAGTTGTGCTTCAACATTTAAGCA

CCCTTGTTCAAAAGGAGCTTAGCCTATTTCTTGGTTTCGATCA

ACAATTTAACAATC

C/T TTGTTAGCTTGCTCCCAACAATCAAGTCTACTCTTGAAGATG

CTGAGGAGAAACAATTCTCAAACAGATCTATCAAGGATTGGT

TCCTTAGGCTCAAAGA

Ca_LG_2:25693472 CGGTGAAGAAGAGATAAGTTGTGCTTCAACATTTAAGCACCCT

TGTTCAAAAGGAGCTTAGCCTATTTCTTGGTTTCGATCAACAA

TTTAACAATCTTGT

T/C TAGCTTGCTCCCAACAATCAAGTCTACTCTTGAAGATGCTGA

GGAGAAACAATTCTCAAACAGATCTATCAAGGATTGGTTCCT

TAGGCTCAAAGATGTT

Ca_LG_2:26761243 TATTCTTTTCATTACCAAAACCAAGTTGTTTATCATGGAAACTG

TGTTGAAGATGTTCATGAAGTTTGTTATGTTATTTGTTGTTGTT

GCAGCTGCTATA

A/G GTTGGTAACGTACAAGGTCTCCCACCTTGTTGCCCAGCAGA

TAAATCATTAGAATGTCAACCAATTCACTGTCCTAAGCTCCC

ATGTTGCATCCCTCCAA



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_2:26761252 CATTACCAAAACCAAGTTGTTTATCATGGAAACTGTGTTGAAG

ATGTTCATGAAGTTTGTTATGTTATTTGTTGTTGTTGCAGCTGC

TATAGTTGGTAAC

C/T GTACAAGGTCTCCCACCTTGTTGCCCAGCAGATAAATCATTA

GAATGTCAACCAATTCACTGTCCTAAGCTCCCATGTTGCATC

CCTCCAACCAGTGACG

Ca_LG_2:26761268 TTGTTTATCATGGAAACTGTGTTGAAGATGTTCATGAAGTTTG

TTATGTTATTTGTTGTTGTTGCAGCTGCTATAGTTGGTAACGTA

CAAGGTCTCCCAC

C/T CTTGTTGCCCAGCAGATAAATCATTAGAATGTCAACCAATTC

ACTGTCCTAAGCTCCCATGTTGCATCCCTCCAACCAGTGAC

GTGAATCAGTAAAATTC

Ca_LG_2:29019383 ATTCCAAATCAAAATTAACTAACAAAAATCAGCACTAACACAAT

AGAAATTCGAATCTTTTGAACTAAGCAGCGACGCGATCTGGA

GACAGATGAAGTTG

G/C CAGCTAACAGAGAGGCGAGAGCGGCCATGGAGGCAGTCAG

GCAGAGGCGGCCGCAGAGTGGAAGCCGAGATGGGACAAGA

TCGGAGGGAGGAGTGCTGTG

Ca_LG_2:29019385 TCCAAATCAAAATTAACTAACAAAAATCAGCACTAACACAATA

GAAATTCGAATCTTTTGAACTAAGCAGCGACGCGATCTGGAG

ACAGATGAAGTTGCA

A/G GCTAACAGAGAGGCGAGAGCGGCCATGGAGGCAGTCAGGC

AGAGGCGGCCGCAGAGTGGAAGCCGAGATGGGACAAGATC

GGAGGGAGGAGTGCTGTGTG

Ca_LG_2:29951000 GTTTTAATAAGGACTTTGGCCTACTCCATTTTAAGTATTTTAAT

TTGCTACTTTTAGCACCTAGGTAATTGCTAGCTGCACCCCCCA

CCACAAATTAATG

G/A ACCAGCATCGCAGTCTTTTTCCTGAGGCAATCTTCTTCCACT

CTAAACGATGCCGCCATTGAAATTCTCACACATCTCTCTCCT

CTTCATTTCGATGAAC

Ca_LG_2:29951011 GACTTTGGCCTACTCCATTTTAAGTATTTTAATTTGCTACTTTT

AGCACCTAGGTAATTGCTAGCTGCACCCCCCACCACAAATTA

ATGACCAGCATCGC

C/T AGTCTTTTTCCTGAGGCAATCTTCTTCCACTCTAAACGATGC

CGCCATTGAAATTCTCACACATCTCTCTCCTCTTCATTTCGAT

GAACTATTTAAAGGA

Ca_LG_2:29951036 ATTTTAATTTGCTACTTTTAGCACCTAGGTAATTGCTAGCTGCA

CCCCCCACCACAAATTAATGACCAGCATCGCAGTCTTTTTCCT

GAGGCAATCTTCT

T/C TCCACTCTAAACGATGCCGCCATTGAAATTCTCACACATCTC

TCTCCTCTTCATTTCGATGAACTATTTAAAGGAACATAACCCT

CACCAATATCCCCTT

Ca_LG_2:30430402 ACATCATCACTAACCTTAGTTCCAACCTCAAAATTACCAATAC

CCTTTTCGAATTGCGAATCCTCGTCAGTCGCAGCACCACCAT

CCTCGCCGGCGGTGG

G/A AAAAGGGTCTTGTGGGGAGGGTTCTATCACCGGAAAGGTTT

AAACTTTGTGAGAAACTAGTGATACAACGAGGGTTCAACAAA

TGGGTCGAAAAGGGACG

Ca_LG_2:30603876 AGTTTTAAAATTGCGGCCACAATATATAATTTATGCAATATCTA

CGACGGCAATTGTAGCTGCATTATTCTCATTTTGTAAATGTTC

TGCAGCGTAGCTG

G/A CAACTACAATTTAAAATTATTGATAGATGAAATGGTAGAATTT

ACGAATTGAAATTCTCACCTGTGCCTTGTGATGATGTTGATG

ATGAAGCAGGCATAG

Ca_LG_2:31287895 ACAAACGCGCGGCCGCCTCTGCTCCTCTGCTCGCTGCGGGC

CTGTGGCCGCCTCTGTCTGACTGCCTCCATGGCCGTTCATCG

CTCTCGCCTCTCTGTTT

T/C GCCGCAGATCGCGTTGCTGCTTTGTTCAAAAGGTTCGGATTT

TTATTTTGTTAGTGCTGATTTTTCTTAGTTAGTGCTGATTTTT

GTTAGTTTTGATTTT

Ca_LG_2:31336725 TAGCCTAATGGTATGTCTTTTCTATTCTTGTATTTTGGTTAAAA

ATGGCTCAAGCACAAGATTTTATGTGATGGGCATATATGCAGC

ACATAATGATTTA

A/C ACTAAATAACAGGTAGAGAAAACCAAAAGAAAGGTGGAGTA

ACACCTTTTTAGCCCGCTCAAACCTGACTTCTATCAATAATTT

TTTTATGAATTTAATC

Ca_LG_2:31336739 GTCTTTTCTATTCTTGTATTTTGGTTAAAAATGGCTCAAGCACA

AGATTTTATGTGATGGGCATATATGCAGCACATAATGATTTAA

CTAAATAACAGGT

T/C AGAGAAAACCAAAAGAAAGGTGGAGTAACACCTTTTTAGCC

CGCTCAAACCTGACTTCTATCAATAATTTTTTTATGAATTTAA

TCGTCCATTAACCTTC
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Ca_LG_2:31336858 GTGGAGTAACACCTTTTTAGCCCGCTCAAACCTGACTTCTATC

AATAATTTTTTTATGAATTTAATCGTCCATTAACCTTCATCTCTA

GTTCTTAATATT

T/C ACTGCTGCCAGGCGTTGGTGTTTTCCTTCTGTTGAAGTTGTG

GGATTTTAGAGAAAAGGAGGAGAGAAAATAATAAGAGTTTAA

ATATTATTGATAATAG

Ca_LG_2:31337744 TCTAAGATATCTCTATGATTATAAATTGATCATAGGAAATAACT

CAAAATACTCTAACACCTTCTTTCTTATTGAATCAACTTTGCTA

AATGCTATATAG

G/A TGAATTTTTACTTCTTGGTTGGCAAGTTGTTACAACTAAATTT

GTCTCACAATCTACCTAGGAGAGTAAATACAAAAAAATTGGG

TATGGAAGAAAATGG

Ca_LG_2:31337761 ATTATAAATTGATCATAGGAAATAACTCAAAATACTCTAACACC

TTCTTTCTTATTGAATCAACTTTGCTAAATGCTATATAGTGAAT

TTTTACTTCTTG

G/C GTTGGCAAGTTGTTACAACTAAATTTGTCTCACAATCTACCTA

GGAGAGTAAATACAAAAAAATTGGGTATGGAAGAAAATGGG

TCTTTTAATGTGTGGA

Ca_LG_2:31337882 AATTTGTCTCACAATCTACCTAGGAGAGTAAATACAAAAAAAT

TGGGTATGGAAGAAAATGGGTCTTTTAATGTGTGGAAGAAAT

GAACATTTGTTAGAA

A/G TAAGGATTAATGCAGCTGCCTGTATTTATGGATACCTTCATT

GAATTTATGGATACCTGTAGTTATGTATTTATGGATACTGTAT

TTTATAAGAAAGGGA

Ca_LG_2:31821808 AATTGACATGACATCGATGAGTCCGTTGGCTCTTAGTTCCTCA

TCTTTGCCTATGTCAACTGTTTCAACACCTCCCATGTCTCCCT

TGGCAGCTTCATCG

G/A TCTCCCAAGAGTGGAAACTTGTGGCAGAACAAACTAAACTTC

ACTCCACCATCATTGCAGCTCTCAGGTAGCCGCTTGAAGAG

TGCTTTGAGTGCCAGGG

Ca_LG_2:32056168 TTTTGGCCAAATCATAAATTTTTAACCCAATAATACCATCTTGT

AATAGCAAGATACCTCGTGTGCAGTGTAAATCTCAGTGTTAAA

ACCAATCTCTTCC

C/G CCATGTCCATTAGTACCAAAGCCCCTAGGTTTTCCAAAATAG

ATACCTGAATAACAAACAAAGCAGCAGCAAGACTGAGTTAG

GTGAACTAGCTTCCAAT

Ca_LG_2:32056175 CAAATCATAAATTTTTAACCCAATAATACCATCTTGTAATAGCA

AGATACCTCGTGTGCAGTGTAAATCTCAGTGTTAAAACCAATC

TCTTCCCCATGTC

C/A CATTAGTACCAAAGCCCCTAGGTTTTCCAAAATAGATACCTG

AATAACAAACAAAGCAGCAGCAAGACTGAGTTAGGTGAACT

AGCTTCCAATATTATCA

Ca_LG_2:32056193 CCCAATAATACCATCTTGTAATAGCAAGATACCTCGTGTGCAG

TGTAAATCTCAGTGTTAAAACCAATCTCTTCCCCATGTCCATTA

GTACCAAAGCCCC

C/T TAGGTTTTCCAAAATAGATACCTGAATAACAAACAAAGCAGC

AGCAAGACTGAGTTAGGTGAACTAGCTTCCAATATTATCAAT

CAAATGAAATGAATGA

Ca_LG_2:32056215 AGCAAGATACCTCGTGTGCAGTGTAAATCTCAGTGTTAAAACC

AATCTCTTCCCCATGTCCATTAGTACCAAAGCCCCTAGGTTTT

CCAAAATAGATACC

C/A TGAATAACAAACAAAGCAGCAGCAAGACTGAGTTAGGTGAA

CTAGCTTCCAATATTATCAATCAAATGAAATGAATGAAGAGTT

AATATTCAAAATTTTA

Ca_LG_2:32724076 ACACGAACTCCCTTCCTTGGGTCGCGGATCTCAGCTGCCCAT

TTTCCCCATGGACGTTGGCGGATACCCCTATATTGATTCTTCC

TCTTTCTCTTACATT

T/G CCTTTTCAGCTTGCTCATTTGATTTCGGTGACACGGATTTTG

CAGCAGTTGATCCTACAACACAATTCAAAACAAGTATAAAAA

GCGTGTGGTTCGAACA

Ca_LG_2:32808956 AAACAGGGAGAGATAGAGAGAGAAAAAAGTACCTGTGCAGAA

GACCCGAAAGCGTTTCTTATTATGTGCAGCCAGTTTAAGAACT

TCAAAGACAACTCTA

A/G GAAAAACCATGAACCAAAATGGTACAGCCATCAAATATAAAA

TCTTGACTAAGCATTGCAATAATCTTGCGAGCCTGCAAAAAA

TATAGGAATAATCAAT

Ca_LG_2:32863801 AAGGCGAAGGGAAATGAGCCGAGAAGTCAATGCACCAGATC

CCGGTCCTTTAGCCACCTAAGAAAATGGAGTTGAAGGAAAGC

AGAATCATACCGAACAA

A/G CCAAAGCCATTAAATTCTGTTTGCTTTGACAGCAGCTTAACC

AAAAGGGGAGGTCTCGCTCTTTTTGCTCTTCTATAGGATAGG

ATCTTGGGGGAGACTT
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Ca_LG_2:32863813 AATGAGCCGAGAAGTCAATGCACCAGATCCCGGTCCTTTAGC

CACCTAAGAAAATGGAGTTGAAGGAAAGCAGAATCATACCGA

ACAACCAAAGCCATTA

A/C AATTCTGTTTGCTTTGACAGCAGCTTAACCAAAAGGGGAGGT

CTCGCTCTTTTTGCTCTTCTATAGGATAGGATCTTGGGGGAG

ACTTTCTAATGGCTTT

Ca_LG_2:32863861 AGAAAATGGAGTTGAAGGAAAGCAGAATCATACCGAACAACC

AAAGCCATTAAATTCTGTTTGCTTTGACAGCAGCTTAACCAAA

AGGGGAGGTCTCGCT

T/C CTTTTTGCTCTTCTATAGGATAGGATCTTGGGGGAGACTTTC

TAATGGCTTTGATAGTTTAGAGTTGGACTTAGACTTTCCGAA

TCTTCTTTGGAAGATA

Ca_LG_2:33232165 TGATAATTTGCTCTAAACTATGAATTGGCAGCATCATGATTTT

GCATATGTTACATGAGTGTTACTTCTAATTGGAAGCATCATGA

TAGTATGATACTTA

A/G TAATTGTGCTGAATTTATGCTATATGTTACATGAGTGTTACTT

CTGCATTATGAGAATTTATTGATTAATTAGCTCTTCTAATTTC

TTATCTCTTCTAAT

Ca_LG_2:33232178 TAAACTATGAATTGGCAGCATCATGATTTTGCATATGTTACAT

GAGTGTTACTTCTAATTGGAAGCATCATGATAGTATGATACTT

ATAATTGTGCTGAA

A/T TTTATGCTATATGTTACATGAGTGTTACTTCTGCATTATGAGA

ATTTATTGATTAATTAGCTCTTCTAATTTCTTATCTCTTCTAAT

TTGCTCTAAACTA

Ca_LG_2:33232658 TATATACTTGATGCATTTAGGACTGCTGCTATATACTTGTTATT

AGGACTGCTTCTATTTGGTCTGCTTGTTATTTGGACTGCTGCT

ATATTTTGGACTG

G/A CTATATTTTGGACAACTGCTATATTTACTTGTTAGGACTGCTG

CTATATACTTGATGCATTTAGGACTGCTGCTATATACTTGTTA

TTTAGGACTACTAT

Ca_LG_2:33232664 CTTGATGCATTTAGGACTGCTGCTATATACTTGTTATTAGGAC

TGCTTCTATTTGGTCTGCTTGTTATTTGGACTGCTGCTATATTT

TGGACTGCTATAT

T/C TTTGGACAACTGCTATATTTACTTGTTAGGACTGCTGCTATAT

ACTTGATGCATTTAGGACTGCTGCTATATACTTGTTATTTAGG

ACTACTATATACTT

Ca_LG_2:33232887 TTACTTGTTAGGACTGCTACTATATACTTGATGCATTTAGGACT

GCTGCTATATACTTGTTATTTGGACTGCTGCTATTTGGTCTGC

TTGTTATTTGGAT

T/C TGCTGCTATATTTATGACTGTTTTTTCTTTGGTTTGCTGCTAT

ATTTAGGACTGCTATATTTTCCTGCAATCAAACAGAAGATGC

AGTCCAAAACTTTTA

Ca_LG_2:33232905 ACTATATACTTGATGCATTTAGGACTGCTGCTATATACTTGTTA

TTTGGACTGCTGCTATTTGGTCTGCTTGTTATTTGGATTGCTG

CTATATTTATGAC

C/T TGTTTTTTCTTTGGTTTGCTGCTATATTTAGGACTGCTATATT

TTCCTGCAATCAAACAGAAGATGCAGTCCAAAACTTTTAGGA

CTGTTGTTTCTTAGT

Ca_LG_2:33232921 ATTTAGGACTGCTGCTATATACTTGTTATTTGGACTGCTGCTA

TTTGGTCTGCTTGTTATTTGGATTGCTGCTATATTTATGACTGT

TTTTTCTTTGGTT

T/C TGCTGCTATATTTAGGACTGCTATATTTTCCTGCAATCAAACA

GAAGATGCAGTCCAAAACTTTTAGGACTGTTGTTTCTTAGTT

ACTTATTTGGACTGC

Ca_LG_3:23775 TTCTATACAATGTGGTACTTTAGTATTTATAGAGTTGAAAAATA

CTCAAAATGTGAGATCTTTTCAATGTGGGACTTCAATGCGCTA

CTTCACTTCCTCC

C/T GAAATCACCTTCTCAAGGTATCTATCTCTTCCGATCTGATCT

GTTTTCTCTCTCTCTCTAGTATTATGCACTTGTAATGTAGTTA

GGTTACTCAATGTTA

Ca_LG_3:23776 TCTATACAATGTGGTACTTTAGTATTTATAGAGTTGAAAAATAC

TCAAAATGTGAGATCTTTTCAATGTGGGACTTCAATGCGCTAC

TTCACTTCCTCCG

G/A AAATCACCTTCTCAAGGTATCTATCTCTTCCGATCTGATCTGT

TTTCTCTCTCTCTCTAGTATTATGCACTTGTAATGTAGTTAGG

TTACTCAATGTTAA

Ca_LG_3:1107617 GATACACCCCATGTTTAGCAAGGCGTGGCTGACTTATTTTGG

GAACATGGGCAGTAGCGACCGATTTTTCCCGATCCAGTTTTC

TTGCTGCAATTTTGGA

A/C AACTTTATTACCCTCCAGCCTTTGTAGTTTGGCAGCCCTATTT

ACCCTCTAATGTTGGAGGTTTGCTAGCTCTTTTTGGCTGTAC

GGGTGGTTTATTTAA
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Ca_LG_3:1107638 GGCGTGGCTGACTTATTTTGGGAACATGGGCAGTAGCGACC

GATTTTTCCCGATCCAGTTTTCTTGCTGCAATTTTGGAAACTTT

ATTACCCTCCAGCCT

T/G TTGTAGTTTGGCAGCCCTATTTACCCTCTAATGTTGGAGGTT

TGCTAGCTCTTTTTGGCTGTACGGGTGGTTTATTTAATTGGA

TCTACAAAAATGAGGT

Ca_LG_3:1112996 TATAAATATATATATCTATATATAGATAGATAGATAGATATAGA

AGCAAATCCTGAAATGTCTGGTTTCAAGGAAAAGTGGCAGCG

CAAAACGCCACAAC

C/G TGTTGCTTGATTATCTATATTCTTCCAATTGAAGTCTGCAATT

TCAGAAGTCCCATTCCATAGTAGAAGATGATATAACCGTTCA

TCGGAACAAGGCGAT

Ca_LG_3:1113006 TATATCTATATATAGATAGATAGATAGATATAGAAGCAAATCCT

GAAATGTCTGGTTTCAAGGAAAAGTGGCAGCGCAAAACGCCA

CAACTGTTGCTTGA

A/G TTATCTATATTCTTCCAATTGAAGTCTGCAATTTCAGAAGTCC

CATTCCATAGTAGAAGATGATATAACCGTTCATCGGAACAAG

GCGATTGCGATATCA

Ca_LG_3:2634611 ATGAAAGCATGCTTGGTGGGCTGCCAATCCTATTGCCACGAG

CAGCCATCTCAGCCATAGCGCGTATACTTGTGATGGGCGATG

ACCCTCCATTATTAAA

A/G CACATCATGCAGGCTGGAATCAAGAGCATGTCGCATATTCT

CTGGCTTCACAGCTGCACTGGCTTGCTCAGCGGGATAGCAA

GATGGATTCTGGGGTACT

Ca_LG_3:3375551 CCCTTCCCATCCTACGGTTGAGAAATGATTTTGTGTTGCTTCG

ACGCTTTTAAGAGACATAGCTTTGGAAAAAACGTATTAGTAGC

TTATATGCCGTGGA

A/G AAGGTTACAATTCTGAAGATGCTGTACTTAGTGAGCGTTTGG

CCTATAAAGATATTTATACTTTTTTCACATAACGAAATATGAA

TTACTAATAAAATTC

Ca_LG_3:3735155 TGGTTGTTACTTTGAGGTTCTTCAATTACTTGATAAAATGAAG

CAGAAAAATGTTAAGATGAATAAGGTAGCGATCGTGAATGCT

CTTTTGGCAGCTTCG

G/A GAGATGAGAGACCTCGAGAAAGGGAAGGAAATTCATGATTG

TGCTTTGCAGCTGGGGATAATGTCAGATATTGTTGTTGCTAC

TCCTGTAGTGAGCATGT

Ca_LG_3:4133484 GAACACAAAATGAAGGATAGTAGTAGGTTTTGGTACAAAAGAT

GCTTTAGTGATATTTGATGGTCTGAACAAGGAACTCTGTGTGG

GGATCCATCTTGTA

A/T GTTATTCGCATTGTTCACCTTGGTTGAAATCTTGTTGGTTGTT

ATGCACTTTATATTTTAAGCAAGAAGCTTCATCCTTGATGATG

GCCTATGGTGGTGA

Ca_LG_3:4133517 TACAAAAGATGCTTTAGTGATATTTGATGGTCTGAACAAGGAA

CTCTGTGTGGGGATCCATCTTGTAGTTATTCGCATTGTTCACC

TTGGTTGAAATCTT

T/G GTTGGTTGTTATGCACTTTATATTTTAAGCAAGAAGCTTCATC

CTTGATGATGGCCTATGGTGGTGATGAATTGGGAATGGTTTT

TCACCCTCCATTCAA

Ca_LG_3:4133519 CAAAAGATGCTTTAGTGATATTTGATGGTCTGAACAAGGAACT

CTGTGTGGGGATCCATCTTGTAGTTATTCGCATTGTTCACCTT

GGTTGAAATCTTGT

T/G TGGTTGTTATGCACTTTATATTTTAAGCAAGAAGCTTCATCCT

TGATGATGGCCTATGGTGGTGATGAATTGGGAATGGTTTTTC

ACCCTCCATTCAAAA

Ca_LG_3:4133528 CTTTAGTGATATTTGATGGTCTGAACAAGGAACTCTGTGTGGG

GATCCATCTTGTAGTTATTCGCATTGTTCACCTTGGTTGAAAT

CTTGTTGGTTGTTA

A/C TGCACTTTATATTTTAAGCAAGAAGCTTCATCCTTGATGATG

GCCTATGGTGGTGATGAATTGGGAATGGTTTTTCACCCTCCA

TTCAAAATGTTTTGTT

Ca_LG_3:4133532 AGTGATATTTGATGGTCTGAACAAGGAACTCTGTGTGGGGAT

CCATCTTGTAGTTATTCGCATTGTTCACCTTGGTTGAAATCTT

GTTGGTTGTTATGCA

A/G CTTTATATTTTAAGCAAGAAGCTTCATCCTTGATGATGGCCTA

TGGTGGTGATGAATTGGGAATGGTTTTTCACCCTCCATTCAA

AATGTTTTGTTTGTT

Ca_LG_3:4598590 TAACATTATAACTGGTTTGGTGTGATAAAGACAGCTATAGAAA

TTTCAAAGGGGGGAGAGGACCGTCTAGCTGCTATGGTCCTAA

CTCCTAAGCCTGCAC

C/T ACAAGTCACCCTCCTCCTCTATTTGATGCTAAAAATACGCAG

CCTTTGCCCTTGACCCTTTTCAACTCATACATTTTTCATTCAG

TGTTAACTATGGTGA
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Ca_LG_3:5081278 ATAAATAGTCAGACTAGTTGGTGGGCCTGTGAGACTCTACCTT

TATCAGCCCTCCACCGTTCTGTCCATACAGTAGCATCTACTAA

CGATGAAGAAGAAG

G/A CTGGACCCGACTCAGAGCTTCCTCTGCCAGAATCACTGCCA

GAATCTCATTTGTATTGTGTATGATTCTTAATAAAATAGCTAG

TTGTATTGTAGAAGAA

Ca_LG_3:5081280 AAATAGTCAGACTAGTTGGTGGGCCTGTGAGACTCTACCTTTA

TCAGCCCTCCACCGTTCTGTCCATACAGTAGCATCTACTAACG

ATGAAGAAGAAGCT

T/C GGACCCGACTCAGAGCTTCCTCTGCCAGAATCACTGCCAGA

ATCTCATTTGTATTGTGTATGATTCTTAATAAAATAGCTAGTT

GTATTGTAGAAGAAAT

Ca_LG_3:5318863 CGTGAAAGAGCTGAATTCAGAGAGAGAGGCAAAGAGAAAAGT

GAGAGAGGAAGAGCAAACCCTATTTTCGCATAAACAGAGCAG

CTGCACTAGATTCGCG

G/C ATTTCTCCTTTGTTCACCGTCGGATCGGGCTGAAATTTGAAC

AGCAGGTTCGTGACTCGTGGTACTTCATTCTGACCGTTTGGA

TCGTCGATCAGAGGTC

Ca_LG_3:5848239 GTGAGATCAATAAATCCAGCTCCCTTAAACTCTGCTGTCCCCA

TCAATGCGGAAGAAGCATCTTGTTCAACACAAGAAGCAGCTC

TGTCTGACCTAGACG

G/A ACTTAGATAAACAATTTGTTGAGAACATTTTTGGTCTAATGCA

GCAAGAGCAAACATTTTCTGGCCAGGAGAAATTGATGGAGT

GGATATTGACGATACA

Ca_LG_3:5862667 GTTCTTTTTGAAACAATTGATTAGTGAATGCTCCACCACCACT

AACATTAGTCATGTTAGATAAATCAAAGTGTTCATAAGAGGGC

ATGTTATGCTGCAC

C/T CATGATGGAACTAGAGTATGGTGGTCTAGCAGAAGCTGAAA

CATGATCAGGACCAACCATGCTACTAACAAAGCTTTTTTGCA

TCATGGAAGAGTTACCA

Ca_LG_3:5895714 AATTTTTATACAAAACCTTTTAAGTAGAATAAAACAAAAGAGGA

GCTGTAAAATACAAACCCAAGGCTGCCAAAGCTTGAACTTCC

ATCAAAGCTTTTCT

T/G CCTTCAATGACAAAATATCATATTTAGTGGCTAAACACAAGA

AGAGAAGAAACATCCATCACTATGAAAATGGTACCTTTCAGT

TTCCTGGTGCAACTGT

Ca_LG_3:5949266 CCCTGTTTGATAGTAAAGAATTACTATAATGCTATGTGTATTTA

GTTGTACCATTGGAATTAATCTCAGCTGCCATTCTCTGTTAAC

ATGATTGCAGCTA

A/G TGCATTCTCGTTGCTGGAGCACTTGGCGGGAGATTTGATCA

TGAGATTGGAAATATCAATGTGCTGTGTCGATTCTCCAACAC

ACGCATTATCCTTCTAT

Ca_LG_3:6000013 AGGTGAAAAAAATAAACAAAAAAAAATTATGAACAATTGAATG

AATTTTTAAACTTTTGAATGAATATATAGTGCATTACCAATACG

TAGAGGCAATTCT

T/C AGCAGCTTTAGCTGTGAAAGAAACATAGCTGATGCTATAGAG

TTGCTTGTTAATTGGGATAGCTGCGATTTTCCATTTTTTTGAT

GTATTGATTCTTTCT

Ca_LG_3:6000021 AAAATAAACAAAAAAAAATTATGAACAATTGAATGAATTTTTAA

ACTTTTGAATGAATATATAGTGCATTACCAATACGTAGAGGCA

ATTCTAGCAGCTT

T/C TAGCTGTGAAAGAAACATAGCTGATGCTATAGAGTTGCTTGT

TAATTGGGATAGCTGCGATTTTCCATTTTTTTGATGTATTGAT

TCTTTCTAACTCTTG

Ca_LG_3:6000033 AAAAAATTATGAACAATTGAATGAATTTTTAAACTTTTGAATGA

ATATATAGTGCATTACCAATACGTAGAGGCAATTCTAGCAGCT

TTAGCTGTGAAAG

G/C AAACATAGCTGATGCTATAGAGTTGCTTGTTAATTGGGATAG

CTGCGATTTTCCATTTTTTTGATGTATTGATTCTTTCTAACTCT

TGACCAAACTGATC

Ca_LG_3:6454994 CAGATGCAACCAGATAACCCTAAGCCCTTCTTCTTGTCTGAAC

CCGGTGCCGCATTAGGTTAGGGAGCTGGGCTTTTTTCGCTCC

TCTCACATTCATTCA

A/G TTCGAGCTGCTTCGCTCCTCCGCATCCCAAAGCGCGCAGCC

GTCCTACGCGCGAGACACTAAGTAATCCAAGCCAACCCACA

TTACTGACTAACGGTGGA

Ca_LG_3:7068872 CACAATTTGAAAAGTTGTGGAGCTATCCAAGCCAGTAGATATT

TCATCCATTAATAGAACTTTTGCTGCTCCAACCAACATCTCTC

CTGTTGTAACTCTT

T/C TTCCTTTGTCCGCCCGAGATACCTCGCCGCATTCCATCCCC

CACAATAGTATCACTACATACATCCAACCCCAAGATCTGCAA

AATTTTATTTTATTGTA
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Ca_LG_3:7069058 TTTATTTTATTGTAGCTAAATTTTTCGTCAATAATTCAACTTTTT

TTTGGCACTAAAGAACCTTATTCTCTAGTATTACCTTCAGCATA

TAATCTATTAC

C/T CAGACTTTCCTCCTGGCCTCCAGCTGCAGCTGCCTGGTATA

TCAAAAGTCAATGAGATGCACACATACGCCCTCCGGTCATTA

CAGTAAACGAAAATAAC

Ca_LG_3:7069070 TAGCTAAATTTTTCGTCAATAATTCAACTTTTTTTTGGCACTAA

AGAACCTTATTCTCTAGTATTACCTTCAGCATATAATCTATTAC

CAGACTTTCCTC

C/A CTGGCCTCCAGCTGCAGCTGCCTGGTATATCAAAAGTCAAT

GAGATGCACACATACGCCCTCCGGTCATTACAGTAAACGAA

AATAACTACTTTTTCTCA

Ca_LG_3:7371113 ACCTTTGGTGAAGAAATCTGCAATCTGATCAGTGCTGGAGAC

AAGGAGTAGCTTCATGGTTCCATTGTTGGCTTTCGCTATAACA

ATATGACAATCAATG

G/A TCAAGATGTTTGGTTCTCTCATGAAAAACTGGATTGGCTGCT

ATATGAAGGGTGCTTCCATTGTCACAATAAATAGTTGGTGTC

TTGATATAAGTAATCT

Ca_LG_3:7371116 TTTGGTGAAGAAATCTGCAATCTGATCAGTGCTGGAGACAAG

GAGTAGCTTCATGGTTCCATTGTTGGCTTTCGCTATAACAATA

TGACAATCAATGTCA

A/T AGATGTTTGGTTCTCTCATGAAAAACTGGATTGGCTGCTATA

TGAAGGGTGCTTCCATTGTCACAATAAATAGTTGGTGTCTTG

ATATAAGTAATCTTTA

Ca_LG_3:7371125 GAAATCTGCAATCTGATCAGTGCTGGAGACAAGGAGTAGCTT

CATGGTTCCATTGTTGGCTTTCGCTATAACAATATGACAATCA

ATGTCAAGATGTTTG

G/T GTTCTCTCATGAAAAACTGGATTGGCTGCTATATGAAGGGTG

CTTCCATTGTCACAATAAATAGTTGGTGTCTTGATATAAGTAA

TCTTTAAGTCCTCAA

Ca_LG_3:7901135 TCCACTCAAATGTTATTATTGCAAGCAGCCAGGCCACAAAGA

GGCTAGCTGCTGGAAGAAAGAGGCAGATGAACAAAAGGGTG

ATCAAAAATCCAATTTC

C/T GTGGAGCATGAGCAAAAATTGTTCTTAGCACAAAGTGCAGC

TAGCAATGATGCAGGAGGTGGCATGTGGTATGTTGACAGTG

GATGCTCCAACCATATGT

Ca_LG_3:8166260 GTGTAAACAAGTTGAGCCGAGCTGAACACTTAAATTTTGTGCC

TGTGGACTTGTCATATCCCAATCCACAAATAGTATCAGCTTAT

ATGCATATATAATA

A/G TAATGTTTTGGTAAAAAAATGTATATAATGCAAAAATTCAAGC

TATGTAGCAAATGACAGAATGTTAGCCACCAAATCACTTTAG

TAGCTTTACCTATTT

Ca_LG_3:8166266 ACAAGTTGAGCCGAGCTGAACACTTAAATTTTGTGCCTGTGG

ACTTGTCATATCCCAATCCACAAATAGTATCAGCTTATATGCAT

ATATAATATAATGT

T/C TTTGGTAAAAAAATGTATATAATGCAAAAATTCAAGCTATGTA

GCAAATGACAGAATGTTAGCCACCAAATCACTTTAGTAGCTT

TACCTATTTTATCAT

Ca_LG_3:8166303 TGTGGACTTGTCATATCCCAATCCACAAATAGTATCAGCTTAT

ATGCATATATAATATAATGTTTTGGTAAAAAAATGTATATAATG

CAAAAATTCAAGC

C/T TATGTAGCAAATGACAGAATGTTAGCCACCAAATCACTTTAG

TAGCTTTACCTATTTTATCATTTCCCCATACATTCTTTTTCATG

TGTTGACCTACATG

Ca_LG_3:8484990 TGATAACGACGAAAATCTTCCAATCCCCTTGACTTTGCAACAG

GAATCTATCTTTCCCTCTTCTCCTGATCCTACAGAGTCTTTGC

AGCAGTTTGTGCAG

G/A CAACAAAAGCAACCATGTTATTCATAGCTTCAACAATTTGATC

ATCCCCATTGACGTTTACTCTTGCAGCGTCATCCCTTCTTGG

AGGCATTGTTTCCTC

Ca_LG_3:8485014 CCCCTTGACTTTGCAACAGGAATCTATCTTTCCCTCTTCTCCT

GATCCTACAGAGTCTTTGCAGCAGTTTGTGCAGCAACAAAAG

CAACCATGTTATTCA

A/C TAGCTTCAACAATTTGATCATCCCCATTGACGTTTACTCTTGC

AGCGTCATCCCTTCTTGGAGGCATTGTTTCCTCAAAACCAAC

ATCGAGAAGAAATCT

Ca_LG_3:8485025 TGCAACAGGAATCTATCTTTCCCTCTTCTCCTGATCCTACAGA

GTCTTTGCAGCAGTTTGTGCAGCAACAAAAGCAACCATGTTAT

TCATAGCTTCAACA

A/C ATTTGATCATCCCCATTGACGTTTACTCTTGCAGCGTCATCC

CTTCTTGGAGGCATTGTTTCCTCAAAACCAACATCGAGAAGA

AATCTCAACACCCGTT
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Ca_LG_3:8656523 AACATTGACTTTGACTTAAGACGATGGAGCATAGCTGCATACT

ACGACAGTGAGGCAGCGAGATAACAAGATAGCGTGACACAAC

AGAGAGGTGACGCAA

A/C CAAAGAGGCAGCAACAAGATATATATATAGAGAGAGATAGC

GCGATGCAGTTAAAAAAATGTGGGTCGACAAAAAAGTAAAAA

ATTTCTTTTGTTTAGAA

Ca_LG_3:8860693 TGCAGCCACTTAAGTAACTCAACTGTGTCCCTGTACCTGAGAA

ACAGAAGTTGCTTTTTTTCACCATCTGTAGTACACAACATGAT

GAATAAATTGCAAC

C/T CATAATACCATATCTACATTAAGTAGGTAGTTAATCCCAGAT

GGTGGTGCGTCGCAACCAACCTCAAAAAATGGGATAGCAGG

ATATCCTGGTTTGCCAC

Ca_LG_3:9101461 GAAATGACCTTCTGCATATCGATCTACATTTGAGGGAGCAGG

ACTTCCAGTTTTCTCTTTCTCCGCTTCTTGAGGTAGTCTCCGG

AAGAAATCCACAGTG

G/A AGATACGAAGATTCCATATCTACAAGCCGGAGAGTTGTCTTC

CTACCTTCTTCACGAAACCTTTCTAAAGCCTCATTAGCCGCT

GCAGCTAGTTCAGCTT

Ca_LG_3:9101482 ATCTACATTTGAGGGAGCAGGACTTCCAGTTTTCTCTTTCTCC

GCTTCTTGAGGTAGTCTCCGGAAGAAATCCACAGTGAGATAC

GAAGATTCCATATCT

T/C ACAAGCCGGAGAGTTGTCTTCCTACCTTCTTCACGAAACCTT

TCTAAAGCCTCATTAGCCGCTGCAGCTAGTTCAGCTTGAAAA

GTTGGGAATCGCTTCA

Ca_LG_3:9101491 TGAGGGAGCAGGACTTCCAGTTTTCTCTTTCTCCGCTTCTTGA

GGTAGTCTCCGGAAGAAATCCACAGTGAGATACGAAGATTCC

ATATCTACAAGCCGG

G/A AGAGTTGTCTTCCTACCTTCTTCACGAAACCTTTCTAAAGCC

TCATTAGCCGCTGCAGCTAGTTCAGCTTGAAAAGTTGGGAAT

CGCTTCAGTTCCTGCT

Ca_LG_3:9101493 AGGGAGCAGGACTTCCAGTTTTCTCTTTCTCCGCTTCTTGAGG

TAGTCTCCGGAAGAAATCCACAGTGAGATACGAAGATTCCAT

ATCTACAAGCCGGAG

G/T AGTTGTCTTCCTACCTTCTTCACGAAACCTTTCTAAAGCCTCA

TTAGCCGCTGCAGCTAGTTCAGCTTGAAAAGTTGGGAATCG

CTTCAGTTCCTGCTCA

Ca_LG_3:9461188 ATAGCTTTCCAGAGTAGGCATGACAATAAAGTTAACGGACTTG

GTATCGCTGCTGGTGGCATGGCATCAGCTAAAGCTGCAGATA

TACAGGATGTGGACA

A/C AAACTGAAGGATCCTCCAAAGGAGGTGGAAAGAAGAAGGGC

AAGAAGGGGAAAAAGGTTAGCCCTTTAGTTTTGGGATTTAAT

GTTGTGAGTAACCGGAT

Ca_LG_3:9461435 TTAAATTTTATGCATGAGGTTGTTGCGGTAGATGTACATACAT

TTTGGTCGCACATTGTAAATGCTTTTGTTCGATTTAGGATATTT

ATTTCCTACACAT

T/G ACTGTAGCAGCATTTAGATCAAACTTAACCAATTTTGTTCTCT

AAATTTAGTTGCTTTGACTTGTTATATTGGTTTAAATTTAATC

GATCTAATAGATTA

Ca_LG_3:9723383 CAAATTCAGCAACAGCGTGTGAGGTCTTTGATGTTATAAATTT

GGTTGTTTTACTTAATGGATGCAAACTTGTTGATTTAGTTTTGG

GTGTTTAAAAAAT

T/C CAGTTTAGTATCTTGGAGTTATTACAGACAATTGGTTGTAAG

AACTTTGTTGTAGTTGGCTAATCTTTGCACTACTTGTCCATG

GACTAGTGGTATTAAT

Ca_LG_3:9723395 CAGCGTGTGAGGTCTTTGATGTTATAAATTTGGTTGTTTTACTT

AATGGATGCAAACTTGTTGATTTAGTTTTGGGTGTTTAAAAAAT

CAGTTTAGTATC

C/T TTGGAGTTATTACAGACAATTGGTTGTAAGAACTTTGTTGTA

GTTGGCTAATCTTTGCACTACTTGTCCATGGACTAGTGGTAT

TAATTCACGTTTCTTG

Ca_LG_3:9723418 ATAAATTTGGTTGTTTTACTTAATGGATGCAAACTTGTTGATTT

AGTTTTGGGTGTTTAAAAAATCAGTTTAGTATCTTGGAGTTATT

ACAGACAATTGG

G/A TTGTAAGAACTTTGTTGTAGTTGGCTAATCTTTGCACTACTTG

TCCATGGACTAGTGGTATTAATTCACGTTTCTTGTGTTTCATA

GTGGTATTAATTCA

Ca_LG_3:9723435 ACTTAATGGATGCAAACTTGTTGATTTAGTTTTGGGTGTTTAAA

AAATCAGTTTAGTATCTTGGAGTTATTACAGACAATTGGTTGT

AAGAACTTTGTTG

G/A TAGTTGGCTAATCTTTGCACTACTTGTCCATGGACTAGTGGT

ATTAATTCACGTTTCTTGTGTTTCATAGTGGTATTAATTCAGA

AAAATTGTTAACTTG
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Ca_LG_3:9723439 AATGGATGCAAACTTGTTGATTTAGTTTTGGGTGTTTAAAAAAT

CAGTTTAGTATCTTGGAGTTATTACAGACAATTGGTTGTAAGA

ACTTTGTTGTAGT

T/C TGGCTAATCTTTGCACTACTTGTCCATGGACTAGTGGTATTA

ATTCACGTTTCTTGTGTTTCATAGTGGTATTAATTCAGAAAAA

TTGTTAACTTGTGTT

Ca_LG_3:9986264 CGCTCTCGCCGCGGGAGCAGCTCAAGCAGTCCACCAACAGC

CGACGGGTTCGGAACTGGGACCCCCGTGCCCAGCCCTCAGA

GCCAATCCTTTTCCCGAG

G/A GTTACGGATCCATTTTGCCGACTTCCCTTGCCTACATTGTTC

CATCGACCAGAGGCTGTTCACCTTGGAGACCTGATGCGGTT

ATGAGTACGACCGGGCA

Ca_LG_3:9986275 CGGGAGCAGCTCAAGCAGTCCACCAACAGCCGACGGGTTCG

GAACTGGGACCCCCGTGCCCAGCCCTCAGAGCCAATCCTTTT

CCCGAGGTTACGGATCC

C/T ATTTTGCCGACTTCCCTTGCCTACATTGTTCCATCGACCAGA

GGCTGTTCACCTTGGAGACCTGATGCGGTTATGAGTACGAC

CGGGCATGGAAGGCACT

Ca_LG_3:9986294 CCACCAACAGCCGACGGGTTCGGAACTGGGACCCCCGTGCC

CAGCCCTCAGAGCCAATCCTTTTCCCGAGGTTACGGATCCAT

TTTGCCGACTTCCCTTG

G/A CCTACATTGTTCCATCGACCAGAGGCTGTTCACCTTGGAGA

CCTGATGCGGTTATGAGTACGACCGGGCATGGAAGGCACTC

GGTCCTCCGGATTTTCAA

Ca_LG_3:9986295 CACCAACAGCCGACGGGTTCGGAACTGGGACCCCCGTGCCC

AGCCCTCAGAGCCAATCCTTTTCCCGAGGTTACGGATCCATTT

TGCCGACTTCCCTTGC

C/T CTACATTGTTCCATCGACCAGAGGCTGTTCACCTTGGAGAC

CTGATGCGGTTATGAGTACGACCGGGCATGGAAGGCACTCG

GTCCTCCGGATTTTCAAG

Ca_LG_3:9986307 ACGGGTTCGGAACTGGGACCCCCGTGCCCAGCCCTCAGAGC

CAATCCTTTTCCCGAGGTTACGGATCCATTTTGCCGACTTCCC

TTGCCTACATTGTTCC

C/T ATCGACCAGAGGCTGTTCACCTTGGAGACCTGATGCGGTTA

TGAGTACGACCGGGCATGGAAGGCACTCGGTCCTCCGGATT

TTCAAGGGCCGCCAGGGG

Ca_LG_3:9986311 GTTCGGAACTGGGACCCCCGTGCCCAGCCCTCAGAGCCAAT

CCTTTTCCCGAGGTTACGGATCCATTTTGCCGACTTCCCTTGC

CTACATTGTTCCATCG

G/A ACCAGAGGCTGTTCACCTTGGAGACCTGATGCGGTTATGAG

TACGACCGGGCATGGAAGGCACTCGGTCCTCCGGATTTTCA

AGGGCCGCCAGGGGCGCA

Ca_LG_3:10753824 AACAAATAGAATATATAATAATCCTTAATTGTTTTGATTTTTCAA

TGAGATTGATTGCTTTTGTTTTTTGTTTCAGCCTGATGTAACTG

CGCCAGGTGTA

A/G AACATACTTGCTGCCTATTCATTGTTTGCAAGTGCATCTAATT

TACTAACAGATACTCGTCGAGGTTTTCCATTCAATGTAATGC

AGGGAACTTCTATGT

Ca_LG_3:10753870 GAGATTGATTGCTTTTGTTTTTTGTTTCAGCCTGATGTAACTGC

GCCAGGTGTAAACATACTTGCTGCCTATTCATTGTTTGCAAGT

GCATCTAATTTAC

C/T TAACAGATACTCGTCGAGGTTTTCCATTCAATGTAATGCAGG

GAACTTCTATGTCTTGCCCTCATGTCGCTGGCATTGCAGGAC

TTATCAAAACACTTCA

Ca_LG_3:10753911 TGCGCCAGGTGTAAACATACTTGCTGCCTATTCATTGTTTGCA

AGTGCATCTAATTTACTAACAGATACTCGTCGAGGTTTTCCAT

TCAATGTAATGCAG

G/A GGAACTTCTATGTCTTGCCCTCATGTCGCTGGCATTGCAGG

ACTTATCAAAACACTTCATCCTAATTGGAGTCCAGCTGCTAT

TAAATCAGCTATCATGA

Ca_LG_3:10753929 ACTTGCTGCCTATTCATTGTTTGCAAGTGCATCTAATTTACTAA

CAGATACTCGTCGAGGTTTTCCATTCAATGTAATGCAGGGAAC

TTCTATGTCTTGC

C/T CCTCATGTCGCTGGCATTGCAGGACTTATCAAAACACTTCAT

CCTAATTGGAGTCCAGCTGCTATTAAATCAGCTATCATGACC

ACGGGTATTGTCTCTC

Ca_LG_3:10753940 ATTCATTGTTTGCAAGTGCATCTAATTTACTAACAGATACTCGT

CGAGGTTTTCCATTCAATGTAATGCAGGGAACTTCTATGTCTT

GCCCTCATGTCGC

C/T TGGCATTGCAGGACTTATCAAAACACTTCATCCTAATTGGAG

TCCAGCTGCTATTAAATCAGCTATCATGACCACGGGTATTGT

CTCTCTCATCACTCAC
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Ca_LG_3:10753950 TGCAAGTGCATCTAATTTACTAACAGATACTCGTCGAGGTTTT

CCATTCAATGTAATGCAGGGAACTTCTATGTCTTGCCCTCATG

TCGCTGGCATTGCA

A/T GGACTTATCAAAACACTTCATCCTAATTGGAGTCCAGCTGCT

ATTAAATCAGCTATCATGACCACGGGTATTGTCTCTCTCATC

ACTCACACAGACACTT

Ca_LG_3:11242017 CTCTGATAATTAAAGTTTGGATCCAATGTTTCTCTCAGTAGTAT

CTTCAACGGCCCTAATCACGTGACCCAAAATCTTCTTCCGATT

CGCAGCGTACACA

A/G TGTCCATCCCATCCACGCTTCACCAAATCAACGGCCAAACCA

ACCGCAGCCTTAACCGTCTCCTCAACGCTATCATGTGCCGA

GTCGATTATCCCCACCC

Ca_LG_3:11242029 AAGTTTGGATCCAATGTTTCTCTCAGTAGTATCTTCAACGGCC

CTAATCACGTGACCCAAAATCTTCTTCCGATTCGCAGCGTACA

CATGTCCATCCCAT

T/G CCACGCTTCACCAAATCAACGGCCAAACCAACCGCAGCCTT

AACCGTCTCCTCAACGCTATCATGTGCCGAGTCGATTATCCC

CACCCGCACCGCCTCCT

Ca_LG_3:11242062 TTCAACGGCCCTAATCACGTGACCCAAAATCTTCTTCCGATTC

GCAGCGTACACATGTCCATCCCATCCACGCTTCACCAAATCA

ACGGCCAAACCAACC

C/A GCAGCCTTAACCGTCTCCTCAACGCTATCATGTGCCGAGTC

GATTATCCCCACCCGCACCGCCTCCTCAGCAGTCATCTTCTC

CGCCTGCATCAGGATCC

Ca_LG_3:11242084 CCCAAAATCTTCTTCCGATTCGCAGCGTACACATGTCCATCCC

ATCCACGCTTCACCAAATCAACGGCCAAACCAACCGCAGCCT

TAACCGTCTCCTCAA

A/G CGCTATCATGTGCCGAGTCGATTATCCCCACCCGCACCGCC

TCCTCAGCAGTCATCTTCTCCGCCTGCATCAGGATCCGACG

GCGTACCGCAGGTGCTCC

Ca_LG_3:11242095 CTTCCGATTCGCAGCGTACACATGTCCATCCCATCCACGCTT

CACCAAATCAACGGCCAAACCAACCGCAGCCTTAACCGTCTC

CTCAACGCTATCATGT

T/C GCCGAGTCGATTATCCCCACCCGCACCGCCTCCTCAGCAGT

CATCTTCTCCGCCTGCATCAGGATCCGACGGCGTACCGCAG

GTGCTCCGACCTTAGCAT

Ca_LG_3:11242107 AGCGTACACATGTCCATCCCATCCACGCTTCACCAAATCAAC

GGCCAAACCAACCGCAGCCTTAACCGTCTCCTCAACGCTATC

ATGTGCCGAGTCGATT

T/A ATCCCCACCCGCACCGCCTCCTCAGCAGTCATCTTCTCCGC

CTGCATCAGGATCCGACGGCGTACCGCAGGTGCTCCGACC

TTAGCATCAACGACGGCGA

Ca_LG_3:11689279 GGCCACAAAATAGTGTTTTTCTTGTAGTGGTATAACCATTCAT

CAATGGATGCAGCTTCCCATATCGAGTATAAGTGCAAACCAAT

AGTCGCAAAAGTAT

T/G AAATAATGGCACCATAAATAATATTGTTTCCGTAAAGTAGAG

ATCTAGAAACATGCTCACGAATACCATCAATATCTACAGGAG

GGGCAACAACGAAACC

Ca_LG_3:11689280 GCCACAAAATAGTGTTTTTCTTGTAGTGGTATAACCATTCATC

AATGGATGCAGCTTCCCATATCGAGTATAAGTGCAAACCAATA

GTCGCAAAAGTATA

A/G AATAATGGCACCATAAATAATATTGTTTCCGTAAAGTAGAGA

TCTAGAAACATGCTCACGAATACCATCAATATCTACAGGAGG

GGCAACAACGAAACCA

Ca_LG_3:11689294 TTTTTCTTGTAGTGGTATAACCATTCATCAATGGATGCAGCTT

CCCATATCGAGTATAAGTGCAAACCAATAGTCGCAAAAGTATA

AATAATGGCACCAT

T/G AAATAATATTGTTTCCGTAAAGTAGAGATCTAGAAACATGCT

CACGAATACCATCAATATCTACAGGAGGGGCAACAACGAAA

CCATAATAAATACATAA

Ca_LG_3:11689311 TAACCATTCATCAATGGATGCAGCTTCCCATATCGAGTATAAG

TGCAAACCAATAGTCGCAAAAGTATAAATAATGGCACCATAAA

TAATATTGTTTCCG

G/A TAAAGTAGAGATCTAGAAACATGCTCACGAATACCATCAATA

TCTACAGGAGGGGCAACAACGAAACCATAATAAATACATAA

GTTGTTGTCAATAAGGT

Ca_LG_3:11689325 TGGATGCAGCTTCCCATATCGAGTATAAGTGCAAACCAATAGT

CGCAAAAGTATAAATAATGGCACCATAAATAATATTGTTTCCG

TAAAGTAGAGATCT

T/C AGAAACATGCTCACGAATACCATCAATATCTACAGGAGGGG

CAACAACGAAACCATAATAAATACATAAGTTGTTGTCAATAA

GGTAGCATGTATATAAA
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Ca_LG_3:11689333 GCTTCCCATATCGAGTATAAGTGCAAACCAATAGTCGCAAAAG

TATAAATAATGGCACCATAAATAATATTGTTTCCGTAAAGTAGA

GATCTAGAAACAT

T/G GCTCACGAATACCATCAATATCTACAGGAGGGGCAACAACG

AAACCATAATAAATACATAAGTTGTTGTCAATAAGGTAGCAT

GTATATAAAATTGCATA

Ca_LG_3:11689359 ACCAATAGTCGCAAAAGTATAAATAATGGCACCATAAATAATA

TTGTTTCCGTAAAGTAGAGATCTAGAAACATGCTCACGAATAC

CATCAATATCTACA

A/T GGAGGGGCAACAACGAAACCATAATAAATACATAAGTTGTT

GTCAATAAGGTAGCATGTATATAAAATTGCATAGTTATGATAA

AATCTCAATTAATTAA

Ca_LG_3:11737480 CAATGACACAATTGACCTTATTGTATACAAAAGATTGGTTAAA

AAGCAAATTGGAAAAATTATGAGATGTCTAACCAGAGAATGGC

AGCCCAAAATAACA

A/T GCCATAGTTGAATCTAAAGATCTAGCAAAGATGACAACTGCA

ACATTGTTTGGAAAACTAAGGGAACATGAAATGGAACTGCAT

AGGCTGGACGAATCAG

Ca_LG_3:11740509 ACAAGCCTCTGAATCTGCAACTGAGCCTCCTGCATATGTTGC

AAAATTGATGGAATTTATGGCAGCTCAAATGGCACACAATGCC

AAACTGCTAGAGTCC

C/T AATGCAAGGATGGAAGCTACTTTAACATCTATCCAAACATCC

CTGAAGTCAGTTGTTCAGGATGTTGCTGCAATTCAAGCGCA

CCTAGGCCTCAAGCTAT

Ca_LG_3:11740533 GCCTCCTGCATATGTTGCAAAATTGATGGAATTTATGGCAGCT

CAAATGGCACACAATGCCAAACTGCTAGAGTCCAATGCAAGG

ATGGAAGCTACTTTA

A/G ACATCTATCCAAACATCCCTGAAGTCAGTTGTTCAGGATGTT

GCTGCAATTCAAGCGCACCTAGGCCTCAAGCTATCATTCGA

AGACATAGCAGATATTG

Ca_LG_3:12179531 TTTACTTTTAAAGCCAAAGTGTCCATTTGAATAACTGATAGCC

GCTACCAGCTATCAGTTATGAGAAGGTTATATCCGCTACCAG

CTATCAGCTATGAGA

A/G AGGCGATAGCCTCTACCAGCTATCAGCTATGAGAAGGCATA

CCAGCTAGCTAGCTGCTTTATGATAGCCAATAGCTGATGGC

CGACAGAGGATATCACCT

Ca_LG_3:12179532 TTACTTTTAAAGCCAAAGTGTCCATTTGAATAACTGATAGCCG

CTACCAGCTATCAGTTATGAGAAGGTTATATCCGCTACCAGCT

ATCAGCTATGAGAA

A/C GGCGATAGCCTCTACCAGCTATCAGCTATGAGAAGGCATAC

CAGCTAGCTAGCTGCTTTATGATAGCCAATAGCTGATGGCC

GACAGAGGATATCACCTA

Ca_LG_3:12179555 ATTTGAATAACTGATAGCCGCTACCAGCTATCAGTTATGAGAA

GGTTATATCCGCTACCAGCTATCAGCTATGAGAAGGCGATAG

CCTCTACCAGCTATC

C/G AGCTATGAGAAGGCATACCAGCTAGCTAGCTGCTTTATGATA

GCCAATAGCTGATGGCCGACAGAGGATATCACCTATCAGAT

ATCAAGATATCAGATTT

Ca_LG_3:12812902 CACACTCTTTGTCTCACCACAAAAAGTTTTTGAACTTCCCAGA

ACCTGTTGCCCCCTACAGAAAGTTGTCTGCCCCACTTGCATCT

CTCCCATCCATGTC

C/T CACATCTGTTGGCACTCTTCCATTTACTTTTGGGTCTCCCAA

TACAATTGTTGCCACTACTACTCAGCAAACAACTCATCTTCG

CCCTCCTCCTCACCAG

Ca_LG_3:13612324 AATAGAAAATAAAAAAGATAAAATTAAGGACCTTGCAGCAAAA

AGATCCACAACCAAAAGGTGAATCCAAGCAGAGGCTAAAGTC

AACTCACTAGAGAAC

C/T ATTTTACCTATGCTAGTAAGCTGCATGGAGCATAAAAATATA

AACAGTTATTTATGAGTTTGATAAATAGAACTCTTTATGGAAG

GAAAAACTTAACTTC

Ca_LG_3:13738851 TCTATGTCAAACTTCATAGCGCTTGAATAAGACATAGCAGCTG

CACGCAGACTGTAAACTGTGCACCAGGTAAGTTCCCATGAAA

GAGAGCCTCCCTAAC

C/G CAGCACTTTCACAGTATCACCTTTCCCCTAACAATACCAAGG

ATAATTCTTTTCTGATGTGGAAGATCAGACAAAGCTGCAACC

ACAGAGCATACTAAGA

Ca_LG_3:13991853 TGTACAACGGTGTCTTGATTTCATTAAATGCATTTTGATGAGA

GTACAATATTTTTTTAAAATTAGTTGAGTTTTGTTATGAAAGTT

CATCAAAGTCAAA

A/G TATCATTTAGCTACACATTTCAGTTTAAATTAACATTATAATG

CAGCAGTGTCGAACTTTTAAAAAGAATGTACTATTGAATTCC

ATATAATTTGGGATT
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Ca_LG_3:13991859 ACGGTGTCTTGATTTCATTAAATGCATTTTGATGAGAGTACAA

TATTTTTTTAAAATTAGTTGAGTTTTGTTATGAAAGTTCATCAAA

GTCAAATATCAT

T/A TTAGCTACACATTTCAGTTTAAATTAACATTATAATGCAGCAG

TGTCGAACTTTTAAAAAGAATGTACTATTGAATTCCATATAAT

TTGGGATTAATCTC

Ca_LG_3:14395637 CAGCCAAGTTGTATGACATAACATGTATTGCCTTAACCGACGA

GCAGCCCATGCCAATGTGCAACATGTTCGTTCAAGCAGTGAA

TACCTTGTTTCACAA

A/T TTGGTGAACTTTTTGCTCAAATAATAAATAGCATGTTCTTTCC

TACCAGATTCATCATGATGACTCGTCAAGTACTGTGAAGTAC

ATAATAAGTGGTTTC

Ca_LG_3:15400516 GCGACTCTATTGAATTCGATGAAAACTCAAAATTTTAGACCGC

GACACGAAGGTTACAGAGTTGTTCAGCTTGAGGCAAACACTA

CACACACCTATTGAA

A/T TGTGGCTGCAATGGTCCTTTCAAACCAGGTTTCACAAACAAC

ACATGTCCTGCTAACACAATCAACACATTAGCCAATTTAATTT

TTGGTGGTAGACTTG

Ca_LG_3:15424931 TTACTAATCATGATTTAAAGTTTGTTTGTTTGTATGTTATAAATT

TAATGCAAGCCTTGAATGCAATGGCCACTGCAATGGCCCAAC

AGGCTCAGCAGGC

C/T TGCAAACCAGGTTTAACTTAATGCACAAAAGGACCAGAGGG

AGGAAGCAGCGATTGCTATGATAGGACTGACTAAATTCTGTC

GACAAGATCCGCCAAAA

Ca_LG_3:15424937 ATCATGATTTAAAGTTTGTTTGTTTGTATGTTATAAATTTAATG

CAAGCCTTGAATGCAATGGCCACTGCAATGGCCCAACAGGCT

CAGCAGGCTGCAAA

A/T CCAGGTTTAACTTAATGCACAAAAGGACCAGAGGGAGGAAG

CAGCGATTGCTATGATAGGACTGACTAAATTCTGTCGACAAG

ATCCGCCAAAATTTAAA

Ca_LG_3:15424943 ATTTAAAGTTTGTTTGTTTGTATGTTATAAATTTAATGCAAGCC

TTGAATGCAATGGCCACTGCAATGGCCCAACAGGCTCAGCAG

GCTGCAAACCAGGT

T/C TTAACTTAATGCACAAAAGGACCAGAGGGAGGAAGCAGCGA

TTGCTATGATAGGACTGACTAAATTCTGTCGACAAGATCCGC

CAAAATTTAAAGGGGAG

Ca_LG_3:15424957 TGTTTGTATGTTATAAATTTAATGCAAGCCTTGAATGCAATGG

CCACTGCAATGGCCCAACAGGCTCAGCAGGCTGCAAACCAG

GTTTAACTTAATGCAC

C/A AAAAGGACCAGAGGGAGGAAGCAGCGATTGCTATGATAGGA

CTGACTAAATTCTGTCGACAAGATCCGCCAAAATTTAAAGGG

GAGCATGACCCTGACAA

Ca_LG_3:15424961 TGTATGTTATAAATTTAATGCAAGCCTTGAATGCAATGGCCAC

TGCAATGGCCCAACAGGCTCAGCAGGCTGCAAACCAGGTTTA

ACTTAATGCACAAAA

A/T GGACCAGAGGGAGGAAGCAGCGATTGCTATGATAGGACTG

ACTAAATTCTGTCGACAAGATCCGCCAAAATTTAAAGGGGAG

CATGACCCTGACAAGGCT

Ca_LG_3:15424984 GCCTTGAATGCAATGGCCACTGCAATGGCCCAACAGGCTCAG

CAGGCTGCAAACCAGGTTTAACTTAATGCACAAAAGGACCAG

AGGGAGGAAGCAGCGA

A/G TTGCTATGATAGGACTGACTAAATTCTGTCGACAAGATCCGC

CAAAATTTAAAGGGGAGCATGACCCTGACAAGGCTGATCTC

TGGCAGCAGGAGATTGA

Ca_LG_3:15424991 ATGCAATGGCCACTGCAATGGCCCAACAGGCTCAGCAGGCT

GCAAACCAGGTTTAACTTAATGCACAAAAGGACCAGAGGGAG

GAAGCAGCGATTGCTAT

T/C GATAGGACTGACTAAATTCTGTCGACAAGATCCGCCAAAATT

TAAAGGGGAGCATGACCCTGACAAGGCTGATCTCTGGCAGC

AGGAGATTGAGAAGATA

Ca_LG_3:15776921 TCCTCTGATGTTCCTGTTCCATCTCCTTCATCCTCGTTTGAAG

AGTCATCCTCCTCCGAGTAACTTTGTGTTTCCTTCTTTTTGCTG

CTGCCAAATTCAG

G/A GGGGAGATAGATCATGATTATCTAGTAGTTGTCTTTGTGTTG

AACTAGCTGTTGAGTTGATTTGTTTTGTTTTGTTGCCTATGTA

TCTTGTTTGATGTTT

Ca_LG_3:15776941 ATCTCCTTCATCCTCGTTTGAAGAGTCATCCTCCTCCGAGTAA

CTTTGTGTTTCCTTCTTTTTGCTGCTGCCAAATTCAGGGGGAG

ATAGATCATGATTA

A/T TCTAGTAGTTGTCTTTGTGTTGAACTAGCTGTTGAGTTGATTT

GTTTTGTTTTGTTGCCTATGTATCTTGTTTGATGTTTATCTTG

TGTTGAACAAACTT
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Ca_LG_3:16108747 TATCTTCCTCTTTTGGTGAAGCAACTTTAGGTTCATTGACCAAT

ACAGGTGCAGAATTTGAAGAATTTTCAATAGTAGCAGCCTAAA

AGATAAAAATCAA

A/G AGTAAATGGTTATTGTTAATTTATATTACAATTACAATAAATC

GTAGCAGTATTAGGGATGATGAAAATTAATCATTCAAAGTAA

ACTCGACGAGAACTA

Ca_LG_3:16372227 ACAAAAAAGTTAAAAGTTAGTAACCCTAAAAATAATTGCACAC

TTGAAGGCACAACAAAGCGGCTGTGTTTGCAGAAAGCACAAG

TGCAGCAGCAGCTTA

A/G ACGGACGCGGCAACGGCTGGGTGTTTTGGTGACACGGCGG

ACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCATCCAGC

TTTAACCGCTCTGAGGCT

Ca_LG_3:16372234 AGTTAAAAGTTAGTAACCCTAAAAATAATTGCACACTTGAAGG

CACAACAAAGCGGCTGTGTTTGCAGAAAGCACAAGTGCAGCA

GCAGCTTAACGGACG

G/C CGGCAACGGCTGGGTGTTTTGGTGACACGGCGGACATCCTT

AGCGGCTTGGATCCTCAAAACTTGATCATCCAGCTTTAACCG

CTCTGAGGCTTTCCATA

Ca_LG_3:16372238 AAAAGTTAGTAACCCTAAAAATAATTGCACACTTGAAGGCACA

ACAAAGCGGCTGTGTTTGCAGAAAGCACAAGTGCAGCAGCAG

CTTAACGGACGCGGC

C/A AACGGCTGGGTGTTTTGGTGACACGGCGGACATCCTTAGCG

GCTTGGATCCTCAAAACTTGATCATCCAGCTTTAACCGCTCT

GAGGCTTTCCATACGGC

Ca_LG_3:16372239 AAAGTTAGTAACCCTAAAAATAATTGCACACTTGAAGGCACAA

CAAAGCGGCTGTGTTTGCAGAAAGCACAAGTGCAGCAGCAG

CTTAACGGACGCGGCA

A/T ACGGCTGGGTGTTTTGGTGACACGGCGGACATCCTTAGCGG

CTTGGATCCTCAAAACTTGATCATCCAGCTTTAACCGCTCTG

AGGCTTTCCATACGGCC

Ca_LG_3:16372247 TAACCCTAAAAATAATTGCACACTTGAAGGCACAACAAAGCG

GCTGTGTTTGCAGAAAGCACAAGTGCAGCAGCAGCTTAACGG

ACGCGGCAACGGCTGG

G/T GTGTTTTGGTGACACGGCGGACATCCTTAGCGGCTTGGATC

CTCAAAACTTGATCATCCAGCTTTAACCGCTCTGAGGCTTTC

CATACGGCCGCCATCTT

Ca_LG_3:16372260 AATTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAG

AAAGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGG

CTGGGTGTTTTGGTGAC

C/T ACGGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGAT

CATCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCGCC

ATCTTTATCATTGTTCTC

Ca_LG_3:16372261 ATTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAGA

AAGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGC

TGGGTGTTTTGGTGACA

A/G CGGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGATC

ATCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCA

TCTTTATCATTGTTCTCC

Ca_LG_3:16372262 TTGCACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAGAA

AGCACAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGCT

GGGTGTTTTGGTGACAC

C/T GGCGGACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCA

TCCAGCTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCAT

CTTTATCATTGTTCTCCA

Ca_LG_3:16372266 ACACTTGAAGGCACAACAAAGCGGCTGTGTTTGCAGAAAGCA

CAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGCTGGGT

GTTTTGGTGACACGGCG

G/A GACATCCTTAGCGGCTTGGATCCTCAAAACTTGATCATCCAG

CTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCATCTTTAT

CATTGTTCTCCAAGGT

Ca_LG_3:16372289 GCTGTGTTTGCAGAAAGCACAAGTGCAGCAGCAGCTTAACGG

ACGCGGCAACGGCTGGGTGTTTTGGTGACACGGCGGACATC

CTTAGCGGCTTGGATCC

C/T TCAAAACTTGATCATCCAGCTTTAACCGCTCTGAGGCTTTCC

ATACGGCCGCCATCTTTATCATTGTTCTCCAAGGTTGTAAGA

GAAAATCTCCATTGCT

Ca_LG_3:16372308 CAAGTGCAGCAGCAGCTTAACGGACGCGGCAACGGCTGGGT

GTTTTGGTGACACGGCGGACATCCTTAGCGGCTTGGATCCTC

AAAACTTGATCATCCAG

G/A CTTTAACCGCTCTGAGGCTTTCCATACGGCCGCCATCTTTAT

CATTGTTCTCCAAGGTTGTAAGAGAAAATCTCCATTGCTCGA

ATTTGAGAGAGAGAGA
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Ca_LG_3:16697127 AATTGAAGAAAGTGACAATGTTTGAATATGTGCGTATTTAATAT

TGCTACACTGTAATTTTATTAATGAACATCTAAATCACCTAATT

CCATAGCAGAAT

T/C CCGACCTTGGAATTTAATGTGTTAAGCATATGATTTTTCCGT

CTTATCCAAAGTGGTCAGAAATGTGAGACAGCTTTTTTGTAC

TCTATATTTTTTGTAT

Ca_LG_3:16697142 CAATGTTTGAATATGTGCGTATTTAATATTGCTACACTGTAATT

TTATTAATGAACATCTAAATCACCTAATTCCATAGCAGAATCC

GACCTTGGAATTT

T/G AATGTGTTAAGCATATGATTTTTCCGTCTTATCCAAAGTGGTC

AGAAATGTGAGACAGCTTTTTTGTACTCTATATTTTTTGTATG

AATTTCTGGTTCTG

Ca_LG_3:16854692 TTTTTCTTTGTCTTTAATGTTAGGAAAAAATAGCTAAGCAAGCT

ATATAACATACCAAAGCCTGAACTCCGCCAGCTGCTGCAATG

GCCTCTCGATTTCT

T/C TTCGTCAAATGACAAATGACAAATTCCAAAATGAACCAGCAG

CTTCTTGCCTATAGAAATACAACAATGTCAAATCAACACTGTA

ATGAATGTAATATTT

Ca_LG_3:16854754 TGAACTCCGCCAGCTGCTGCAATGGCCTCTCGATTTCTTTCGT

CAAATGACAAATGACAAATTCCAAAATGAACCAGCAGCTTCTT

GCCTATAGAAATAC

C/T AACAATGTCAAATCAACACTGTAATGAATGTAATATTTTTCTA

GGTACAAGAGAATAGAACAAAGAGAAGCACTATCTCAAAAG

CAGGAGCTATTAGGTG

Ca_LG_3:16854774 AATGGCCTCTCGATTTCTTTCGTCAAATGACAAATGACAAATT

CCAAAATGAACCAGCAGCTTCTTGCCTATAGAAATACAACAAT

GTCAAATCAACACT

T/A GTAATGAATGTAATATTTTTCTAGGTACAAGAGAATAGAACA

AAGAGAAGCACTATCTCAAAAGCAGGAGCTATTAGGTGAAA

GAACGTGAATGATTTTG

Ca_LG_3:17621916 GTTTAATATCTAAATCAAACAGGTCACATATTAGTTTTAAAGTT

GCATGTGACAAGAAATAGGTTTAATGCATCGCGAAATTCAGCT

GCTGCAGCAGTGG

G/T GAATATCGCGTCAGCAGCGTTTTGCGCAGCAGCAGGAGCC

GCTGAAAAGATAGCAGTCGCAAAATGACAGTGCTGCCAACC

TCTGACTTCCGTAGATTAG

Ca_LG_3:18077530 TTTTTTAGACATCTAGAACAGATTAGTCTGAAGAGCCTCAATC

ACTGACAATCTTTCGCAGCTTGCATTTACAGGTTCAACTGATA

CTGGAAAAGCCGTT

T/C CTTCAACTGGCAGCAAAAAGCAATCTTAAACCTGTAACTTTG

GAGCTTGGTGGAAAATCTCCTTTTATTGTATGCGAAGATGCT

GATGTAGATCAAGCTG

Ca_LG_3:18314841 ACAAACTTTCTACCATTAGCACATTTACATGGAAAATAGTATCA

ATCCAATATCTTGTGCTATTTGTTCTACCACATTCAAATAAAAT

GGCAAGAGCAGT

T/C AATGATCATGCTTTGACCATCATATGATTCCAACGTCATTTTC

TTCAATCTCACTTCCATAAGATTTGGAGTTACTATTATCATTT

ACACTTGGTGTAGA

Ca_LG_3:18314872 GAAAATAGTATCAATCCAATATCTTGTGCTATTTGTTCTACCAC

ATTCAAATAAAATGGCAAGAGCAGTAATGATCATGCTTTGACC

ATCATATGATTCC

C/A AACGTCATTTTCTTCAATCTCACTTCCATAAGATTTGGAGTTA

CTATTATCATTTACACTTGGTGTAGAGCTAGCAGTGCTGCTT

GTGGCATGCGGTGAA

Ca_LG_3:18314875 AATAGTATCAATCCAATATCTTGTGCTATTTGTTCTACCACATT

CAAATAAAATGGCAAGAGCAGTAATGATCATGCTTTGACCATC

ATATGATTCCAAC

C/A GTCATTTTCTTCAATCTCACTTCCATAAGATTTGGAGTTACTA

TTATCATTTACACTTGGTGTAGAGCTAGCAGTGCTGCTTGTG

GCATGCGGTGAATCA

Ca_LG_3:19643788 TTGGTGAGGGTTATGATCCTTTAAATAGTTCATCAAAATGAAG

AGGAGAGATATGTGTGAGAATTTCAATGGCGGCAATGTCTAG

AGTGGAAGAAGACTA

A/G CATCAGGAAGAAGACTGTGATGCTGATTTTTAATTTGTGGTG

GGGGTGCAGCTAGCGATTACCTAGGTGCCAAAAGTAGCAGA

TTAAAAGACTTAAAATG

Ca_LG_3:19643792 TGAGGGTTATGATCCTTTAAATAGTTCATCAAAATGAAGAGGA

GAGATATGTGTGAGAATTTCAATGGCGGCAATGTCTAGAGTG

GAAGAAGACTACATC

C/T AGGAAGAAGACTGTGATGCTGATTTTTAATTTGTGGTGGGG

GTGCAGCTAGCGATTACCTAGGTGCCAAAAGTAGCAGATTA

AAAGACTTAAAATGGAGT
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Ca_LG_3:19643806 CTTTAAATAGTTCATCAAAATGAAGAGGAGAGATATGTGTGAG

AATTTCAATGGCGGCAATGTCTAGAGTGGAAGAAGACTACAT

CAGGAAGAAGACTGT

T/C GATGCTGATTTTTAATTTGTGGTGGGGGTGCAGCTAGCGATT

ACCTAGGTGCCAAAAGTAGCAGATTAAAAGACTTAAAATGGA

GTGGGCCAAAGTCCAT

Ca_LG_3:20244569 TCATATTGTGTCAACACATGTGTCACCACCAGTCCCCTGGAG

AATTCGGGCTGCTGATCCTGCTCCTCAACATCATGAATATCAT

CAGCATGTGCAGGGA

A/G CATTAGCAGCATCATCAACATCATGAATATCATCATCAACAG

CATGTGCATCACACTACTCCTCAGCCTGCTCCATTTGTTGAT

GCTCATGGACATGCTC

Ca_LG_3:20663037 TCCACGATTAAATAATATTTCATTCTGGTTGTTGCCGCCAAGT

CTCTTGCTCCTATTAAGCTCAGCCTTAGTAGAGGTGGGTAGC

GGCACTGGGTGGACA

A/G GTCTATCCGCCCTTAAGTGGTATTACCAGCCATTCTGGAGGA

GCAGTTGATTCAGCAATTTCTAGTCTTCATCTATCTGGTGTTT

CATCCATTTTAGGTT

Ca_LG_3:20663045 TAAATAATATTTCATTCTGGTTGTTGCCGCCAAGTCTCTTGCT

CCTATTAAGCTCAGCCTTAGTAGAGGTGGGTAGCGGCACTGG

GTGGACAGTCTATCC

C/T GCCCTTAAGTGGTATTACCAGCCATTCTGGAGGAGCAGTTG

ATTCAGCAATTTCTAGTCTTCATCTATCTGGTGTTTCATCCAT

TTTAGGTTCTATCAAT

Ca_LG_3:20917708 ACTTTGAAAAATTTCTTGGTCACTTTTTATTTTAAATTTTAGATT

TTATTAATTATTTCTTTACCAAAATACTCCTAATTAATTTACATC

TTTTTAACTT

T/G CCCAAATCTTCTTTTGCTTCGTTATTGGCTTCTCTTTGTAGCT

TATACCCAACCTGCAGCACTTGTCACTGGGCGAGAAAGAAT

TGAAGTTGATTTTGCA

Ca_LG_3:21245355 ATCCCTTAACAGAGTTATGAATTGTTTTAAAGGATTGAGATTTA

TTAGCAACTATTATTTCCTCTTTTTTATTTTTCCAATGCTTGTAG

CAGCATATTGA

A/T TCCTTTTCTATTTTTTATTTCCTTCATTTTCTGTCATAGCACTG

AAACAAGTCTCATGATAAGTTTAATGTTGCTGTTTGGTCTGA

ACTAAGAGTGGTTG

Ca_LG_3:21245410 TATTTCCTCTTTTTTATTTTTCCAATGCTTGTAGCAGCATATTG

ATCCTTTTCTATTTTTTATTTCCTTCATTTTCTGTCATAGCACTG

AAACAAGTCTC

C/T ATGATAAGTTTAATGTTGCTGTTTGGTCTGAACTAAGAGTGG

TTGCAAATTGAAAGTTTACTTTGTAGGATTGTTATGACATGTA

GAATTTAACACAAGT

Ca_LG_3:21773230 AAAATCAGATGATGACTGCATAGAGTAGTGGTATCTTGACATA

GGCATCTCTAATCTTAAAGTGCTTAGGAGAGATGGAGGTGGT

GATTATCAATTCCAT

T/C GAGTTCCATGAATTATGTGACATAGAGGGAATGATTCATGAA

GTGACTACACCATATATACCACAACATAATGGAGCTGTAAAA

ACAGGAAGATAACCAT

Ca_LG_3:21773263 TCTTGACATAGGCATCTCTAATCTTAAAGTGCTTAGGAGAGAT

GGAGGTGGTGATTATCAATTCCATGAGTTCCATGAATTATGTG

ACATAGAGGGAATG

G/A ATTCATGAAGTGACTACACCATATATACCACAACATAATGGA

GCTGTAAAAACAGGAAGATAACCATTCTCAATATGGCAAGAA

GCATGTTGAAGGGAGA

Ca_LG_3:21786287 CTCTTGCACTTTCAACTTATGTTGATGCTAATTGGGGCAGCAT

TGTGGATACTAGAAGATCCACTACTGGTTTTTGCCTCTTCATT

GGTGATGCTTTAGC

C/T TTCTTGGAAGGCAAAAAAAAAAAAACAACTTACAGTCTCTAA

ATCTTCTGTTGCAGCTAAGTATAGGGCATTGTCTTCTACTGC

TAGTGAATTTGTTTGG

Ca_LG_3:21786338 CTAGAAGATCCACTACTGGTTTTTGCCTCTTCATTGGTGATGC

TTTAGCTTCTTGGAAGGCAAAAAAAAAAAAACAACTTACAGTC

TCTAAATCTTCTGT

T/C TGCAGCTAAGTATAGGGCATTGTCTTCTACTGCTAGTGAATT

TGTTTGGTTGCGACATTTACTTGTTCACTTTGAAGTCTCTCCA

ACTTCAGTTATGGTT

Ca_LG_3:21787965 GAATATCAGCTTAAAACAACTTATAGACATGTCAAAAACTGCA

ACAAAGTTTGCATTTAAATTCCCTACTTTTCACACATTTCAGCA

GCAAAATCAAGAT

T/A AAACAAAAAGAAAAAACATGAAATTCCATTTTATGTTCCAAAC

TTTATCTCTCTCTCTAGAGCAAGAAAGTAAAGAATCCGAAGA

AAACCCATGAAAGCA
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Ca_LG_3:22567722 GTTTCCACCTCTAACCCTAAGTCATTATTAGAATTGGAGCATC

CCTGAATCCATGGTTTTGAATTAGCAATAGAAGTAGGGGCAC

CATCAACAACAACAA

A/G CATGTTCCTTAAGAGCTTTGATGGAATGATTCTGCCTGTTAG

ATGCTGAAAAAGTTGGAGCACATTTTGATGACTTCTTTGAAA

ATATTACAGATTTTGA

Ca_LG_3:22567727 CACCTCTAACCCTAAGTCATTATTAGAATTGGAGCATCCCTGA

ATCCATGGTTTTGAATTAGCAATAGAAGTAGGGGCACCATCAA

CAACAACAACATGT

T/C TCCTTAAGAGCTTTGATGGAATGATTCTGCCTGTTAGATGCT

GAAAAAGTTGGAGCACATTTTGATGACTTCTTTGAAAATATTA

CAGATTTTGAAGGAG

Ca_LG_3:22672155 AATAGGAGCTGGATCAGACGTATTTCCTGATAAGCAACTCAAT

CCTGAAGCAGCATACAAAGAAATGGACACCATGAAACTTAATT

TGATATAATAATCT

T/C CTTGCTTAACTTTATGATATAATAAAAATAATAAAATTTCAGC

TATGTTTTGTTCTCTTATTCTTGCACTTGAATGGACAGTGCAG

GCAATCAAATAAAT

Ca_LG_3:22672159 GGAGCTGGATCAGACGTATTTCCTGATAAGCAACTCAATCCT

GAAGCAGCATACAAAGAAATGGACACCATGAAACTTAATTTGA

TATAATAATCTCTTG

G/A CTTAACTTTATGATATAATAAAAATAATAAAATTTCAGCTATGT

TTTGTTCTCTTATTCTTGCACTTGAATGGACAGTGCAGGCAA

TCAAATAAATAATC

Ca_LG_3:22672188 GCAACTCAATCCTGAAGCAGCATACAAAGAAATGGACACCAT

GAAACTTAATTTGATATAATAATCTCTTGCTTAACTTTATGATA

TAATAAAAATAATA

A/T AAATTTCAGCTATGTTTTGTTCTCTTATTCTTGCACTTGAATG

GACAGTGCAGGCAATCAAATAAATAATCTCAGGAGGACAAA

TAGAAAAGGGGCAATT

Ca_LG_3:22718591 ACGATATGAATGCTTGACTCGTGATTCTTCCATTGCTGCTAAT

GCTATTTTTGTACTATGCTGGACTTGACATTGCTTCTTATCTTT

GGTGTTCTTTGGG

G/A GTTACAATAGTTCAATGAGAGATGCTGCTTGTCTTGATCTTG

TTGATTGGCGGGTGAAGAGACCCGAATGGGGATTCAGGAAT

GGGAAGGGTCATTTTCC

Ca_LG_3:23135840 ATCGTAGACTAGCAGCCATGCCTTGAATTATCTTCTCCAATTT

ACTCTTTCTTCATCAATGGACTTCATTGCGCTAGTTATCACAC

ATTGCAAGTATCAA

A/T CTCTGCAGCTCCTTTCCAATGCACATCGACTTTGTTCTCATTT

TCCTTCCTTATCGCAACACCACTCCGTTTCTTCTCCGAGTTA

AATGTTTCAACATGA

Ca_LG_3:23233656 AATTACCAGTGGTGCGAGAACGGTGAGAACGACGGTGAGTG

CAGCTCGGGTTCGACGGCGCGACTGGTTCGACGGCGAGTGC

AGCTCCGGTTCGACGGCG

G/A AGTGCGCGACTGGTTTGACGGCGCGACTGGTTCGACGGTG

AGTGCAGCTGGTTGATAGACGACGAGAATGGTGAGAACGAC

CGTTTTAAGTGAGAACGGC

Ca_LG_3:23888880 AAAATTAAGTAATTAACTTACATGCTTGATATGCTGTCATTTTA

GTTGTCATTTTTCTGCAGTTCAGATCCCTGTGATTTGAACATTT

GCTGCTGTGATG

G/T ATGAGGATCGGAGAACCAAAAACAACTGCACTTATCTTTGCA

TCTGGCAAAATGGTATCTTTGCATTTGGCGTTTTATTGCAATA

GCTAAATAGTTTAGT

Ca_LG_3:23888890 AATTAACTTACATGCTTGATATGCTGTCATTTTAGTTGTCATTT

TTCTGCAGTTCAGATCCCTGTGATTTGAACATTTGCTGCTGTG

ATGATGAGGATCG

G/A GAGAACCAAAAACAACTGCACTTATCTTTGCATCTGGCAAAA

TGGTATCTTTGCATTTGGCGTTTTATTGCAATAGCTAAATAGT

TTAGTCCTTTTACTG

Ca_LG_3:23888913 CTGTCATTTTAGTTGTCATTTTTCTGCAGTTCAGATCCCTGTGA

TTTGAACATTTGCTGCTGTGATGATGAGGATCGGAGAACCAA

AAACAACTGCACTT

T/C ATCTTTGCATCTGGCAAAATGGTATCTTTGCATTTGGCGTTTT

ATTGCAATAGCTAAATAGTTTAGTCCTTTTACTGTTGTTGGCT

ACCTTGGTTTTAGT

Ca_LG_3:23888922 TAGTTGTCATTTTTCTGCAGTTCAGATCCCTGTGATTTGAACAT

TTGCTGCTGTGATGATGAGGATCGGAGAACCAAAAACAACTG

CACTTATCTTTGCA

A/G TCTGGCAAAATGGTATCTTTGCATTTGGCGTTTTATTGCAATA

GCTAAATAGTTTAGTCCTTTTACTGTTGTTGGCTACCTTGGTT

TTAGTTGGGTGCCT
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Ca_LG_3:23888931 TTTTTCTGCAGTTCAGATCCCTGTGATTTGAACATTTGCTGCT

GTGATGATGAGGATCGGAGAACCAAAAACAACTGCACTTATC

TTTGCATCTGGCAAA

A/G ATGGTATCTTTGCATTTGGCGTTTTATTGCAATAGCTAAATAG

TTTAGTCCTTTTACTGTTGTTGGCTACCTTGGTTTTAGTTGGG

TGCCTTAAATTCCA

Ca_LG_3:24020120 GCCTTTTGAAGGAATGTCTAATTTACAAGCCGCTTATGCTGCT

GCCTTCAAGGTATTCAATCCGAAATTACCAAGTGTTTGTTTATT

CATCAATCAGCCT

T/G GTTTACTTTCCATGCTTCCGGTTTTCATTGTTTTTCTGCCCGG

AACAAAGGAAAGTTTGCTTTTCTTCGCCAATTGTTTTCTTTGA

AAAGGTTAAAAAAC

Ca_LG_3:24020135 GTCTAATTTACAAGCCGCTTATGCTGCTGCCTTCAAGGTATTC

AATCCGAAATTACCAAGTGTTTGTTTATTCATCAATCAGCCTGT

TTACTTTCCATGC

C/T TTCCGGTTTTCATTGTTTTTCTGCCCGGAACAAAGGAAAGTT

TGCTTTTCTTCGCCAATTGTTTTCTTTGAAAAGGTTAAAAAAC

TAACAGTAAGTGCTA

Ca_LG_3:24042167 ACCATGTGGTCAAGTGCAACTATATGTAGCATCATGCGTTGGT

TATCTAAGGAGCCCAGGTCCATCTGTACCAGAACCATGCTGC

AATGGGATTAGAACT

T/A GTCAATAGTCAATCAAAAACAACTGCTGATCGTCAAAGTGTA

TGTAATTGTCTCAAATCAACTGCACTGAGCTTCCCTGGACTC

AATCCTCAAGCACTTG

Ca_LG_3:24042170 ATGTGGTCAAGTGCAACTATATGTAGCATCATGCGTTGGTTAT

CTAAGGAGCCCAGGTCCATCTGTACCAGAACCATGCTGCAAT

GGGATTAGAACTGTC

C/A AATAGTCAATCAAAAACAACTGCTGATCGTCAAAGTGTATGT

AATTGTCTCAAATCAACTGCACTGAGCTTCCCTGGACTCAAT

CCTCAAGCACTTGCTG

Ca_LG_3:24042173 TGGTCAAGTGCAACTATATGTAGCATCATGCGTTGGTTATCTA

AGGAGCCCAGGTCCATCTGTACCAGAACCATGCTGCAATGGG

ATTAGAACTGTCAAT

T/C AGTCAATCAAAAACAACTGCTGATCGTCAAAGTGTATGTAAT

TGTCTCAAATCAACTGCACTGAGCTTCCCTGGACTCAATCCT

CAAGCACTTGCTGCTC

Ca_LG_3:24042192 GTAGCATCATGCGTTGGTTATCTAAGGAGCCCAGGTCCATCT

GTACCAGAACCATGCTGCAATGGGATTAGAACTGTCAATAGT

CAATCAAAAACAACTG

G/T CTGATCGTCAAAGTGTATGTAATTGTCTCAAATCAACTGCAC

TGAGCTTCCCTGGACTCAATCCTCAAGCACTTGCTGCTCTTC

CTGCTAATTGTGGTGT

Ca_LG_3:24042215 AAGGAGCCCAGGTCCATCTGTACCAGAACCATGCTGCAATGG

GATTAGAACTGTCAATAGTCAATCAAAAACAACTGCTGATCGT

CAAAGTGTATGTAAT

T/G TGTCTCAAATCAACTGCACTGAGCTTCCCTGGACTCAATCCT

CAAGCACTTGCTGCTCTTCCTGCTAATTGTGGTGTTAACTTG

CCATACAAAATTTCCA

Ca_LG_3:24042225 GGTCCATCTGTACCAGAACCATGCTGCAATGGGATTAGAACT

GTCAATAGTCAATCAAAAACAACTGCTGATCGTCAAAGTGTAT

GTAATTGTCTCAAAT

T/A CAACTGCACTGAGCTTCCCTGGACTCAATCCTCAAGCACTTG

CTGCTCTTCCTGCTAATTGTGGTGTTAACTTGCCATACAAAA

TTTCCACCTCCATTGA

Ca_LG_3:24042231 TCTGTACCAGAACCATGCTGCAATGGGATTAGAACTGTCAATA

GTCAATCAAAAACAACTGCTGATCGTCAAAGTGTATGTAATTG

TCTCAAATCAACTG

G/T CACTGAGCTTCCCTGGACTCAATCCTCAAGCACTTGCTGCTC

TTCCTGCTAATTGTGGTGTTAACTTGCCATACAAAATTTCCAC

CTCCATTGACTGCAA

Ca_LG_3:24333072 GATCAAACGAAGCAAGTTTGCTACACACATGTTACCACCACC

GGAACCAAACCCTTATTTTTCTTCTCTGGCAGTCGTTCTCTTT

GTTCTTCTACATTCA

A/G GATGTAACATCCGAGCCTAGGAAGGAAGAGGGAAGGCAAG

GGTCCCAGGAGCTATCAGTATTAGCTGCTGACTGGTGACGA

GAGGATCATATAGTTTGAG

Ca_LG_3:24942309 CTAGAAGAAACTAATCTTCAATGTTTTCATTAACAGCAATGGA

TCAAATGTTCGTGGTTACTTCATTTGGGCAGCATTTGATACAT

TTGAATTTCAAGCG

G/A GGATATTCAGGACATTGGGGACTTTATCATGTTGATTTTAAT

GATAATCTCAAGCGTATACCAAAGGACTCTGCTGAATGGTAT

AGAAAGTTTCTGATAC
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Ca_LG_3:24942312 GAAGAAACTAATCTTCAATGTTTTCATTAACAGCAATGGATCA

AATGTTCGTGGTTACTTCATTTGGGCAGCATTTGATACATTTG

AATTTCAAGCGGGA

A/C TATTCAGGACATTGGGGACTTTATCATGTTGATTTTAATGATA

ATCTCAAGCGTATACCAAAGGACTCTGCTGAATGGTATAGAA

AGTTTCTGATACCAG

Ca_LG_3:24942318 ACTAATCTTCAATGTTTTCATTAACAGCAATGGATCAAATGTTC

GTGGTTACTTCATTTGGGCAGCATTTGATACATTTGAATTTCA

AGCGGGATATTCA

A/T GGACATTGGGGACTTTATCATGTTGATTTTAATGATAATCTCA

AGCGTATACCAAAGGACTCTGCTGAATGGTATAGAAAGTTTC

TGATACCAGAGTGTG

Ca_LG_3:24942322 ATCTTCAATGTTTTCATTAACAGCAATGGATCAAATGTTCGTG

GTTACTTCATTTGGGCAGCATTTGATACATTTGAATTTCAAGC

GGGATATTCAGGAC

C/A ATTGGGGACTTTATCATGTTGATTTTAATGATAATCTCAAGCG

TATACCAAAGGACTCTGCTGAATGGTATAGAAAGTTTCTGAT

ACCAGAGTGTGGACA

Ca_LG_3:25396854 TCCCCCATCGTCTCACTGGCCGACCTTGACCCTTCTTATTTTG

GGGTCATATCTAGTATTCAGAGTTTGCCTCGATTTGGTACCGC

TCTCGCGGCCCGCA

A/G CTGAAACAGTGCTTTACCCCTAGATGTCCAGTCAACTGCTGC

GCCTCAACGCATTTCGGGGAGAACCAGCTAGCTCTGGGTTC

GAGTGGCATTTCACCGC

Ca_LG_3:25396856 CCCCATCGTCTCACTGGCCGACCTTGACCCTTCTTATTTTGGG

GTCATATCTAGTATTCAGAGTTTGCCTCGATTTGGTACCGCTC

TCGCGGCCCGCACT

T/C GAAACAGTGCTTTACCCCTAGATGTCCAGTCAACTGCTGCG

CCTCAACGCATTTCGGGGAGAACCAGCTAGCTCTGGGTTCG

AGTGGCATTTCACCGCTA

Ca_LG_3:25419260 CAACGACAATGGGGATGATCAAATGGCTGAAGCAATGAATAA

CATGGTTGCTTCTGTTGCTGCACAGACTACTGCATAGACTCTG

CGAGATCTGGAGAAA

A/G AGGGAAATAGAGATATGTGCTGTTGCGTCAAGGGGATTAGA

AGATTTTAGTCGTTATCATCCTCCAAAGTTCAAGGGTGATGA

GAACTCAGAAAACGCGG

Ca_LG_3:25654293 GAAAAGAAAGCAAAAGCAATTTTTGTAGTAGTGGCGAACCAA

ATGAGAACAACCTAAAGTGTGGGGTTGTGGGAGACCAATACA

AGTATCGTGCTGCTAT

T/G GCGAAGTAATCAAATGTTGCACCCTAGATGGTGAAAGTCCA

GTATTCGAAAGTATCACTAGCTTATGCTCTAACTCAAGTAGC

ATAGGGCACGTGGAATC

Ca_LG_3:25654300 AAGCAAAAGCAATTTTTGTAGTAGTGGCGAACCAAATGAGAA

CAACCTAAAGTGTGGGGTTGTGGGAGACCAATACAAGTATCG

TGCTGCTATGCGAAGT

T/C AATCAAATGTTGCACCCTAGATGGTGAAAGTCCAGTATTCGA

AAGTATCACTAGCTTATGCTCTAACTCAAGTAGCATAGGGCA

CGTGGAATCCCGTGGG

Ca_LG_3:25796940 CTTTGTCAGGTGCCAACATATACGGGGTCCGCCCCCTTTCAT

CTTTGATGCATGGATCCAAGCCTTGTTCCAGGAGTTCCATAAC

CTTTTCAGAGTCACC

C/T AGATTGTGCTGCTTCATGTAAAGGAGTTGACTTAGCAGGCA

GCTCATTTTCATTTTCGCCATTACTCAAAATAAGAGCTTCATC

ATTTTGGTTACTTGAA

Ca_LG_3:26268417 AAAATGTCAATACACTCACAATTTTCAGCTCCAATATGTTTAAG

AACACCTTTCACCCAAACACAATGACAAGCACATGAGGTTGCT

GCCACATATTCAA

A/G CTTTTGTGGAGGATAATGTAACTATGGCCTGCTTCTTTGAGC

TCCAACACACAGCTGCCTCACTTAGCAGAAAGACATAGCCA

GAAGTACTCTTTCTGTC

Ca_LG_3:27394533 AGGCGTCGATGGAGCCAGTCCATCTACTGCTATCAGAACAGT

AGGTCTCGAAAGAGTTCAAATGATGACGATACATCTTGCATCT

GTTGGAGAAACCTAT

T/C GCTCAGGCCAGCTTCGATGAAGCTGCTTTAAAGATATCGCG

ACCGACTCTACTGAAAGATACCCCAAAAGATGTATGAAATTT

CTTTTAAAAAAGCCCTC

Ca_LG_3:27394549 AGTCCATCTACTGCTATCAGAACAGTAGGTCTCGAAAGAGTTC

AAATGATGACGATACATCTTGCATCTGTTGGAGAAACCTATGC

TCAGGCCAGCTTCG

G/C ATGAAGCTGCTTTAAAGATATCGCGACCGACTCTACTGAAAG

ATACCCCAAAAGATGTATGAAATTTCTTTTAAAAAAGCCCTCT

AATTATTGTTGATTT
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Ca_LG_3:27397559 AATGAATACATAAGAGAGGTGTTGAGAGACCTTGGAACAGAA

CATCAGTGAATCACCTCCACCTCCATATGCTGTTTCGGTCAGA

TTTTAAAAAACAGTA

A/T ACTGCATATGATCATAGAATTATAAAGATTAGCTTATCTCAGC

AAAATGCAACTTCACTTTATCATTTAAAATGAGGTGCATTTTA

TGATGCTAGGAACG

Ca_LG_3:27397590 TTGGAACAGAACATCAGTGAATCACCTCCACCTCCATATGCTG

TTTCGGTCAGATTTTAAAAAACAGTAACTGCATATGATCATAG

AATTATAAAGATTA

A/G GCTTATCTCAGCAAAATGCAACTTCACTTTATCATTTAAAATG

AGGTGCATTTTATGATGCTAGGAACGATTTCTTAGTTAGAAC

CTCTTACATTTTGGT

Ca_LG_3:27397591 TGGAACAGAACATCAGTGAATCACCTCCACCTCCATATGCTGT

TTCGGTCAGATTTTAAAAAACAGTAACTGCATATGATCATAGA

ATTATAAAGATTAG

G/A CTTATCTCAGCAAAATGCAACTTCACTTTATCATTTAAAATGA

GGTGCATTTTATGATGCTAGGAACGATTTCTTAGTTAGAACC

TCTTACATTTTGGTG

Ca_LG_3:27613844 AAATGCTGAACCTGTTCAGCCTTCTACACAACAAGCTGCTGA

GCCAGTGGCAGCCACTCCTGAGTTCTTCGCAAAGATGCTAGA

GTTCATGGAAGCTCAA

A/G GCGGCTCACAACGCTAAGATGCAAGCGTCAAATGATCGAAT

GGAAGCTGCTTTGAAGACACTCCAGACATCTCTGAACTCAG

TTGTTCAGAATGTTGATG

Ca_LG_3:27875755 ATCGATAAGAGCAACAACATCAGTGGTGATTATGTCCACATAT

TTATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCA

ATCCTATAGCTTCC

C/T TCAATGCTAGGACGTTGCACCTTGACAGCCACGAGTTTACC

CGAATACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGC

TGCAGCCATAGGTGATG

Ca_LG_3:27875758 GATAAGAGCAACAACATCAGTGGTGATTATGTCCACATATTTA

TTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAATC

CTATAGCTTCCTCA

A/G ATGCTAGGACGTTGCACCTTGACAGCCACGAGTTTACCCGA

ATACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGC

AGCCATAGGTGATGGTG

Ca_LG_3:27875763 GAGCAACAACATCAGTGGTGATTATGTCCACATATTTATTTAT

GAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAATCCTATA

GCTTCCTCAATGCT

T/C AGGACGTTGCACCTTGACAGCCACGAGTTTACCCGAATACT

TCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGCAGCCA

TAGGTGATGGTGTTATA

Ca_LG_3:27875767 AACAACATCAGTGGTGATTATGTCCACATATTTATTTATGAAAA

TCCCAAGACCTCTTATTAGGTAGAAGTCCAATCCTATAGCTTC

CTCAATGCTAGGA

A/G CGTTGCACCTTGACAGCCACGAGTTTACCCGAATACTTCAAC

CGAGCTTTATAAACTTGACCTAAACTAGCTGCAGCCATAGGT

GATGGTGTTATAGAAG

Ca_LG_3:27875785 TATGTCCACATATTTATTTATGAAAATCCCAAGACCTCTTATTA

GGTAGAAGTCCAATCCTATAGCTTCCTCAATGCTAGGACGTT

GCACCTTGACAGCC

C/A ACGAGTTTACCCGAATACTTCAACCGAGCTTTATAAACTTGA

CCTAAACTAGCTGCAGCCATAGGTGATGGTGTTATAGAAGA

AAAAATGGAGTCAAGGG

Ca_LG_3:27875788 GTCCACATATTTATTTATGAAAATCCCAAGACCTCTTATTAGGT

AGAAGTCCAATCCTATAGCTTCCTCAATGCTAGGACGTTGCAC

CTTGACAGCCACG

G/A AGTTTACCCGAATACTTCAACCGAGCTTTATAAACTTGACCT

AAACTAGCTGCAGCCATAGGTGATGGTGTTATAGAAGAAAA

AATGGAGTCAAGGGATA

Ca_LG_3:27875794 ATATTTATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGT

CCAATCCTATAGCTTCCTCAATGCTAGGACGTTGCACCTTGAC

AGCCACGAGTTTA

A/C CCCGAATACTTCAACCGAGCTTTATAAACTTGACCTAAACTA

GCTGCAGCCATAGGTGATGGTGTTATAGAAGAAAAAATGGA

GTCAAGGGATAATCCTA

Ca_LG_3:27875797 TTTATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCC

AATCCTATAGCTTCCTCAATGCTAGGACGTTGCACCTTGACAG

CCACGAGTTTACCC

C/A GAATACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCT

GCAGCCATAGGTGATGGTGTTATAGAAGAAAAAATGGAGTC

AAGGGATAATCCTAATT
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Ca_LG_3:27875800 ATTTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAAT

CCTATAGCTTCCTCAATGCTAGGACGTTGCACCTTGACAGCC

ACGAGTTTACCCGAA

A/G TACTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGCA

GCCATAGGTGATGGTGTTATAGAAGAAAAAATGGAGTCAAG

GGATAATCCTAATTCCC

Ca_LG_3:27875802 TTATGAAAATCCCAAGACCTCTTATTAGGTAGAAGTCCAATCC

TATAGCTTCCTCAATGCTAGGACGTTGCACCTTGACAGCCAC

GAGTTTACCCGAATA

A/T CTTCAACCGAGCTTTATAAACTTGACCTAAACTAGCTGCAGC

CATAGGTGATGGTGTTATAGAAGAAAAAATGGAGTCAAGGG

ATAATCCTAATTCCCTT

Ca_LG_3:27875824 TATTAGGTAGAAGTCCAATCCTATAGCTTCCTCAATGCTAGGA

CGTTGCACCTTGACAGCCACGAGTTTACCCGAATACTTCAAC

CGAGCTTTATAAACT

T/C TGACCTAAACTAGCTGCAGCCATAGGTGATGGTGTTATAGAA

GAAAAAATGGAGTCAAGGGATAATCCTAATTCCCTTTCAATG

CATGCAAAGGCCTCCT

Ca_LG_3:28434842 CTGCTCTCATGGTTCTTCAAATACAAATTGAAGGAGAGAGCAT

TAACTTTCATTACTTTGATTCACAAGGTTCAATATTGTATCTTC

CATCAGTTCTGCA

A/T AGAATAGCGTCGCCCATTTCAAAACCAACTGTTTCAGCATCG

AATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCT

TAACAATTTGTTCCA

Ca_LG_3:28434848 TCATGGTTCTTCAAATACAAATTGAAGGAGAGAGCATTAACTT

TCATTACTTTGATTCACAAGGTTCAATATTGTATCTTCCATCAG

TTCTGCAAGAATA

A/G GCGTCGCCCATTTCAAAACCAACTGTTTCAGCATCGAATCGA

AGGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCTTAACAA

TTTGTTCCAAAGTAT

Ca_LG_3:28434849 CATGGTTCTTCAAATACAAATTGAAGGAGAGAGCATTAACTTT

CATTACTTTGATTCACAAGGTTCAATATTGTATCTTCCATCAGT

TCTGCAAGAATAG

G/A CGTCGCCCATTTCAAAACCAACTGTTTCAGCATCGAATCGAA

GGTCCATCCATGTTCCATTTTTTGCCAAGTCTTTCTTAACAAT

TTGTTCCAAAGTATG

Ca_LG_3:28434851 TGGTTCTTCAAATACAAATTGAAGGAGAGAGCATTAACTTTCA

TTACTTTGATTCACAAGGTTCAATATTGTATCTTCCATCAGTTC

TGCAAGAATAGCG

G/A TCGCCCATTTCAAAACCAACTGTTTCAGCATCGAATCGAAGG

TCCATCCATGTTCCATTTTTTGCCAAGTCTTTCTTAACAATTT

GTTCCAAAGTATGCG

Ca_LG_3:28434857 TTCAAATACAAATTGAAGGAGAGAGCATTAACTTTCATTACTTT

GATTCACAAGGTTCAATATTGTATCTTCCATCAGTTCTGCAAG

AATAGCGTCGCCC

C/T ATTTCAAAACCAACTGTTTCAGCATCGAATCGAAGGTCCATC

CATGTTCCATTTTTTGCCAAGTCTTTCTTAACAATTTGTTCCA

AAGTATGCGGTGGAG

Ca_LG_3:28434878 AGAGCATTAACTTTCATTACTTTGATTCACAAGGTTCAATATTG

TATCTTCCATCAGTTCTGCAAGAATAGCGTCGCCCATTTCAAA

ACCAACTGTTTCA

A/G GCATCGAATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAG

TCTTTCTTAACAATTTGTTCCAAAGTATGCGGTGGAGGCAAA

GGAAGGACATGCCAGT

Ca_LG_3:28434881 GCATTAACTTTCATTACTTTGATTCACAAGGTTCAATATTGTAT

CTTCCATCAGTTCTGCAAGAATAGCGTCGCCCATTTCAAAACC

AACTGTTTCAGCA

A/T TCGAATCGAAGGTCCATCCATGTTCCATTTTTTGCCAAGTCT

TTCTTAACAATTTGTTCCAAAGTATGCGGTGGAGGCAAAGGA

AGGACATGCCAGTGCA

Ca_LG_3:28966924 AACAATTTTTTTGAGGTACAATCTAGTACGAAAGGTGTTACAC

AATGAAAACTTGCTTATATAATGAAAATAAATCACCTCAGCAG

CCTCTGAAGTTGAT

T/A GAAAGATACTGATAATAATAATGCCGCAACGCATCAGGTACG

GATGCAGGTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGT

AACCTGCAGCAATAGTT

Ca_LG_3:28966954 AAAGGTGTTACACAATGAAAACTTGCTTATATAATGAAAATAA

ATCACCTCAGCAGCCTCTGAAGTTGATGAAAGATACTGATAAT

AATAATGCCGCAAC

C/G GCATCAGGTACGGATGCAGGTGTGTTGTGCCAAATGTCCAA

GTTCTGGTCAGTAACCTGCAGCAATAGTTATAGTATAGAATA

AGAAATCACTAAAATTA



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_3:28966964 CACAATGAAAACTTGCTTATATAATGAAAATAAATCACCTCAG

CAGCCTCTGAAGTTGATGAAAGATACTGATAATAATAATGCCG

CAACGCATCAGGTA

A/C CGGATGCAGGTGTGTTGTGCCAAATGTCCAAGTTCTGGTCA

GTAACCTGCAGCAATAGTTATAGTATAGAATAAGAAATCACT

AAAATTAAGCACCAAAT

Ca_LG_3:28966966 CAATGAAAACTTGCTTATATAATGAAAATAAATCACCTCAGCA

GCCTCTGAAGTTGATGAAAGATACTGATAATAATAATGCCGCA

ACGCATCAGGTACG

G/A GATGCAGGTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGT

AACCTGCAGCAATAGTTATAGTATAGAATAAGAAATCACTAA

AATTAAGCACCAAATAG

Ca_LG_3:28966967 AATGAAAACTTGCTTATATAATGAAAATAAATCACCTCAGCAG

CCTCTGAAGTTGATGAAAGATACTGATAATAATAATGCCGCAA

CGCATCAGGTACGG

G/A ATGCAGGTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGTAA

CCTGCAGCAATAGTTATAGTATAGAATAAGAAATCACTAAAA

TTAAGCACCAAATAGG

Ca_LG_3:28966970 GAAAACTTGCTTATATAATGAAAATAAATCACCTCAGCAGCCT

CTGAAGTTGATGAAAGATACTGATAATAATAATGCCGCAACGC

ATCAGGTACGGATG

G/T CAGGTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGTAACCT

GCAGCAATAGTTATAGTATAGAATAAGAAATCACTAAAATTAA

GCACCAAATAGGAAG

Ca_LG_3:28966973 AACTTGCTTATATAATGAAAATAAATCACCTCAGCAGCCTCTG

AAGTTGATGAAAGATACTGATAATAATAATGCCGCAACGCATC

AGGTACGGATGCAG

G/A GTGTGTTGTGCCAAATGTCCAAGTTCTGGTCAGTAACCTGCA

GCAATAGTTATAGTATAGAATAAGAAATCACTAAAATTAAGCA

CCAAATAGGAAGGGC

Ca_LG_3:29822260 TATTTTCATATTGTTACTACATATAATTGTCTTGTTACCGTAAG

ATTTTGAACGAAGTCTCTAGATTGATTAAGAAATAATTTTCTTC

GCCATTAAGCAA

A/G CATCCTTTAAGTGAGTAGGGGTGCGTCGGACTTCCGACGAA

TAATAGATACCCCCACACCCCAGGCAGCATTAGTGAGCCGT

GAAATAGACCATTCTTCA

Ca_LG_3:29822286 TTGTCTTGTTACCGTAAGATTTTGAACGAAGTCTCTAGATTGA

TTAAGAAATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTG

AGTAGGGGTGCGT

T/C CGGACTTCCGACGAATAATAGATACCCCCACACCCCAGGCA

GCATTAGTGAGCCGTGAAATAGACCATTCTTCACCTAAATGA

CTTAATTCACTATCAAT

Ca_LG_3:29822292 TGTTACCGTAAGATTTTGAACGAAGTCTCTAGATTGATTAAGA

AATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTGAGTAG

GGGTGCGTCGGACT

T/C TCCGACGAATAATAGATACCCCCACACCCCAGGCAGCATTA

GTGAGCCGTGAAATAGACCATTCTTCACCTAAATGACTTAAT

TCACTATCAATGAATGA

Ca_LG_3:29822293 GTTACCGTAAGATTTTGAACGAAGTCTCTAGATTGATTAAGAA

ATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTGAGTAGG

GGTGCGTCGGACTT

T/G CCGACGAATAATAGATACCCCCACACCCCAGGCAGCATTAG

TGAGCCGTGAAATAGACCATTCTTCACCTAAATGACTTAATT

CACTATCAATGAATGAC

Ca_LG_3:29822308 TGAACGAAGTCTCTAGATTGATTAAGAAATAATTTTCTTCGCC

ATTAAGCAACATCCTTTAAGTGAGTAGGGGTGCGTCGGACTT

CCGACGAATAATAGA

A/G TACCCCCACACCCCAGGCAGCATTAGTGAGCCGTGAAATAG

ACCATTCTTCACCTAAATGACTTAATTCACTATCAATGAATGA

CATACACATAAGGAAT

Ca_LG_3:29822329 TTAAGAAATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTG

AGTAGGGGTGCGTCGGACTTCCGACGAATAATAGATACCCCC

ACACCCCAGGCAGC

C/A ATTAGTGAGCCGTGAAATAGACCATTCTTCACCTAAATGACT

TAATTCACTATCAATGAATGACATACACATAAGGAATACAAG

GTTGGTTTGGTGGTTG

Ca_LG_3:29822330 TAAGAAATAATTTTCTTCGCCATTAAGCAACATCCTTTAAGTGA

GTAGGGGTGCGTCGGACTTCCGACGAATAATAGATACCCCCA

CACCCCAGGCAGCA

A/G TTAGTGAGCCGTGAAATAGACCATTCTTCACCTAAATGACTT

AATTCACTATCAATGAATGACATACACATAAGGAATACAAGG

TTGGTTTGGTGGTTGA
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Ca_LG_3:29822344 CTTCGCCATTAAGCAACATCCTTTAAGTGAGTAGGGGTGCGT

CGGACTTCCGACGAATAATAGATACCCCCACACCCCAGGCAG

CATTAGTGAGCCGTGA

A/T AATAGACCATTCTTCACCTAAATGACTTAATTCACTATCAATG

AATGACATACACATAAGGAATACAAGGTTGGTTTGGTGGTTG

ATAAGCAACAAACTT

Ca_LG_3:32243548 TTGTGAGGGCCAAATCCGTCACAAAGGCAGACGGGACTGGC

ATTTGTGGCTGCAAAGGCCGCCACAAAGGAATGCGCACGTG

GCATTTGTGGCTGCAAAG

G/T GCCGCCACAAAGGAGACCCAATACAGCTGGCGTTTGTGGCC

GCTTAGGCCGTCACAAACGTGATGTAACCGTTGGCATTGTG

GCTGCTTTGGCCGCCACA

Ca_LG_3:32243564 CGTCACAAAGGCAGACGGGACTGGCATTTGTGGCTGCAAAG

GCCGCCACAAAGGAATGCGCACGTGGCATTTGTGGCTGCAA

AGGCCGCCACAAAGGAGA

A/G CCCAATACAGCTGGCGTTTGTGGCCGCTTAGGCCGTCACAA

ACGTGATGTAACCGTTGGCATTGTGGCTGCTTTGGCCGCCA

CAAATGCTCAACGTGACC

Ca_LG_3:32243580 GGGACTGGCATTTGTGGCTGCAAAGGCCGCCACAAAGGAAT

GCGCACGTGGCATTTGTGGCTGCAAAGGCCGCCACAAAGGA

GACCCAATACAGCTGGCG

G/A TTTGTGGCCGCTTAGGCCGTCACAAACGTGATGTAACCGTT

GGCATTGTGGCTGCTTTGGCCGCCACAAATGCTCAACGTGA

CCCTATATATATTTTTCT

Ca_LG_3:32243619 ATGCGCACGTGGCATTTGTGGCTGCAAAGGCCGCCACAAAG

GAGACCCAATACAGCTGGCGTTTGTGGCCGCTTAGGCCGTCA

CAAACGTGATGTAACCG

G/A TTGGCATTGTGGCTGCTTTGGCCGCCACAAATGCTCAACGT

GACCCTATATATATTTTTCTCCCCTCCTCCTTCATTTTTTCAC

ATCCAATTTCTCTCTA

Ca_LG_3:33034813 ACGATGTGTGATACAATAGGCTTTCACTTAAGATTTTATTTTG

GCACTCACCCTATAAATTTGTTAGTATTTGGTTTGGTTTTACCC

AGTGTTTTTTTCG

G/A TATCGCTGCAGCGTTCAGCAATAATGATTATAGACGCCATAT

ATATAAACAGCTAAAGCTTAAAAAGTGAGTACTGTGGTATAT

ATAAAAATTATTATTA

Ca_LG_3:33066259 AGTAGATTTAAATGACAGAACCAACTGATGTGATAGACAAATG

CTGCCCATGTCAATAAGAACTTGATGAGACTCAGATCTCATCA

GACACATTGCTTCG

G/T GTCATATTTGCTGCATCTGGAGTTACATGGTACCAAAATTGA

TTGTGGAACTGTGTTTATTCTCCCCTTGTGAGTAAGGCATGA

TGCTGGGTATTTTGGG

Ca_LG_3:33209811 TTGTTTGCGATTTTTATCAAATTGAAACCCTTAGATTAGGCTTT

TTTTAGCTGCCAATTTTGATTTATGTATTAAGATGCTGACGATT

TTATTTCAGAGG

G/T GATTTTGTTCATTTGATGCTCCGAAAGTGTTGATATTGGTTTT

TGAATGGTTTACAATTGCAGCTTGTGCGCAGCAACAGTAAGA

AGTTTACTCCGTCGC

Ca_LG_3:33213264 AAAATTGGATGTGGTCACAGTAAAAAAGTGCATTACAAACCCT

AACCATTTAGTAGCAGCTAAAGGGCTATTTTTCCGTGATTTGT

GTCCGCTACTGCAA

A/G AACACAGATAGCCAGTGTTTAGCGTCGCACCATGGGCCGTT

CCCGCTTCGCTATTCCTCTATAGCTGCTATTTGCAACTTAGG

CATATATAATCCATCAG

Ca_LG_3:33213303 CCCTAACCATTTAGTAGCAGCTAAAGGGCTATTTTTCCGTGAT

TTGTGTCCGCTACTGCAAAACACAGATAGCCAGTGTTTAGCG

TCGCACCATGGGCCG

G/A TTCCCGCTTCGCTATTCCTCTATAGCTGCTATTTGCAACTTA

GGCATATATAATCCATCAGTTTGGGTGGTCGTAGTTTGTTTA

TTCATAATAAGATTGT

Ca_LG_3:33252426 ATAAGAAGAAGGTGCAGTGAGTAGACTTGGATAAGGAGCTGC

AGCATACGGTGCAGCAGTTTGGGGGTACGTATAACCGACTGC

GGTGCCAGAGTTTACA

A/G CGAATTTTTCCAGGTTGCATGTATCCTGGGGTTATTGGTAAG

GCTGCCATTGGAACTACTCCTGCAGGAAAAGGCATTTGACC

AGATTTACCCTTGTGGG

Ca_LG_3:33255448 CCAATACTGTGCAGACTGCAATACACAGCAGCAATCACATAAT

CTGACACTCCATCTGCCTAAACAACTTTGCATCCTTCCTCATA

TGCCAAAGCCAGTG

G/A CCAACCTCACTGGACCCGTGCGGCGTCAAACACCACCATGC

ACTGGCTGTTCTCTGTAACCATCAGAAGCCATTTGCTGCACC

GCGTTATCACTATTGTT
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Ca_LG_3:33631943 GCCAAGCTTGATGAGAAGAAAAATATTAGGGATTTGATTTCTA

GTGCTGCTGGCGGTGCAGCTCCAGCCGCTGCCGCAGCCTCA

GCCGCTGCCGCAGCCC

C/T CAGCCGCTGCCGCCAGCCGCTGCCGCTGCTCCAGCAGCTG

AGGAGAAGAAGAAGGTAATCCCTTAGTGAAATTTATTTTCCT

TTTCTTTTCAACTTTGAC

Ca_LG_3:33847655 TCCTTGGATTGGTATGACTGGCTTTTGTATCTACCTTTGGCAG

CGTTCGCTTGCTACAGACCTTCAGAATCTGTCAATGGACCTCC

GGAGAAAGCAGTCA

A/T GCATATTTAAAACGTTTGCAGCAGCAACGAGAGGTTGCAACT

TTTCATGTCTAGCCAATTTTTCAATTCCAAATTCTTTCATATTA

TCCTCCGACATATT

Ca_LG_3:34134919 CACTATTCGTTGGTTTGAACAAAGGATAGGCTAGGCCTCAAA

CATGATTTTAAGATCCTAGCTACGCCATACGCGTTCCATACAT

AATCTGGAAAGCTGT

T/C AGGGATGACAAAAAGAGGGCGCTTTCATGTGTTGCACAGAA

CACAGATAAAAGAAAGAAACCTTACTAAATAATAGAGAAGAT

GGATCATATCTCCTTTA

Ca_LG_3:34134946 AGGCTAGGCCTCAAACATGATTTTAAGATCCTAGCTACGCCAT

ACGCGTTCCATACATAATCTGGAAAGCTGTAGGGATGACAAA

AAGAGGGCGCTTTCA

A/C TGTGTTGCACAGAACACAGATAAAAGAAAGAAACCTTACTAA

ATAATAGAGAAGATGGATCATATCTCCTTTATCGAACACTAA

ATGGTAAATCCTACCT

Ca_LG_3:34647021 GAGCTTGGCTCGACAAGCTTTGTGGGCAAGTGGTGCGGCAG

CCTGTGATCCCTCCACTGTTAGGAGCCGAAGGTTTTCGCTGC

TCTGTGAGTCCAGCCTT

T/C ACGCTATACCCTCCAGTCTAGGAGCCAAGAGACCCGAGCGT

TCGCCCAAGTCCCGTGACTCAACTCTCAAATTGGAGCGGGC

AGGCTTGCACAGTGCAGC

Ca_LG_3:34647061 GCCTGTGATCCCTCCACTGTTAGGAGCCGAAGGTTTTCGCTG

CTCTGTGAGTCCAGCCTTACGCTATACCCTCCAGTCTAGGAG

CCAAGAGACCCGAGCG

G/C TTCGCCCAAGTCCCGTGACTCAACTCTCAAATTGGAGCGGG

CAGGCTTGCACAGTGCAGCCACCAACCCAACCAAACAAGCC

AAAGCTATGTTCCATCAC

Ca_LG_3:34647092 GGTTTTCGCTGCTCTGTGAGTCCAGCCTTACGCTATACCCTC

CAGTCTAGGAGCCAAGAGACCCGAGCGTTCGCCCAAGTCCC

GTGACTCAACTCTCAAA

A/C TTGGAGCGGGCAGGCTTGCACAGTGCAGCCACCAACCCAA

CCAAACAAGCCAAAGCTATGTTCCATCACCATTTTGCCCCCG

CTTGGGTCACAAGTTGGA

Ca_LG_3:34904395 CACCGGTTGTACTCACCCTGATCTGCAAGAGGATTTGATCAC

GACTGTTTTGAATCTCTCAATTCACGACGATAATAAGAAAGTG

TTTGCAGAGGATCCG

G/A GCCCTCATTTCCCTTCTCATTGATGCCTTGAAATGTGGAACC

ATCCAAACAAGAAGCAATGCTGCAGCAGCTATTTTCACACTA

TCAGCTCTTGATTCCA

Ca_LG_3:35384180 ATCATATCCTATCTCTTCCTCTCTCACCTGTGCAGCAACTCTC

TATTCCTCTCTCACCTGCGCACGGTGTCGCCCTCTTGCGCCG

CTGATGCCTCGCCTT

T/C GCTTCAGCTCGCCTCAGTCGTTCGTCGTCAAAACTCCAAAG

GTTTGGAATTTGCTGATTTGTTGAACTAGGTGTTTGAACAAG

ATGTTTGTGTTGATTTT

Ca_LG_3:35384196 TCCTCTCTCACCTGTGCAGCAACTCTCTATTCCTCTCTCACCT

GCGCACGGTGTCGCCCTCTTGCGCCGCTGATGCCTCGCCTT

GCTTCAGCTCGCCTCA

A/G GTCGTTCGTCGTCAAAACTCCAAAGGTTTGGAATTTGCTGAT

TTGTTGAACTAGGTGTTTGAACAAGATGTTTGTGTTGATTTTT

GTTGCATACAAGGTG

Ca_LG_3:35543341 CAACGTTAGTTGCAGCGCAGTGTGTGGAGGCTGCTGAAGCAA

TGGGAGCGGAGCGCGACCACCTTGCTTCTGTGGTCAGCTCA

GCTGTGAATGTCCGTTT

T/C TCACGATGATATCACTACTCTTACTGCTGCAGCTGCCACAGG

TATCACTTTTTGCATTTTATATCACGGTGGCATTATTATTTTTT

ATATAATAGAGAAT

Ca_LG_3:35916630 TGTGATGGTAGGAGCACTCCCAGCTGCATTGACTTACTACTG

GCGGATGAAGATGCCCGAAACTGCTCGTTACACCGCTCTAGT

TGCTAAGAACACGGCG

G/A CAGGCTGCAGCAGATATGTCTAAGGTTCTGCAAGTCGAGAT

CCAAGCTGAACCAAAGACAAATGAGCAGAAAAAGTCTTATG

GTTTATTCTCAAAGGAAT
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Ca_LG_3:35929901 GATTTAGGCATGGGCTTGGAAGTGCTTTCTCCGTTATGCCCA

CATCTTTTTCTTGAAATGGCAGGCCTAGGAAATTTTGCAAAGG

TTTATATTTTTATCA

A/G AATTCTCTTAAAAGTAATTTCCTCTTATGGCATCTGCTGCATT

TTAAAGTTTGATTCAGTGGTAATTGTTTATTAAAACCTATGTA

CTTCATGATTAAGA

Ca_LG_3:35929902 ATTTAGGCATGGGCTTGGAAGTGCTTTCTCCGTTATGCCCAC

ATCTTTTTCTTGAAATGGCAGGCCTAGGAAATTTTGCAAAGGT

TTATATTTTTATCAA

A/G ATTCTCTTAAAAGTAATTTCCTCTTATGGCATCTGCTGCATTT

TAAAGTTTGATTCAGTGGTAATTGTTTATTAAAACCTATGTAC

TTCATGATTAAGAA

Ca_LG_3:35929912 GGGCTTGGAAGTGCTTTCTCCGTTATGCCCACATCTTTTTCTT

GAAATGGCAGGCCTAGGAAATTTTGCAAAGGTTTATATTTTTA

TCAAATTCTCTTAA

A/T AAGTAATTTCCTCTTATGGCATCTGCTGCATTTTAAAGTTTGA

TTCAGTGGTAATTGTTTATTAAAACCTATGTACTTCATGATTA

AGAACTTTAGCAAG

Ca_LG_3:35969418 TTGGTTTCAGCATGACCGTCCCCCTTAGTTGCATTGTCATCCA

CTTCAAGAGTGTTTGACTTTTTGGGAAGTTTTCGATCAAGACT

CTGAGCAGCTTCCG

G/A ACTCTTCAGATTCATCACCTTCACATCTTTCATTGGGGTTTTG

AACAGCTTCGGCATCATGCTTGGCAGTGTCAGCATTTTGTGT

TAGTTGTGCCCCTGA

Ca_LG_3:35969543 TCTTTCATTGGGGTTTTGAACAGCTTCGGCATCATGCTTGGCA

GTGTCAGCATTTTGTGTTAGTTGTGCCCCTGAACTTTGAGAAG

CTTCCAACTCTTCG

G/A TACTTAGAAACCAACTGCTGCAGCTCATCATTGAGATATAAA

GCCTCAAAAAGTGTCTCTTCATCATTTGTGGTGCTTTCCACA

ATCTCCTTGATAACAG

Ca_LG_3:35989008 TGGAAGTTCTTCATCATCAGCTGTTTCAACCATCACCACCAAC

ACACCAAACAGTAGCAGCCGCTATGAGAATCAGAAACGCCGT

GATTGGAACACTTTT

T/C GGTCAGTATCTTAAGAATCATCGACCTCCTCTTTCGCTCTCG

CGGTGCAGCGGTGCACATGTTCTTGAATTTCTCAGGTAAATA

TGTAAATATAATCAAC

Ca_LG_3:36173029 GAGTCAACAAACACATTCCCTGTGGTCATAGAAATCATGGGTT

GTTCGTTTATAATCACATGAGATAGGTAACAGACTAAATCACA

ATTTTGTAAAGCCC

C/T GAATGCAGCAATTAATAATATAGAGAAGAAAAAAATGTGTTG

GAAATCCATGTGTGAGATAAAATCTGACAGTGGGAAGAAATT

AGCAAATTCAAGACAG

Ca_LG_3:36299589 GATAATATTTAAATTAATTAGGACAAAAAAATAGGCTATCTCTA

TGTGTGTTTGGGATAGCAGCTGTCTCATTATGAAATCAATGTG

TTTTCTTGTGAAG

G/C ATTATCCTGTATGTTTAGAGATGCTACTTGCCTCCCCAAGGC

TGCTTTTATCTGTGCTGTTGAATATTTCTGAAACTTTGCTACC

TAGACTTCTTTTCCT

Ca_LG_3:36299605 ATTAGGACAAAAAAATAGGCTATCTCTATGTGTGTTTGGGATA

GCAGCTGTCTCATTATGAAATCAATGTGTTTTCTTGTGAAGAT

TATCCTGTATGTTT

T/A AGAGATGCTACTTGCCTCCCCAAGGCTGCTTTTATCTGTGCT

GTTGAATATTTCTGAAACTTTGCTACCTAGACTTCTTTTCCTA

CTCGTGTATGATTTT

Ca_LG_3:36501498 ATTTGCAATTCCAAATGGTGATTTCAATGTCCGCTAGGCCACT

CAGAAATACAGATAACAGCTGCCATACCATCAAATTGCGTGCA

AAGGGAGAGAACCG

G/A TGGTCTGCAGAAAGGCAGCCATTAATGTCCCCAATCTGTAC

ATAATTAAGTCGAGCCACTTTCATCCTAATTGTGCTTTAACTT

TTATGTTTTATTCAAA

Ca_LG_3:36595777 ATCCCCATTCGGGTCTCTTCACTAGCCAATCAACAAGATCAAG

TGAAGCAGCATCTCTCATTGAAATATTGTAACCCCAAAGATAA

CGAGCAATGTCAAA

A/G TCCAGCATAAAAGGGTACAAAAATAGCATTAGCAATGGAAGA

ATCATGAGTCAAGCATTCATACTGTTTCATCCTGTTGGCGAA

GATGACATCAACGGCA

Ca_LG_3:38115345 AAGAACTTATGTGACTATATCTAACATAACTAACCTCTTAACAC

CATTAATCCTAGCAGCCTCAATCATGTTGAAGCTAATCATTGT

GTTGTTATACATT

T/A ATAACCGAGTGGTTGGATTGGATAAAACCCATTCCACCCATA

TCAGCAGCAAGATTGAAAACATGATCCACATCCTTGGTAACT

TTGAGACAGTTATCCA
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Ca_LG_3:38451306 TAGATAGGCCAGTGTGGCTTTTTTTTTATAATAGTAGCTTTCGT

TCTGTTGTTCTTTTATTGTTATTCATTTTTGTTTGTAAATGCAGC

ACTGTTTTTCA

A/G AACTGAGCTTGATTTTCTTTCAGTTTGGCAGCACAATGTGCC

TCCCTTTGGTTGGATACTTCCTCTGTTAATGCTGCTATTGTAA

ATGCCTATAAAGCTG

Ca_LG_3:38451394 CACTGTTTTTCAAACTGAGCTTGATTTTCTTTCAGTTTGGCAG

CACAATGTGCCTCCCTTTGGTTGGATACTTCCTCTGTTAATGC

TGCTATTGTAAATG

G/A CCTATAAAGCTGCCTGCGACAGATATTACCAGAAATACGAGA

GTAAACACAAAACTAGGAACAAAGGTTTTCATGGATCAATTG

AGAACTTGGTTGTACC

Ca_LG_3:38452060 TTTTTTTACCCCCTGTTGACTACTCAATAAATATTTGATAAGAA

TGTTGAATTTATGTAGAAGAGTCCACATAGAAGCTTGCTTTCA

GCATATATATAAC

C/T TGTGCTATCTTATTGTTTGCAGGGATGCTGCTGCCGTTGCTC

AGTTCTGGGATTGGCTAGAGACGGAAATTACTAACAAAAGG

ATATTAACCGAAGTAGA

Ca_LG_3:38467528 TTCTGTACTTGTAGTCATTGAGGTCATTCTGACAACGTTTTCC

TTTCCTTGTAAGGAAGAGCTGCATAAGGTCCTTCTATTGGATG

GTGGAGGCAAGGAG

G/A TTATTAATTCTTCTCAGTGGGGGTCTTCCCAAAGGAACCAGT

GGTGTCTTCTTAATGGTTTTCTCGGTTGCCGCATGTGTTGAT

GATGACACTGTTGAAG

Ca_LG_3:39509275 ACAAATGAATCAAATTCATTCCCTCGTAATCACCAATGGCTAC

CTCCTTCACCAACCGAATACTTCAAACCATAAAAAATGGATGC

CTGACACTTCTCTC

C/A CACTGCCCCCATTTTGCAGCCCATGGACGAAAGATTCAAGA

GGGTGTGATAAAAGATATAGCGTGGACAGACTATAATAGAAT

CCTGGTCCTACTTGATC

Ca_LG_3:39636362 ACAAGAGCCTACAGCTCCAATTATACATCAACTAGATTATTAT

TATTGTTATTATTATCAGCTTATCAAGACAATTAACTATATTAA

CCGAATAATACAA

A/G TGTCTTAAACTTGGAGAACAAAATATAGTACCTTGAAATTTG

GATATAGCAGCAGAGGGCAAGAGGCATATCTCGTTAAAGGA

ATCATATCCAACCAAAA

Ca_LG_3:39665887 CTAATCAGTATTGTCTGTTGTGAATGCTTGCCTGCCTTGCAGT

GTGCTGTCGGATATTGAATAGAAACTTGAGATTACGGTCGTTA

GGTTCCTGGTCTCC

C/G GAGCAATATAACGTTATGTCTTGGTCAGCAGCTGGGCAGTC

AGCATAACGTTTGGGCGACATAACGTTTGGGGACAGGTCTT

TTCTGGAACCAAGTCTTC

Ca_LG_3:39713198 AATACAGAAATTAATTTTTTGTATTTATATTACAATTAAGTTGG

ACATGTGGCTAAAGATCATCTGTTTATTGCTGCTAGAGATACC

CTCATAATAATTC

C/T ATAAAAGACAAAAGACAACACAACTTTATCTATCATGTATATA

TAAGAAAACATCCAGAACAACAATTGCCTTTTTAAGTGCTTC

AAGAAAAATGGCTGC

Ca_LG_3:39727327 AGTATTTAGTATGTTATTGCGCCAATTGTTTAGAAAATTTCCAA

GCCACGGCCGCCGTCAGCGAGCAAATATTCGTCACATCTTGG

AGCAGCCTCTTAGT

T/C CGCATCGTTCCTGCATCTTCTTCGTCACAAACTTTCTGTGGG

GTACCAGCTGCTCCAAGATGTACTAGAGATGAGTACCCAGC

GCAATAAAAAAGGTATG

Ca_LG_3:39801715 CTATGGAGATTGCAACAATTACTGATATCAGCTTAGGTACAAA

ATTTGATACAACCACGACACTGATGAAAACAGTAACTCAATGT

CGGCAACAGACTTG

G/C TGATGAATAACATCTGCGTGGAAACAGTATCATCTTGATAAA

ATTCAAGGGATGTTGACGTTCAGCAGTCAGGAATTGTTGCC

AGCTGCATTTTTAGTTG

Ca_LG_3:39823622 TTTGTTTTTTTTGTGATTATAATAGAGATCCGTGAGAACCAAAG

AAAGAGGATCAAGCGTGCGTTGTTGCAGCCATGGTGAAATCC

CTCTCTCTACTCTA

A/T ACTTTTTTGATTTTGAAAATGTGAAATTTTGCATTGCTGAATG

GTTAATTTGTTTTATATTTCAGGCGGATGTAGACCCAGAAGT

TGCAGCACAAGGAGT

Ca_LG_3:39837598 CTTTCTTCTTTTTCATTTTTATTTTTATTTTTATTTTTCCGATGC

GATTCCAGCGCGATTTGCTGCTGCAAAAGAGAATTTCGTCGC

AGCAGAGCAAAGT

T/C TCCACATCGCACTGTGATTCTGCGATTGCGCGCTATAGCTG

CGCCATTGAAAACATAGCTTTTCTGGCTATTTATAGTAATTGA

TTTTCCCATTACATGT
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Ca_LG_3:39842881 AGTTGAAAAACATTTAGACACCTGCTGCATAAATCTGTTATTT

CTGTAATTTGAATGTAGATATAACCTATTCAACATCTACACTTT

GAATTGAAGGCAC

C/T GTTCAACACGTGGCAGCGCTTGACATTGTCTCCTAGGACAA

TGTCGCATGTAATTACACTCAATCACTTTTAGTGTTTAATTTA

ATTTTTTTACTGATGT

Ca_LG_3:39887505 TCAATTATCGAGACTCGGCCCAGGTTCTGCTACCTCCTCGAG

GCTGGCTGCAATTAAGGGACTCTCTTTAGATGATGGAGCCAA

TAATGAAAAGTGCACG

G/A GCAATCACTAATGCCGAGGCATTAAATCCAAAGTACGAGTTT

CCGAACATGAAAACAGCTGCTATCATATCAGACCAGAAGAC

ACTGAAGGTTCGAATCA

Ca_LG_3:39940995 TTTGCTGCGGATTTTCCTGCGGAGTTTGCATGGAATTTGCTGC

GGAAATTTGCCGCAGATAAATCCTATGGAAAAAGATGAACTTT

GCTGCGGAAATATA

A/G GTCGTATGTAAATCCGCAGCAAAAGAAAACGTTACCTGCCG

TTTTACCTGCGGATAGTGATACCGTAGGAAAAGTCTTAAGAT

AATTGTGACCCGCAGGA

Ca_LG_3:39941002 CGGATTTTCCTGCGGAGTTTGCATGGAATTTGCTGCGGAAAT

TTGCCGCAGATAAATCCTATGGAAAAAGATGAACTTTGCTGCG

GAAATATAGTCGTAT

T/C GTAAATCCGCAGCAAAAGAAAACGTTACCTGCCGTTTTACCT

GCGGATAGTGATACCGTAGGAAAAGTCTTAAGATAATTGTGA

CCCGCAGGAAAATCCT

Ca_LG_3:40487434 AAAAGTAGAAAAGCAAATAGGATAAATCAACACAACGTCAAAA

TAATCCATGTTATAGTGAAACAAGAGGAGCTCAGCACTGGAT

ACATCAATTTTCAAG

G/A CATATAAAATGGAGAAGCCCAAAGCAAATAAGTCTCGGTAG

CCTTTTCTTATTTTAGGAAACATGACAAACAGAATTCTACAAC

TTACATTTGCTTCAGC

Ca_LG_3:40927037 ACAGTAAAGCTAACCTGTGACAAGTGAGAGCATGCAGCCTCA

ACTGCATTGGCAGACCATGACTTCCCAAGGGATTTTCTGACA

ATAAACCTCAAAGTCT

T/A TGACTGGTAACAATCCTAACGATGCTATTAAGTAGCTAGCAG

CAGCAGCTAGAATTTGTGATCTGCAATCGCATTAACCATTAG

TCATTTAGAATAACAT

Ca_LG_3:41410475 GCACCATATCTAACACTAAATTTGAGCTGCCATTAGCTTAGAG

CACCCAGGTTTAATGGAGTCACACGTGGTCTGTGCGATAGAT

GGCTACTTTTCCAAA

A/G TTTCTTGAGCAGCCAACAAGTTTTGTAACTGGCTCAAACCTT

TTTATTATTTATTTATTTTTTTTTTGATGTTGGCAAAGTAGAAT

NNNNNNNNNNNNNN

Ca_LG_3:41410495 TTTGAGCTGCCATTAGCTTAGAGCACCCAGGTTTAATGGAGT

CACACGTGGTCTGTGCGATAGATGGCTACTTTTCCAAATTTCT

TGAGCAGCCAACAAG

G/C TTTTGTAACTGGCTCAAACCTTTTTATTATTTATTTATTTTTTT

TTTGATGTTGGCAAAGTAGAATNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNN

Ca_LG_3:41426169 CGTAGAGTAACTCCCGATATAGCAGTAAAAGCAAGACGCGTA

AGCGGATCTACTCATCAAGTTCCGACTGAAATAGGATCCACA

CAAGGAAAAGCACTTG

G/T CTATTCGTTGGTTATTAGGGGCAGCCCGAAAACGTCCGGGT

CGAAATATGGCTTTCAAATTAAGTTCTGAATTAGTGGATGCT

GCCAAAGGAAGTGGCGA

Ca_LG_3:41429764 GATTGACGACTTACCAATCCAATGACGTTCGCACACAACATTT

CAAAAAAGGGGTACTCTATTCTCGTAATTCCATAATAGATGCC

TGTTGGCATGCCAA

A/G CCTTCCTTCTCCTTTCATGACCTATCCGAAAACAAAGAAAATT

CTTTACTTAATTAGTGATGAATATCGGAATAGGACAAACCAT

CCCGTGGATCTCTTT

Ca_LG_3:41429771 GACTTACCAATCCAATGACGTTCGCACACAACATTTCAAAAAA

GGGGTACTCTATTCTCGTAATTCCATAATAGATGCCTGTTGGC

ATGCCAACCTTCCT

T/C TCTCCTTTCATGACCTATCCGAAAACAAAGAAAATTCTTTACT

TAATTAGTGATGAATATCGGAATAGGACAAACCATCCCGTGG

ATCTCTTTGTTTGCT

Ca_LG_3:41429774 TTACCAATCCAATGACGTTCGCACACAACATTTCAAAAAAGGG

GTACTCTATTCTCGTAATTCCATAATAGATGCCTGTTGGCATG

CCAACCTTCCTTCT

T/C CCTTTCATGACCTATCCGAAAACAAAGAAAATTCTTTACTTAA

TTAGTGATGAATATCGGAATAGGACAAACCATCCCGTGGATC

TCTTTGTTTGCTTCA
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Ca_LG_3:41755896 TAGTTTACAATTCGTTGGGCACTAAGCAATATATTGAGAGCAG

TGGTTTCAAGAGAGATGTGCCAAATTTGGAAGAAGTTGTTATT

CAAGAAGGTGTTGT

T/C TCACTTCAACAACCAAGAAGCTGCTGAGGATATCACCAATCA

CATTTATGAATTTATCAAGAAGTTCTGATTTTGTCACTTGTTT

TAGTTAAAAATCATC

Ca_LG_3:41755903 CAATTCGTTGGGCACTAAGCAATATATTGAGAGCAGTGGTTTC

AAGAGAGATGTGCCAAATTTGGAAGAAGTTGTTATTCAAGAAG

GTGTTGTTCACTTC

C/T AACAACCAAGAAGCTGCTGAGGATATCACCAATCACATTTAT

GAATTTATCAAGAAGTTCTGATTTTGTCACTTGTTTTAGTTAA

AAATCATCTTCTAAT

Ca_LG_3:41925198 AATGAATGAAAAACATGTTAGTGGTCACGAAACAGATAAGGC

AAGCCACGAAAATTTCTTCCCTGACACAGTTCGCTTCCCACCC

CACCCATACCATACT

T/C ATCATTCCGTGCAAGAAATTCAAAAGCATTACATGAATTTGT

GATAATAAAATTAAAATATATTATCGAATAAGTTGAGTTGAGT

GATTCAGCATGGCCA

Ca_LG_4:94968 TTCTATTAGCAGCAGCAGCAAGCACATCAATGTGCATATTATC

AGCAAAAAGGATTGACGATGGATGTGATGAGTGTTGACTATC

AGCATACCTGACCCC

C/T AACTAGCAATTGTGATTTCTCATCCCTTGTAGCAATTGACAAT

TCATTTTTTTAGTACAAAGAAAGTTGCAAAAGTCTTAACCTAA

TGGAATGATTTATC

Ca_LG_4:197030 AACAGAGTAACCGATGGTTGAGGTAAACCAGAAGCTAGTAAT

CTCGCTCAAACAACTGAACAGACTCCAAGTCCTCTCCTTTCAC

TCAATTCACTGACAG

G/C AATGTTGTGGTGGTGGTGATGATGATGATGATCATAATAATG

ATGATGATACATCTAAATGCAGCGGCATCATAAGAAAAAATG

TAAGGGAAAATCACCC

Ca_LG_4:197033 AGAGTAACCGATGGTTGAGGTAAACCAGAAGCTAGTAATCTC

GCTCAAACAACTGAACAGACTCCAAGTCCTCTCCTTTCACTCA

ATTCACTGACAGAAT

T/C GTTGTGGTGGTGGTGATGATGATGATGATCATAATAATGATG

ATGATACATCTAAATGCAGCGGCATCATAAGAAAAAATGTAA

GGGAAAATCACCCTTG

Ca_LG_4:197244 CAAAAATTCTGGAAGGAAGAATATCGAAAAGAAGATCATAAGA

AAAAAAACCAACAAAAACATTAAATGTTGAATTATAGAGGTAA

ATTTTCCAGTAAGT

T/C CATTCAAGCTGATAATGATGACAAATCATTTCAAAGCTACTG

AGATGCTTGAGTTCTTCAGTGCTTTAATTTTAAACTTTCTCTA

TTGATGAAAGCTTAC

Ca_LG_4:197270 AAAAGAAGATCATAAGAAAAAAAACCAACAAAAACATTAAATG

TTGAATTATAGAGGTAAATTTTCCAGTAAGTCATTCAAGCTGA

TAATGATGACAAAT

T/C CATTTCAAAGCTACTGAGATGCTTGAGTTCTTCAGTGCTTTA

ATTTTAAACTTTCTCTATTGATGAAAGCTTACATGCCAAAATT

TTGCAAACATTCAAA

Ca_LG_4:284435 TCCGAAGCGACAAAAAGCTATTGCAGACAAATGCACCTCATAT

TTTTGATGTTGTAGTTGCAGCTGATGGTACTGGAGATTTTACT

ACAGTGATGGAGGT

T/C GGTGCATGCAGCCCCAAGCTCTAGTGAGAAGCGTTATGTCA

TATTTATAAAGAGTAAAGTTTATATGGAGAATTTTGAGGTTGA

CAATGATTGGAGAGGG

Ca_LG_4:476652 CAGGGATGTTTGGATAGATGTCAAGGTAGCTTCCATCCTTGC

ATTTGACTCTAATATTTTGGCGTTGTGTTCCATTTGAGCTGCC

ATAAATTCCATCAGC

C/T TTTGAAACATATGCAGGAGCCTCAGCTGCTGATTCAGATGCT

TGTGGAGGAGTTGGTTCAACATTTGGCATTGGTCTAATCCAA

ACATTATCTACTTTCT

Ca_LG_4:488531 TAGCTTGAGGCCGAGGTGTGCCTGAATTGCAGCAACATCCTG

AACAACTGATTTTAGGGATGTTTGGATAGATGTCAAAGTAGCT

TCCATCCTTGCATTT

T/A GACTCTAGTATTTTGGCGTTGTGTTCCATTTGAGCTGCCATA

AATTCCATCAGTTTTGCAACAAATGCAGGAGTCTCAGCTGCT

GATTCAGAGGCTTGTG

Ca_LG_4:488592 GTTTGGATAGATGTCAAAGTAGCTTCCATCCTTGCATTTGACT

CTAGTATTTTGGCGTTGTGTTCCATTTGAGCTGCCATAAATTC

CATCAGTTTTGCAA

A/G CAAATGCAGGAGTCTCAGCTGCTGATTCAGAGGCTTGTGGA

GGAGTTGGTTCAACATTTGGCATTGGTCAAATCCAAACATTA

TCTACTTTCTTCAGTTT
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Ca_LG_4:488605 TCAAAGTAGCTTCCATCCTTGCATTTGACTCTAGTATTTTGGC

GTTGTGTTCCATTTGAGCTGCCATAAATTCCATCAGTTTTGCA

ACAAATGCAGGAGT

T/C CTCAGCTGCTGATTCAGAGGCTTGTGGAGGAGTTGGTTCAA

CATTTGGCATTGGTCAAATCCAAACATTATCTACTTTCTTCAG

TTTCATCTGATTCACA

Ca_LG_4:488611 TAGCTTCCATCCTTGCATTTGACTCTAGTATTTTGGCGTTGTG

TTCCATTTGAGCTGCCATAAATTCCATCAGTTTTGCAACAAAT

GCAGGAGTCTCAGC

C/T TGCTGATTCAGAGGCTTGTGGAGGAGTTGGTTCAACATTTG

GCATTGGTCAAATCCAAACATTATCTACTTTCTTCAGTTTCAT

CTGATTCACAATTGCT

Ca_LG_4:1011492 TATAATCAACAAGTTGTTGCATGAAAAATAATACATACATGTCA

GCCCGTTCCACACTGTATGACAGGTTTCTAACATATATTGTCT

TCGATGCAGCATG

G/A TTTTTCGTTCAGAGCGAGTGGGGTTTCATGCTACAAAAAATC

CAGGAATAACATCATATAACTGATTTGATGATTATTACATTGC

AGGAAGAAAAGATAT

Ca_LG_4:1011657 TTTGATGATTATTACATTGCAGGAAGAAAAGATATCGGTCAGT

TACGACTTTTGTTTCAATGCGCAGCATCAAACATTTCGACATC

CTTAACCTCTTTCA

A/T CGTCTCCTATGCCTCAATAAACACAAAAAATGAAGTTTTCAG

CAGCCATGGGAAAATGTATTATGAAATGCTTACCATTTCCTG

AGGTGTTTTGGGGACT

Ca_LG_4:1011793 TTTCAGCAGCCATGGGAAAATGTATTATGAAATGCTTACCATT

TCCTGAGGTGTTTTGGGGACTTTTTCCTCTATTTCTCCCGCAT

TGTACTCTGGACTC

C/T TCCAAATCATCGGGCTGCAATGAAAACAAAGGCACCAAGAT

AGTAAAAACACTGCTAAAAAACAAGTATATGCAAAACGTTCA

AGATACTTATTTTGTAA

Ca_LG_4:1354494 ATGAGTTTTTGATAGCTTTGATGAAGTTCATGGATTGTATCAG

GGTGGAATTAAGCTGCCAACAAACATACTTAGCAAGATTAGTT

CATGGATATGTGTC

C/T ACTGCTTAATTTTGTGTGTTTTTGCAAGCTTCATGTTCTGTTC

TACTCTTTTGCAGCCAAGAAAGATCATACCTTGTGCTCATTG

TAGAATGGGAACCAT

Ca_LG_4:1354532 ATCAGGGTGGAATTAAGCTGCCAACAAACATACTTAGCAAGA

TTAGTTCATGGATATGTGTCACTGCTTAATTTTGTGTGTTTTTG

CAAGCTTCATGTTC

C/A TGTTCTACTCTTTTGCAGCCAAGAAAGATCATACCTTGTGCT

CATTGTAGAATGGGAACCATTGGAAAATTGTTACATCAAAAG

CAACATGGGAATGCAA

Ca_LG_4:1354847 GTTAAATCTGCAGTGGATATTCAAACATCGGGTGATCTAANNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNGCTGCTGCTG

G/A CAACAGGTACTTGCTTTATCTTTCTACGCTTGCATGTTATAAG

ATTAGTAATTGAATAGTATTAAACTATATACTACCAACACTTT

AGATTGAAGATGTA

Ca_LG_4:1354851 AATCTGCAGTGGATATTCAAACATCGGGTGATCTAANNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNGCTGCTGCTGCAAC

C/T AGGTACTTGCTTTATCTTTCTACGCTTGCATGTTATAAGATTA

GTAATTGAATAGTATTAAACTATATACTACCAACACTTTAGAT

TGAAGATGTATTCG

Ca_LG_4:1354900 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGCTG

CTGCTGCAACAGGTACTTGCTTTATCTTTCTACGCTTGCATGT

TATAAGATTAGTAATT

T/C GAATAGTATTAAACTATATACTACCAACACTTTAGATTGAAGA

TGTATTCGATGTTTGACATGTTTTAGTGTCCAACACATATTGT

TAACATGTCTGTTT

Ca_LG_4:2857950 CCCCTGCATGTTGCACAAACGGAGCGAAATCAGAATCAACTC

TACCGAGCCTCTGAATCTGCAATCCAACAAAACAAAAGCTGCT

AAGTAATGAGAATAC

C/T GATAACAAATGTGGTGAAAATGAAAACTAGAAATGCAAACAA

ATACTTAGCCAGTAATAATAAAAGCATTACATTATTTCCTCCA

GCGGCAGCAGCCCAT

Ca_LG_4:2873956 TGAAGGCCAAATTAAACTCCAGGAAGTTGATAACCACTTCCAC

TCTCATGTTAGCAACAAGCAAGCTGTTGCAAACATGCTGCTG

CAACTACAAGCAATC

C/G AGTGTCATGCCATTCCAACCATTTGCCAACAAGGAGCCACA

CTTCAAACACTCTACTGCATGTAGCAAACAAATGATTTATGG

TTTTAATTTCATTATAG
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Ca_LG_4:2873959 AGGCCAAATTAAACTCCAGGAAGTTGATAACCACTTCCACTCT

CATGTTAGCAACAAGCAAGCTGTTGCAAACATGCTGCTGCAA

CTACAAGCAATCAGT

T/G GTCATGCCATTCCAACCATTTGCCAACAAGGAGCCACACTTC

AAACACTCTACTGCATGTAGCAAACAAATGATTTATGGTTTTA

ATTTCATTATAGCAC

Ca_LG_4:2873960 GGCCAAATTAAACTCCAGGAAGTTGATAACCACTTCCACTCTC

ATGTTAGCAACAAGCAAGCTGTTGCAAACATGCTGCTGCAAC

TACAAGCAATCAGTG

G/A TCATGCCATTCCAACCATTTGCCAACAAGGAGCCACACTTCA

AACACTCTACTGCATGTAGCAAACAAATGATTTATGGTTTTAA

TTTCATTATAGCACC

Ca_LG_4:2873964 AAATTAAACTCCAGGAAGTTGATAACCACTTCCACTCTCATGT

TAGCAACAAGCAAGCTGTTGCAAACATGCTGCTGCAACTACA

AGCAATCAGTGTCAT

T/G GCCATTCCAACCATTTGCCAACAAGGAGCCACACTTCAAACA

CTCTACTGCATGTAGCAAACAAATGATTTATGGTTTTAATTTC

ATTATAGCACCAAAC

Ca_LG_4:2957801 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNCTTGT

ATTGTTACTGTGAATGTA

A/G AAATAGCAAAAGGAAGGAAGTTGTAACTAGATTGAGAGCTAT

GAAGATTTAATTGAAGGATAGTTTGGAGTTCATATAGTAAAG

AGATAAGGCTCAAGAA

Ca_LG_4:2957823 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNCTTGTATTGTTACTGTGAATGTAAAATAG

CAAAAGGAAGGAAGTT

T/C GTAACTAGATTGAGAGCTATGAAGATTTAATTGAAGGATAGT

TTGGAGTTCATATAGTAAAGAGATAAGGCTCAAGAACAAGAC

ATTGTTGAGTTGTGAA

Ca_LG_4:2957825 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNCTTGTATTGTTACTGTGAATGTAAAATAGCA

AAAGGAAGGAAGTTGT

T/A AACTAGATTGAGAGCTATGAAGATTTAATTGAAGGATAGTTT

GGAGTTCATATAGTAAAGAGATAAGGCTCAAGAACAAGACAT

TGTTGAGTTGTGAATG

Ca_LG_4:2957831 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNCTTGTATTGTTACTGTGAATGTAAAATAGCAAAAGGA

AGGAAGTTGTAACTAG

G/A ATTGAGAGCTATGAAGATTTAATTGAAGGATAGTTTGGAGTT

CATATAGTAAAGAGATAAGGCTCAAGAACAAGACATTGTTGA

GTTGTGAATGAATAAT

Ca_LG_4:2957915 AGGAAGTTGTAACTAGATTGAGAGCTATGAAGATTTAATTGAA

GGATAGTTTGGAGTTCATATAGTAAAGAGATAAGGCTCAAGAA

CAAGACATTGTTGA

A/T GTTGTGAATGAATAATTAAAGTCATGCTGCGAAGAATGCATA

CCACTAAGCAAAAGCTACTTTCAAAAAGTGATTCGATAATTG

ACGGTGGTATTGAAAA

Ca_LG_4:2980905 CAGCTTTTGAAGTTTGCCAACTTTATTATCCTCCAATTTTTGAA

GTTTGTCGACTTTATTTTTACCACGAACATCCAGTTGTGGTGC

GGCAACTGGTTTA

A/G TTCTGGCAGCTGGTTTGCTGTGCGGGGTGGTTTATTGGATTT

AATCTGAAAAAATGAGGTTAATTAGTTTTTTAGTTTATTGAAT

CTGAAAAAATGACAA

Ca_LG_4:3078718 TATTTTTTAATCTTGAGGTCATTTGTGGCGGCCAAAGCCCTCA

CAAAGGAGGGATTTTGTGGCGGCCTGGGCCCTCACAAAGGC

TGAATTTTTTAAAATC

C/T AGTCTGTCCTTTGTGGCGGCCTATACCCTCACAAAGGCAGA

CTTTTGTGGCTGCAAAGGCCCTCACAAAGGCAGCCTTTTGT

GGCTGCAAAAGTCCTCAC

Ca_LG_4:3078732 GAGGTCATTTGTGGCGGCCAAAGCCCTCACAAAGGAGGGATT

TTGTGGCGGCCTGGGCCCTCACAAAGGCTGAATTTTTTAAAA

TCAGTCTGTCCTTTGT

T/C GGCGGCCTATACCCTCACAAAGGCAGACTTTTGTGGCTGCA

AAGGCCCTCACAAAGGCAGCCTTTTGTGGCTGCAAAAGTCC

TCACAAATGCCAACGTGT

Ca_LG_4:3078743 TGGCGGCCAAAGCCCTCACAAAGGAGGGATTTTGTGGCGGC

CTGGGCCCTCACAAAGGCTGAATTTTTTAAAATCAGTCTGTCC

TTTGTGGCGGCCTATA

A/G CCCTCACAAAGGCAGACTTTTGTGGCTGCAAAGGCCCTCAC

AAAGGCAGCCTTTTGTGGCTGCAAAAGTCCTCACAAATGCC

AACGTGTTTTCCACACTT
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Ca_LG_4:3078758 TCACAAAGGAGGGATTTTGTGGCGGCCTGGGCCCTCACAAA

GGCTGAATTTTTTAAAATCAGTCTGTCCTTTGTGGCGGCCTAT

ACCCTCACAAAGGCAG

G/A ACTTTTGTGGCTGCAAAGGCCCTCACAAAGGCAGCCTTTTGT

GGCTGCAAAAGTCCTCACAAATGCCAACGTGTTTTCCACACT

TTGTGGCTGCAAAAGC

Ca_LG_4:3914254 TTTACACATTATCATAACTTCATAGTTTGCCTTGCCACTCACCT

AAAATTGAGAAAAATATCATGAAGCCAGCAGAAACTTGAATGA

CCCTTCGGCTGCT

T/C GATTCGGTTGCTTCCTAGAAGTCCTATATTCTCTCTGTCATG

ATGCTAAAAGAATCAATTTGTGTCCCACACAATAAATGAAAA

CTATGAATGAGAAAAA

Ca_LG_4:4494641 TGCTATTTTGAGGATACATAATGTTGTTGGAAATGCTGTAACA

AAAGACAACTACATAGTATTAGGAACAGGCTCTTCTCAACTCT

ACCATGCTGCTTTA

A/G TATGCACTTTCTCCTTCACAACCCCCTAATCATCCCATTAATG

TTGTTGCTGCTGCTCCTTATTACTCGGTAATATTTCTCTCTCT

TCAATTTTTTTTTT

Ca_LG_4:5673644 TTTGTTAACTAATACTAGTGTGTATTTTGGTAATTTTAATTAAG

CTTTATTTTATAAATTTGATTGGAATTGAATTATGTCACACCCA

TCATGCCATCTG

G/C TACTTTTTGTTGTATAAATATTATTATTACATCTCTGTAACAGT

GTTCATTGCCATTTTAATTTGGAAATTAATTTTCAAATTTTATA

AATTAATAATTA

Ca_LG_4:5673656 TACTAGTGTGTATTTTGGTAATTTTAATTAAGCTTTATTTTATAA

ATTTGATTGGAATTGAATTATGTCACACCCATCATGCCATCTG

TACTTTTTGTTG

G/A TATAAATATTATTATTACATCTCTGTAACAGTGTTCATTGCCA

TTTTAATTTGGAAATTAATTTTCAAATTTTATAAATTAATAATT

ATATTTTTGAAAT

Ca_LG_4:5673679 TTAATTAAGCTTTATTTTATAAATTTGATTGGAATTGAATTATGT

CACACCCATCATGCCATCTGTACTTTTTGTTGTATAAATATTAT

TATTACATCTC

C/T TGTAACAGTGTTCATTGCCATTTTAATTTGGAAATTAATTTTC

AAATTTTATAAATTAATAATTATATTTTTGAAATTATAAACTAG

TAATTAAAATAAT

Ca_LG_4:5673686 AGCTTTATTTTATAAATTTGATTGGAATTGAATTATGTCACACC

CATCATGCCATCTGTACTTTTTGTTGTATAAATATTATTATTAC

ATCTCTGTAACA

A/T GTGTTCATTGCCATTTTAATTTGGAAATTAATTTTCAAATTTTA

TAAATTAATAATTATATTTTTGAAATTATAAACTAGTAATTAAA

ATAATTAATTTA

Ca_LG_4:5673689 TTTATTTTATAAATTTGATTGGAATTGAATTATGTCACACCCAT

CATGCCATCTGTACTTTTTGTTGTATAAATATTATTATTACATC

TCTGTAACAGTG

G/C TTCATTGCCATTTTAATTTGGAAATTAATTTTCAAATTTTATAA

ATTAATAATTATATTTTTGAAATTATAAACTAGTAATTAAAATA

ATTAATTTAATT

Ca_LG_4:6561298 AAGGGAGTAATAGCAGCCACCATACCTGAGATTTGAAAGCTT

AATCAACGATCAATACCGATAAGACAGTTGATTTTGTAGAAAT

TATACAAAGCACAAC

C/T TGCAGTAATTTACCAGGCAAGTGAGCTGCACCACCAGCACC

AGCAATAATAACTTGAACGCCTCGTTTGTGAGCAGACGAGG

CATAAGAGTACATCAGTT

Ca_LG_4:6561377 AGAAATTATACAAAGCACAACTGCAGTAATTTACCAGGCAAGT

GAGCTGCACCACCAGCACCAGCAATAATAACTTGAACGCCTC

GTTTGTGAGCAGACG

G/A AGGCATAAGAGTACATCAGTTCCGGAGTTCGGTGTGCTGAA

ACTATTCTTATCTCATGAGGAACGCCAAACATCTCCAAGATT

TCAGCAGCACTTTTCAT

Ca_LG_4:6701524 TTCAGGTATATATGATATATACCATGCTGCTATAATGATTTCTA

CAACACTATACGAATAATCTAATCAATTGAACAGAAAAACAAT

AAAATGAATTTCC

C/G TGCCTTTAATTTGCTGCAACCATCCAAGAGACAAGGATCGAG

GTCTGAGGTGCAGGAAAAGGAGCTAGAGAACAACAGTGCAT

AATAACTACTTTTTGTA

Ca_LG_4:7686911 CATTGACCAACCAATATTTAAGGTCAAATGGTGTATGGAAAAA

CAGAAGTTATCTTACATCAATCGAGATGCTCCAAAGCATTCAG

CAAATGACATCAAG

G/A GCAGGTATATAGTCGATGTCAAAACCAGCAGCAACAGCGCG

TGCAAATGCCATGCCTTGCTCTTTCTGCAGCACTGATTTGCG

CGTCTCTAGGACTTTCA
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Ca_LG_4:7687107 TTCAAAAGCTGAACTCTGAGAAAATGTGGTATTATTGAATATA

AAACATGAACAATCTGTTTCACATGCTGAAAAGAAGTTTTATG

AATAATGAACAAAA

A/T TAAGAAAAGAGCAGCATATTTATCTTATCATATTAATGTGCAA

TTGTGCGAAACAAGCAACTCTGTCCATCAGAGCTTTAGTAAT

TTATAAGAGCGCAGA

Ca_LG_4:7797075 ATCAAGGTCATGACGATGCTTTACTTGGTCTCTCATCAGGTGA

TGAAGTTCTCAGAGAAGTTGCAGATAAATCTACTGCAGCAGG

GGTTTGGCTAAAGCG

G/T GAAAGGTCTCTACATGACTAAATCTTTAACCAACGGACTAAA

CTTAAAGAAGAGGCTGCATTAGTTAAAGATGGAAGAAGATTC

ATCAATCAAAGAACAT

Ca_LG_4:7806322 CATATTATTATAATCATTTCACGATCACAAAACAACTTAACTTT

ACATAGAAATTGACGCAGCTTTTGTGAGTATATGCTGCAGTTA

CACTCAATTATTG

G/T AGTAAATTACTCCATGCATGATTCAATTTGGTACTAACTAAAT

AATATTTAATTGCATTATAAATTTGTATATAGTACGGTGGTCC

AAAATGTACTGCCA

Ca_LG_4:7871755 ACAACAAGCTCGCGACTCTAATAGAAACAAGCTTGCTCTTTTT

CCTTCTCTCACTCTACTTTATTTGACAGGTGCGGAGAATATCG

ATACGCTAAAACAG

G/C ACTGCTATTGGCTGCATTGCCTATCTATTCGATTATGTCAGA

ATCTAACTTTGATTAAAAAAAATATACTTTATCATTTTCTTTCA

ACTTTCATCTCTTC

Ca_LG_4:8203223 GCTAGAAGTTCCAATACACAGCGTGGGGTTATCTCTTCAAGT

GTCTCATCAATCTGTGCTTGTAAATCTGGTGCTAGGCTGCTTG

CCCCTTCTTCCTACG

G/A TGATCAAGTGAGTCATCAGAAAGCATGTTGGCATATTGCATC

AGAACTGCAGCTTAAAAGTCTTCAAGCTATATGCTATACACA

TTGTGTTACTACACAT

Ca_LG_4:8233006 CAAATTCGTTACTCACAGGCATGGGAGGCAGTTACAAATTCAT

TAACAACAAAATAAAGCAGCAAAGGATGAGAAGACCATCTTG

ACAAATTTTACAAGC

C/G GAATTGAAAATGTCTAGAACATGCTAAAGAACTGAGCTAAAA

TATTTGCAGCCCTTAATTGAGAGCCCAAAAAAATTGTTTAATT

TCACTCACACCAAAA

Ca_LG_4:8318211 CGTTTTGTGTGATTTAACCCATGTGCTCCCACCCTTGTGTACC

TGCGCAGAAGCTGCTGTAACCAGCGTCAGCTGGTCGTATCTT

CTGTCCTGTTCCCAA

A/G TCATTATAAAAAGTAAAGTGCAGCAATAGGGTGTACCCTTTG

CATATGTACACCTGGTGCATACCTGTACTCGGCCATTTTTGG

CGTACCAATGCTATAG

Ca_LG_4:8333069 GGAGCATGCTGTTTACAATAGAAGAATCGGGTTGGACCATGT

CGACCATTTGAGGATGTGATATTGATGATTCTAACTGAGGTTG

CTGCATAGGCCATGC

C/G ACTACTAGATTGATTGAGTAGTGGATTTTGGTTTTGATTATGA

TATGGAAATTGGTTTGTTAGGCTTTGAGAGTTAACAAGATTC

GGTGCAGCCACTTTA

Ca_LG_4:8444120 ACATAACAAACAAATTCTATCTTGAAATTGCAGCAACGACCAG

GTGTGAGGGTTCGTCAACCTGCACCTGCCACTGGCCAACCAG

CTGCTGCTACAGGAA

A/G CACAAGTTGAGGAACCCCCATCCCCTGCTTCTAGTACATCTT

CAAGTCAGTTCCAGAGGGAAGTAGCAGAGGAATTGAGCTCT

CCAAAAGTTCCTAAAGC

Ca_LG_4:8444194 TGGCCAACCAGCTGCTGCTACAGGAACACAAGTTGAGGAACC

CCCATCCCCTGCTTCTAGTACATCTTCAAGTCAGTTCCAGAGG

GAAGTAGCAGAGGAA

A/G TTGAGCTCTCCAAAAGTTCCTAAAGCAGCCCCTCCTGTTGCA

GGTTTAAATAACCAGATGTCTTCTGTAGCTGGTAACCAGAAG

CCACCTGTAGCTGGTC

Ca_LG_4:8444488 CCCAAAGAAGATTCAAGCAGCAGCACCTTCATCCTCTTCAGC

AAATGAAAATGGAAAATCTCCTACAAAGGAGACCATAATGGAA

GAAAGCATCCGGGTT

T/C ACACGAGGCAGACTAAGAAAAACCAGATCATCGGGAACCCA

GTAGCACAATATTGTCAATTTTTAGCCTGAAATAGGGATAGT

TGGACCATGCTGCTGGC

Ca_LG_4:8757470 CGATAGAGAGGAGAATGTGATTAACAGATCTGAAGAAAGTAT

ATACGAGGCTGAAGTGTTTGTTTTACGGTTTTTCACACATATG

CACTTAATTTCCAAT

T/A TTTTTTGCTTTTAGCAGATATTTCGTCCATGGCTGCTGCCAG

TAGCACCTAGGCTCCATGCAAATGGTGGTTGCCATAGCTCA

CCACTCACCGCCATAAC
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Ca_LG_4:8762033 TTGCAGTAAGAGGTTTTGTTAATGCAGCTGCCCATCACAAGCA

CCATCCACTTCATCATCATTGTGGCTGCCTCTACAAGTAACAC

AACCTCTGCCTCCT

T/C CATCACATTGCTACGAACTACATTATTAATAATGCAGCTCCAT

CCATTTCTGGTAATTCAACAACTCCAAGCTCTGAAATAAGTG

TTGAACAAAAGCCTC

Ca_LG_4:8762415 CAAGTAACATAACCCCTGCCTCCCCATCACATTGCTACAAACT

ACATTATTAATAATGCAGCTACATCCACTTCTGGTAATTCAACA

ACTCCAAGCTCAG

G/C CCTGAGGCTCTTCTTCATCACACATGCCTACTTCCACCCCTG

ATTCAAATTCAAATCCTGCAGCACCCAGACCTATAATGGGCA

GATGTATTAACAAAAC

Ca_LG_4:8820503 TGTTACCTGAGGATTTCACTATCCGCAGGTAAATTACCTGCGG

CTAAATCCGCAGGAATATTGAATAAAATCCGCAGCAAAGTTTA

AGAAAACTTTAGAA

A/C ATTTTTTTACCACTTTTCATGCAGAAATATTTGCAGCACAGTT

CCTACAAATATATTTCGTATAAAAATCTGCAGGTATATCCATT

GCACCAACCATATG

Ca_LG_4:8820516 TTTCACTATCCGCAGGTAAATTACCTGCGGCTAAATCCGCAG

GAATATTGAATAAAATCCGCAGCAAAGTTTAAGAAAACTTTAG

AAATTTTTTTACCAC

C/T TTTTCATGCAGAAATATTTGCAGCACAGTTCCTACAAATATAT

TTCGTATAAAAATCTGCAGGTATATCCATTGCACCAACCATA

TGTTTCGCATTAAAA

Ca_LG_4:8820527 GCAGGTAAATTACCTGCGGCTAAATCCGCAGGAATATTGAAT

AAAATCCGCAGCAAAGTTTAAGAAAACTTTAGAAATTTTTTTAC

CACTTTTCATGCAG

G/A AAATATTTGCAGCACAGTTCCTACAAATATATTTCGTATAAAA

ATCTGCAGGTATATCCATTGCACCAACCATATGTTTCGCATT

AAAATCCGCAGATAA

Ca_LG_4:8877775 AAGGGATGACTTTGGACAAAGCATTATATAAAGCCAATCAAAA

ATTAGTTTCTATGCAACCATACAAGCTTATAGGAAAGGCTCCT

AGTCCAATAAGCAA

A/T AAACGTTATAGGGCTTGCTGCTGCATCTCCTTCTGTTCTTAA

AGCTGCAGCTCCAGCCGAATGGTCTAGTCAAGATGTCACCG

AAGTCATGAAAGGAAGG

Ca_LG_4:8912374 TCAATGTCATTGGATTTTATTGACCTACAAATTGTTTCACAATT

GTAAAAAAATTGCAGCCATTATAAGTTACAAATCTCTTCCCTT

GAAGAAGGAAGTG

G/A AAGAAATTGATACACCTTATTCTCCACGCCATTGCATTAATAC

TTGGAATCGTTGGAATTTCCGCCGCGTTCAAGAATCACAATG

AAAGTGGGATTGCCA

Ca_LG_4:8912685 TCGGGATATGATTATGGTTTCTTATTGTCATTGATGTTGCTGTT

TACACTGAATGTATCAGTGTTGTCAAATTGACGCCATGACGTT

GAGACATGGTGGT

T/A TTCTATGTCAGCTGCAATGTCAATGCCTATTATATCCGCTAT

GTTTTTGCTATAGGCTGCAAACACCATATTTATAAAGAGGAT

TTTAGGTTGGCTGACA

Ca_LG_4:8921971 GTCATCTTCAGTATATTTTAACCTCCTTCACAAACTTTCTGGAA

AATGTATTACAAGTGATCACATTTTAGCTTGCTGCAACTGCAA

GAATTTAAAAAAT

T/C AAAAACTACCAAGGTTGAACTGTTGTACCTTTTTATACTTCTA

AAGCATGCTGCAACACATTTACTAAGCAGCTTATGAGTGAAA

TTTAATGAACCTTTA

Ca_LG_4:8961518 CGGTATCGCCGCAATCGAAGCGATGAAAATGCTAGGTATTCG

ATCCGTTGGTCTTTCACTTTCACTGTATAAGGGTTTACCTTTA

GGGAGTGGGTTGGGA

A/G TCCAGTGCGGCAAGCGCAGCTGCAGCCGCAGTTGCAGTCA

ACGAGTTATTCGGTAAAAGATTAACCGTTGACGACCTCGTTT

TAGCTTCGTTGAAATCAG

Ca_LG_4:8961521 TATCGCCGCAATCGAAGCGATGAAAATGCTAGGTATTCGATC

CGTTGGTCTTTCACTTTCACTGTATAAGGGTTTACCTTTAGGG

AGTGGGTTGGGATCC

C/T AGTGCGGCAAGCGCAGCTGCAGCCGCAGTTGCAGTCAACG

AGTTATTCGGTAAAAGATTAACCGTTGACGACCTCGTTTTAG

CTTCGTTGAAATCAGAAG

Ca_LG_4:8961626 GGCAAGCGCAGCTGCAGCCGCAGTTGCAGTCAACGAGTTATT

CGGTAAAAGATTAACCGTTGACGACCTCGTTTTAGCTTCGTTG

AAATCAGAAGAGAAA

A/G GTTTCAGGTTACCATGCTGACAATGTTGCACCATCGATCATG

GGTGGTTTCGTTCTCATAAGCAATTATGAACCGTTGGAATTG

TTGAGGCTGAAATTCC
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Ca_LG_4:10123723 AGAAAATGCTGAACCGATTGAGATCGATTAAATTGAACCGTTC

AAAGGTTCGGTTTATCCGTAGGAACCATAAGTATAACGAAGCT

GCGAGGACTACTGC

C/T TGCGCCTAGGGTTGGGTTTGGTTTGGCTTCGGAGTTGCGGC

GTGCTGGTGTTTTTGTGAAGGTTGTGGAGGATGGTGATAAG

GTAAATGCTGCCGATTCG

Ca_LG_4:10410177 AATTGTAAGCAGGTAGATAAGTAGGTGCAGCAGATGTACTAA

TACATATGTCAGAGAGTTTAGCATCCAAACAAGGTGATTTCTC

AAGCTGCATAAATTA

A/C ATTCATTTGTTATACACAATTAATCATAATCGTTGACTTCAAA

TATCTTACAATTTTAATTACCTGATAAGATGAGAAAATAATTG

GCTGCAAAGACTTG

Ca_LG_4:10553679 AGAATAGCCAATAAGTAAATATAATTTACAGAATAATATTAAAA

CCCAGAAGACTTTGCAAGAAAAAAATTATACAGCTGCTCAGAC

CTGAAGTACCAAC

C/T GCCCAGTTGTACAGTGCATCATAATCTTCAGGGTTCCTCTCA

ATAGCAGCAGCATACCTAGAAAATCCAAGTAAGAAAATTGTA

AGTTTGAATGAAGATT

Ca_LG_4:10949142 GCCGTTGGAGGGTGCACCGAAGGCGAAAGCGAAGCCGAAGA

GATAGTAGGAGAGTCCACCGGCGGCAGCATCAAGGACGTTG

GTGAGCATGATGTTCATC

C/G GTGTTTTTGGCTCGAACGGAGCCGGCGCAGAGCATGGCGA

AGCCGAGCTGCATGGCGAAGACTAAATAAGCTGAGAAAAGA

AGGTACGTGTTGTTCACTG

Ca_LG_4:10949166 GAAAGCGAAGCCGAAGAGATAGTAGGAGAGTCCACCGGCGG

CAGCATCAAGGACGTTGGTGAGCATGATGTTCATCGTGTTTTT

GGCTCGAACGGAGCCG

G/A GCGCAGAGCATGGCGAAGCCGAGCTGCATGGCGAAGACTA

AATAAGCTGAGAAAAGAAGGTACGTGTTGTTCACTGCATAG

GTGGTGTCGCTGAGTTGAT

Ca_LG_4:10949264 CGGCGCAGAGCATGGCGAAGCCGAGCTGCATGGCGAAGACT

AAATAAGCTGAGAAAAGAAGGTACGTGTTGTTCACTGCATAG

GTGGTGTCGCTGAGTTG

G/T ATTTGAAATGGCATTGAATTGGGAGCAGAGGTAGTTAGCGG

CGGCGGTTGCGTTTGCTGTGGCGGTGATGAATGGAGCGAG

GTCGGTGGGTGAGCAAGAG

Ca_LG_4:11432192 AAGAGAAAAAACTTATGTATGATTTGAGAATTTTTTTGACACTT

TTCTATTTCTAGTGTAAGTTTATGTCCCCAACTTTTGTTTTCTTT

TTATTTTAATA

A/G AACTTTTAGCTTAGAAAAACACGAGTTCAACTTTATAACCTCA

TGGAATAAAGCTCCTATCTCCTCGGCAACAGTTGTAAACTGG

TTCACGACTTTAAAT

Ca_LG_4:11757687 TAGCACCAAATGGATTTGTTTCAGGCTTCCCTCCATTTTCCTC

AAAAGCTGCCCTTAAACGACCTATAAGTGCATCAAGGCTACC

CCAAGCTTGTCTTAG

G/A TGGACATGGACATGGTGCTGGAGGATTTGGATGTCCATAGA

ATGGACATATTGGTGTATGCACTTTTGTCTTCCCAAATTGGT

CCAAATACCTACATACA

Ca_LG_4:11757709 AGGCTTCCCTCCATTTTCCTCAAAAGCTGCCCTTAAACGACCT

ATAAGTGCATCAAGGCTACCCCAAGCTTGTCTTAGTGGACAT

GGACATGGTGCTGGA

A/T GGATTTGGATGTCCATAGAATGGACATATTGGTGTATGCACT

TTTGTCTTCCCAAATTGGTCCAAATACCTACATACATCATCAT

AACAACTTTTCAACA

Ca_LG_4:11852996 TAAAAAGAAAAAGAAAATGGAAGGAAATAGTAATGGAAATGTA

GAACAGGTTCGGTATAGAGGAATTCGTAGAAGACCATGGGGT

AAATTTGCAGCAGAG

G/A ATTCGTGACCCAACAAGAAAAGGGACAAGAATATGGCTTGG

AACATTTGATACTGCCGAGGAAGCTGCACGTGCTTATGATGT

TGCTGCTTTTCATTTTC

Ca_LG_4:11853005 AAAGAAAATGGAAGGAAATAGTAATGGAAATGTAGAACAGGT

TCGGTATAGAGGAATTCGTAGAAGACCATGGGGTAAATTTGC

AGCAGAGATTCGTGAC

C/T CCAACAAGAAAAGGGACAAGAATATGGCTTGGAACATTTGA

TACTGCCGAGGAAGCTGCACGTGCTTATGATGTTGCTGCTTT

TCATTTTCGTGGTCATA

Ca_LG_4:11853012 ATGGAAGGAAATAGTAATGGAAATGTAGAACAGGTTCGGTAT

AGAGGAATTCGTAGAAGACCATGGGGTAAATTTGCAGCAGAG

ATTCGTGACCCAACAA

A/C GAAAAGGGACAAGAATATGGCTTGGAACATTTGATACTGCC

GAGGAAGCTGCACGTGCTTATGATGTTGCTGCTTTTCATTTT

CGTGGTCATAGAGCTAT
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Ca_LG_4:11853021 AATAGTAATGGAAATGTAGAACAGGTTCGGTATAGAGGAATTC

GTAGAAGACCATGGGGTAAATTTGCAGCAGAGATTCGTGACC

CAACAAGAAAAGGGA

A/T CAAGAATATGGCTTGGAACATTTGATACTGCCGAGGAAGCT

GCACGTGCTTATGATGTTGCTGCTTTTCATTTTCGTGGTCAT

AGAGCTATTCTTAATTT

Ca_LG_4:11853024 AGTAATGGAAATGTAGAACAGGTTCGGTATAGAGGAATTCGT

AGAAGACCATGGGGTAAATTTGCAGCAGAGATTCGTGACCCA

ACAAGAAAAGGGACAA

A/C GAATATGGCTTGGAACATTTGATACTGCCGAGGAAGCTGCA

CGTGCTTATGATGTTGCTGCTTTTCATTTTCGTGGTCATAGA

GCTATTCTTAATTTCCC

Ca_LG_4:12405300 ATATATATATGTTTGTACTATTTCAGTTTCAATAATAATAAGAA

ATTTTCATTCCCTCTCTTGTTTTAACCTAGCTGCACCCTAAAAC

ACATGGTATCAG

G/A AGCTTCGGCTCTGATCATGTGGCAGCTCACCATGTCCTCAC

AAGAAACAGAAAAAAAATGATTCATCCACTACTACAGTACCA

GAAAAAAATTCTGGTGA

Ca_LG_4:12405304 ATATATGTTTGTACTATTTCAGTTTCAATAATAATAAGAAATTTT

CATTCCCTCTCTTGTTTTAACCTAGCTGCACCCTAAAACACAT

GGTATCAGAGCT

T/C TCGGCTCTGATCATGTGGCAGCTCACCATGTCCTCACAAGA

AACAGAAAAAAAATGATTCATCCACTACTACAGTACCAGAAA

AAAATTCTGGTGACCCT

Ca_LG_4:12405317 CTATTTCAGTTTCAATAATAATAAGAAATTTTCATTCCCTCTCT

TGTTTTAACCTAGCTGCACCCTAAAACACATGGTATCAGAGCT

TCGGCTCTGATCA

A/C TGTGGCAGCTCACCATGTCCTCACAAGAAACAGAAAAAAAAT

GATTCATCCACTACTACAGTACCAGAAAAAAATTCTGGTGAC

CCTAAAACACATGTCA

Ca_LG_4:12415083 TGAGAAATAGCGGAAGCCGCATAACAATAATTATTTATAAAAC

AAAGCATGTTGCATACAAATAAAAGCTGTCTAAATAGAAATTT

AAAACTCAAAATCG

G/A AAATTCAAAATCTCAATAATTGAATTCAAAACAACTAATAGTG

CATATTGCCTACTGCCTACCTGCAGCCTAAATAGAAATCCAT

AAAGTGATATAAAAC

Ca_LG_4:12415117 TTATAAAACAAAGCATGTTGCATACAAATAAAAGCTGTCTAAAT

AGAAATTTAAAACTCAAAATCGAAATTCAAAATCTCAATAATTG

AATTCAAAACAA

A/C CTAATAGTGCATATTGCCTACTGCCTACCTGCAGCCTAAATA

GAAATCCATAAAGTGATATAAAACTCAAAATCTCAATTCAAAA

TAACTAATAATTTTT

Ca_LG_4:12415137 CATACAAATAAAAGCTGTCTAAATAGAAATTTAAAACTCAAAAT

CGAAATTCAAAATCTCAATAATTGAATTCAAAACAACTAATAGT

GCATATTGCCTA

A/G CTGCCTACCTGCAGCCTAAATAGAAATCCATAAAGTGATATA

AAACTCAAAATCTCAATTCAAAATAACTAATAATTTTTTATTCC

TAAGTCCTAACTAG

Ca_LG_4:12425564 GGCAGCCGGAGTTGATGGTGACAAATGACTGTATGAAGCCAA

AAAATTGAAACACTGAAAAAAGTGGTGCTGCCGGCGGCATTT

GCCGCCGCCGACAGCG

G/A GTAGTGAAGCACAAAGACAGATCACAAAATCAGAACCTGCT

CTGATACCATGTCAAGAATTAGAATAAAATTATATTTATTGAA

ACTTGAAATATATTGG

Ca_LG_4:12451717 CTGCAGAAGCAACAGCCATGTCAGTCTTAGCCATCTTCTCATC

ATCCTTGTTGTTAGATGCAGCAGCTGTTGCTGCAGTGATGGC

TGCAACTGCAGAGGA

A/C AACAGCAGCTACACAAATAGCAGCATGCAGTTGAGCATTAT

GGTTTCTGTTTTCTTCTTTCTTTTTTTCTCTTCTGTCTTTTAGC

CATCTTCCTACTGTT

Ca_LG_4:12477345 TAAGTATGCTTGAAGAGACTAAGAAAATTGCTGAAAGAAGAGA

GCAGCAAGTAATTCTTTCTCTCATGTCATTTGTTAATCATGAAC

CAAAACTTTCTTG

G/A TAGTCTATTTATTGTACTTGTAGCATTTTTGTTGTTGCTGTTA

ACCTTGAAATCTTTTCATTCCTATGAGTGCAGCTTGTTTTGGT

CAATCCCGGAAGTG

Ca_LG_4:12479697 TAGGGCAAATAAAATCAAATTATATCCAAAAAAAGGAAATAAT

AGTTGGCTGCAAGGTGAAAAAGGAGGAAAGTAATTCCGCTTT

GTCACAAAATCATCA

A/G ACCAATGACATGTCATTAACATACAAGGAAGCAGCAGCCTAC

ATTACTACAAAGTTCCCTAGCATTGAAACACAAAAAATATGG

GGGAAAATAGTTTCCG
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Ca_LG_4:12976726 AACTTCCAAGAAATGTTCAATAAGTTGTCCAACATGTTGAACA

GAAGGCTACAATGAAAGATGCAATTCAAGCACTAGACAAGAA

TGGAACATGGAAATT

T/A TGTGGAGCTGCCAAAAGGAAAAAAATCAGTTGGGTATAAAT

GGGTCTTCTCAATAAAGCACAATGTTGATGAGAGTGTAAATA

GGTGTAAAGCCCGCTTG

Ca_LG_4:12987378 TGTTAATGGTTTTCCATATTTACTATAATATGCTGCTTTTATAT

GTTGCATGTCAATCTCAGTCCTTGTCACAATTATCCTTATTAAT

CTACTGTCATTA

A/T GTTCCAATACCCTTCATTGCTTTCCGTAAAAGCTGCAAATAT

ATATGCATAAAATACATCATTAACTATAAACCAACTACTCCCT

TCAGGCTTATTGAAA

Ca_LG_4:13006125 TTGTCAACAGAAAACAAGACTGATGCAAAAAAGGAAAATACAA

ATAAAATATTTACCACAGCGTGGTCAAGAGAATCAGCCAATGC

TTTTGACGATGAAA

A/G CATCCAAGTTCAGGACAACTGCAGCATCAACACGTAGCAAG

GGTTCAAGCATCTCTCTGGTTGGAGTTGGATGACGCCTACG

CAAGAACCAAAAAACAAT

Ca_LG_4:14208847 GACCGATGTTCGCAATATCTTCAAATGATAGCTTTATGCCTAA

ATGCGCTTGAATTGCAGCAACATCCTGAACAACTGAATTCAGA

GAAGCCTGGAGAGA

A/T TGTCAAGGCAGCTTCCATTCTAGCCTGTGACTCTTGCATTTT

GGCATTGTGAGCCATCTGAACTTCCATAAATTCCAGCAGTTT

TGCGATGTACTCAGGA

Ca_LG_4:14444844 AATACAAAATGGTGGTTCGAGAAATTACCAGTGGTGCGAGAA

CGGTGAGAACGACAGTGAGTGCAGCTCGGGTTCGACGGCGC

GACTGGTTCGACGACGT

T/C GACTGGTTCGACGACGAGTGTAGCTAGTTGATTGACGGCGA

GAAGGAGAAGACAACGATTAGGATTCGTGACTCAGAGGTTA

GGGGTCCGATTGAGGTTC

Ca_LG_4:14921013 TTGCCCTTTCATGGAAAGTCAATAGATGGCAGTTCTGATGCTG

ATGCTGCAGATGAAGGATGGGAAGCATCTTTTGACAGGCACA

CTGCTGTGAAGGACT

T/C TGATGGTCGAAGGATTTGTTGAAACTATTTCGCTGCCAATCG

GTCAAATGAAGGTCCATCATCAGATGCTTATGTATACCTTAA

CCCGGATGCTAGTGCC

Ca_LG_4:14921033 AATAGATGGCAGTTCTGATGCTGATGCTGCAGATGAAGGATG

GGAAGCATCTTTTGACAGGCACACTGCTGTGAAGGACTTGAT

GGTCGAAGGATTTGTT

T/C GAAACTATTTCGCTGCCAATCGGTCAAATGAAGGTCCATCAT

CAGATGCTTATGTATACCTTAACCCGGATGCTAGTGCCATGA

TCCGGAAACCATGCCG

Ca_LG_4:15244395 AATTTGGCGACGACTTCGAATATAATAGGGGATGCCAAGTAA

CAAGTAAGTAGTAGTAGTAGCAGCATATTTATTACCATCTTTA

CCGCTGCTGTGTTTC

C/T CTACGTGCACGCACGTTTCAAAATCTATGTTACCACTAATTA

ATTTTCCCATACATACACAATAATTAATATTCATAGATTCGCA

ACATAACTAAGTGAG

Ca_LG_4:16499218 GACTTTTCAGTGACATGGTGACAATTTCAACTGTTGCACCAAG

GTTTCCTTTCAGTAGTGCTGCTTGATTGAATGGGTTTCTGTTC

TTTCTATACCTTGC

C/A ATTAATGTTATAGTACTCTCATTTGATCATTCAGCTTATTATA

AATTGTTAAGGTTATTGGAGCTGCGATGTTCTATGTAAAAGT

AGGAGACGCAGAAAT

Ca_LG_4:16499256 CCAAGGTTTCCTTTCAGTAGTGCTGCTTGATTGAATGGGTTTC

TGTTCTTTCTATACCTTGCATTAATGTTATAGTACTCTCATTTG

ATCATTCAGCTTA

A/G TTATAAATTGTTAAGGTTATTGGAGCTGCGATGTTCTATGTAA

AAGTAGGAGACGCAGAAATGGTTTATACAGGAGACTACAAT

ATGACACCAGATAGAC

Ca_LG_4:16812351 AAAGGGTGAATGGTATCTGGATAAGGCCCCTACCAAATGCTG

AACCAGTTCAGCCTAATACACAACAAGCTGCTGAGCCAGTAG

CAGCCCCTCTTGAGTC

C/T CTTAGCAAAGCTGCTAGAGTTTATGGAAGCTCAGACGACTC

ACAACGCTAAGATGCAAGCGTCAAATGCTCGAATGGAAGCT

GCTTTGAAGACACTCCAG

Ca_LG_4:17065092 GAAACATGGGTTCATCAGGCTGGTGCTCCTGACCATGTTCAT

CATCAAACTGTTGCTGCTGCTGGTCATATTCATCATAAAACAC

ATAATCGTGCTGGGA

A/G CTGCTCATCCTGTTCTGCATCAAACATAAGATTTTGCTGGGG

CTGCTCGTCCTGGGGCGCCTGCCTTTCCTCATTTCTCTTTCT

CATTTTTTCAACAGCA
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Ca_LG_4:17313865 AGAAAATACATCCAAAACAGGAGAGACAATGGTTGTTTCGGA

AAACTTTTCCAACAGCAACGGCAGGCAGCAGCAAACGGCGG

CAGCGGCAGTAGCAGAC

C/T GGGGCAGCAGCGACGATTGTGGACGGAAGTGACAGCAGGA

AACAGATCTGAAATTAATTCCAGCAAATATCCTATTGATATGC

AGCCTTTATGGCAGATC

Ca_LG_4:17668344 AATCCTCCCCCTTCAGACACGGACGTCGAAGCTGCTCAAAAG

GGATGTTGCAAGAGTTGCTTAAAGCCTGTGAGCAAATGTCTTT

CTCTATGGCGTGAGA

A/G GCAGAAGATGAGGGAGAGGGGGACAACGCATGATGAGCAG

CTTGCGATGTAGAAGGGGTGGAATCATCAAGGAACCCCCAA

GGACAGATTGGCAATGGCA

Ca_LG_4:19001574 TCAATTGATGAACTTGACATCTTCATTGTTGCAGCAATAGCAC

AATTATGAAGATCGGCCAAGGAAAAGAAATTCCGCTGCAAAG

AAGACGATAAAGAAG

G/C ATACTCTATTTCGCGGATGAAGTGGTGGAAGCGAAGGTGAA

GGTGACAGAGAGTTTGAACTGGAAAAAGAATCTTCACTTGTA

ATACTAGAGCTGCTATC

Ca_LG_4:19118319 TTTTCAGCCACAAAATATAAATTTTGTGAGGGGAAATGCCTCC

ACAAAAGACTGAAGTGACATGTCCATTTGTGGCTGCATAGGC

CGCCACAAAAGCAAC

C/G TGAACGTTACTAATTATATTTTTAATATTTTTTAAATTTAAACA

AACAACAGACTAAATGTACTTGGAAAAGAGAGCATGATGCC

GCAGTTTTGGCTTCA

Ca_LG_4:19189914 AATCTTGTATCAGTATACCAAATATGAGAAGTCTTTTTAATAAA

GGAAAATCATAGAAGGAGATAAAATGAAATGAAACCTTGCAG

CCCTTCCAGATGAG

G/A GTGAAGCAAATGATAACAGAAGCTTTAACCTTGATGGCCGC

GCGAACCTGTATGTTTCGGCAAAAAGAAGTTTACTTTCAAAT

ATATACTTCAATTAGTA

Ca_LG_4:19189926 GTATACCAAATATGAGAAGTCTTTTTAATAAAGGAAAATCATA

GAAGGAGATAAAATGAAATGAAACCTTGCAGCCCTTCCAGAT

GAGGTGAAGCAAATG

G/T ATAACAGAAGCTTTAACCTTGATGGCCGCGCGAACCTGTAT

GTTTCGGCAAAAAGAAGTTTACTTTCAAATATATACTTCAATT

AGTATATAGTTCTTTG

Ca_LG_4:19189932 CAAATATGAGAAGTCTTTTTAATAAAGGAAAATCATAGAAGGA

GATAAAATGAAATGAAACCTTGCAGCCCTTCCAGATGAGGTG

AAGCAAATGATAACA

A/C GAAGCTTTAACCTTGATGGCCGCGCGAACCTGTATGTTTCG

GCAAAAAGAAGTTTACTTTCAAATATATACTTCAATTAGTATA

TAGTTCTTTGAGCAAA

Ca_LG_4:19439625 TCTCTAATTATTGTTTATGCTTTCAAGATGATGACCCAAATGAT

TGATAGAGCAACTCTTCTTGATATTTTTGCTGCTAAGGAAATTT

CTGTATGTAAAA

A/G TGCTACAATTACGGCATGAAAGTTACCTTATAATAGTATTATT

GTTTGCTTAAAGTAAATTATAAAACTGATTAGGTAGCAGCTA

ACAATGATTATCCAT

Ca_LG_4:19439675 AGCAACTCTTCTTGATATTTTTGCTGCTAAGGAAATTTCTGTAT

GTAAAATGCTACAATTACGGCATGAAAGTTACCTTATAATAGT

ATTATTGTTTGCT

T/A TAAAGTAAATTATAAAACTGATTAGGTAGCAGCTAACAATGA

TTATCCATTGATATTTTTCCCTAGATATATTAATATTCAATTAT

CTAGCCCCTGCATT

Ca_LG_4:19697024 AATGTAAAGTTTGACTTTTTGTATGGTAGTAATAATAATATTCA

AGTTTTTCTTTATTTAATTTTTTGCTTTTGCAAATTGCAGCTATC

TACTAGAGTTT

T/A TTGGCAAAGGAAGGTTTTCTTGTTGTGGTGGTGCCTTACAAT

GTGACATTTGATCATTCTCAAGCTGCTAAACAAGTATATGAG

AGATTTCATACTTGTT

Ca_LG_4:19697065 TCAAGTTTTTCTTTATTTAATTTTTTGCTTTTGCAAATTGCAGCT

ATCTACTAGAGTTTTTGGCAAAGGAAGGTTTTCTTGTTGTGGT

GGTGCCTTACAA

A/G TGTGACATTTGATCATTCTCAAGCTGCTAAACAAGTATATGA

GAGATTTCATACTTGTTTGGATACAATCCTCACATATGGGTT

GCCTCAAGCCAATTTG

Ca_LG_4:19839598 ACTAGTCCCATTTGGCCTAGTTTCAGGTTGCAGCTGGTTGGT

GAAGTTGTCATGGGTACAAGACAAAATGACAAATATTTAATCC

AAGAAAAACAAAATG

G/A CTACACAATCTACCACTTATATTAATTCTCCCTTAGATGTCAA

CTTGGGTTTTGAACCTAGGCCAAATGGGTTAATGTTGGATTT

GGATTCAATTCACAC
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Ca_LG_4:19839602 GTCCCATTTGGCCTAGTTTCAGGTTGCAGCTGGTTGGTGAAG

TTGTCATGGGTACAAGACAAAATGACAAATATTTAATCCAAGA

AAAACAAAATGCTAC

C/A ACAATCTACCACTTATATTAATTCTCCCTTAGATGTCAACTTG

GGTTTTGAACCTAGGCCAAATGGGTTAATGTTGGATTTGGAT

TCAATTCACACCTAT

Ca_LG_4:19839612 GCCTAGTTTCAGGTTGCAGCTGGTTGGTGAAGTTGTCATGGG

TACAAGACAAAATGACAAATATTTAATCCAAGAAAAACAAAAT

GCTACACAATCTACC

C/G ACTTATATTAATTCTCCCTTAGATGTCAACTTGGGTTTTGAAC

CTAGGCCAAATGGGTTAATGTTGGATTTGGATTCAATTCACA

CCTATGACAAAGATT

Ca_LG_4:19989626 GCATTTACATAATAATTGATCTGAAATAGTCAGATTACACTCTT

GTATTTCATAGTTAGTGGTGATTGTAATGGGCCACGGGGTGG

TTCCAGGTGTTGAA

A/T GATCCATCTTATAGTTACGAGGATTATTGAGTAGTGTTAGTC

AGTGTTGAGGTTGCATCGTAGTAAATCGTGCTAGGATGTATT

GAGATTGCACCTTGGT

Ca_LG_4:19989638 TAATTGATCTGAAATAGTCAGATTACACTCTTGTATTTCATAGT

TAGTGGTGATTGTAATGGGCCACGGGGTGGTTCCAGGTGTTG

AAGATCCATCTTAT

T/G AGTTACGAGGATTATTGAGTAGTGTTAGTCAGTGTTGAGGTT

GCATCGTAGTAAATCGTGCTAGGATGTATTGAGATTGCACCT

TGGTAACTATAACTAG

Ca_LG_4:20556142 ATCCATGTACACCTTCATTGCAGCATCTTCTAAAGAATCCCTT

TGAAGGGGAAGTTTTAACCTGTCCTCGTACATCTTTGTTGCTA

TTGCATTTGCAGTG

G/A CTAGGGTTTCCAACTAACCCGTTCGTACCACCACCATTCAAG

AGATGAGCCCTATCCCTACCCTGCTGTTGCTGCTGCTGCTG

CTGTTGCTGCTGCTGCT

Ca_LG_4:21184381 ATTAAGGCACCTATGAATTTCAATTTTTTCTTTGGAAGGTTAAA

TGTAGATTTCATTTACTATAATTTGATAGATCTATATAAGCAGC

AGCTAAAGTAGT

T/C AAAAATAAGAGCTTGAATACTGCTTGTAAATAATCCAAGGAA

CATTACAGGTATAGGAATAGGAACTACTAATGGTACTAATGA

AACAAGAACAACTACT

Ca_LG_4:21216019 TAATGCTGCAGAGAACAACCCTTTTGTTCTCTTTACAACTAATA

AATACACTCGAAGCACAAAAACATCATTATCAAACCCTTTGTG

TAACAAAAAAAAA

A/C CCCTTTGTCTTTTTCTTTTCTTGTGTCCTCTAATTTGGATCTT

CTACATACTACTGTTGCATGGTGCAGCGAGATATAAAGCCAT

TTCATTTAGAGAGAA

Ca_LG_4:21216323 CATGCAACTATTTTACAACCCCTCTAATGTTGAAAAAAAAAATA

TTTAAAACCTCACTCATTTCTCTTTACAGCTAAATTATATATAC

ACAAAAATTGTC

C/T AAGGCAGTGGGGCAATAAAATAGGATCTTTGTCCCTTGGAG

CAGCTTTTTCACTTGGCATTTCCACTTCTTCTTTTAGCATCAA

TTGATCCTGAATGCTT

Ca_LG_4:21288798 CCCACCCCCACCTCCACCACCACCTCAACAAACCTCATCATC

TTCAATACCTCCTCCTCCTCTTCCTCCTCCAAGAAGTGTGAAC

AACTCTGCTGCTATG

G/C TCCGGTCCTCCTCCACCACCTCCACCACCACCTCAACAAAC

CTCATCATCTTCAATACCTCCTCCTCCTCTTCCTCCTCCAAG

AAATGTGAACAACTCTG

Ca_LG_4:21876826 AACCACCGTCTCTGTCTTCATCGGTATCTGAAAAGGCATGTAT

CTTCTCATTATCTTCATGTTTGCTGCTTAGATTGGAAGCTAAAA

TTTAAATTTAAAA

A/G GATGAAATTTTATTTTGTTTGTGTGGATGTTGATTTTGGTTGA

GATCATTTTAGTTGTGATAGTAAAGCTTAAAACTGGTTTTATT

TTCTATTGGATGCT

Ca_LG_4:21876993 GCTTAAAACTGGTTTTATTTTCTATTGGATGCTTAGCTTCAGAT

TTTCCAATTTGTGCCAAGATTGCTTTTTTTGTTGTTGATAGGCT

TTAGGAAAGCAC

C/T GCTTGCTTGCCAGCCTGTATGAATGGCTGCTGCCAGGCTGT

TCACGATACTTTTGATTTCCTATTAGTTGTTCACGATACTTTT

GCATTCCTATTAGCTA

Ca_LG_4:22125617 TTTTCCTTCCTTCGTCGCCCCTCCCCTCTTAGGTACAGCACCA

CCGCACCGCTGCTCCACTGCATAGCACCACCACACCGCTGCT

CCACTGCAATACTGT

T/C CGTACTGCTGCAACACACCGCACCGCTACATCATCACTGCA

TCGTTACAGCACCGCCGCTCCACTGCAACATTACTACAGATC

TTTGTTCTCGTTGTCTC
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Ca_LG_4:22293200 ATTTGGGTTATGCTTGAACAACTAGGAGCATCAGTGTCCTTTA

TAATTGATCTGGTCTTTGCGAGTGTAATAGGTTATGGAAGCAG

CTCAAGCTTCAACG

G/A TCATTACCAGGAACCATTCGTGGAGGCTACTCATTGCAAAAT

GTCAATCATATTGCACATCTTTCTGGTGCTCTTGTTGGTGTT

CTCTTGGTTTGGCTTC

Ca_LG_4:22399619 TGGAAGGTATGTGGGACTGATCCTAGCTAATGTGTTTGATTGT

GTTGGGGACTAGTCAGTAGTCGCTTCTATTCTTTGAATTGTTG

AATATCTTATGGTG

G/A TGTTCTTTTCTTGAATTGTTGCAGTTAAAAACATATTTAACAA

AAAGGGATAGTCAAAAGCTTGCTGCTGCTGTAAAACTTTATT

TATACAAGAAAGGAG

Ca_LG_4:22399637 GATCCTAGCTAATGTGTTTGATTGTGTTGGGGACTAGTCAGTA

GTCGCTTCTATTCTTTGAATTGTTGAATATCTTATGGTGTGTTC

TTTTCTTGAATTG

G/A TTGCAGTTAAAAACATATTTAACAAAAAGGGATAGTCAAAAG

CTTGCTGCTGCTGTAAAACTTTATTTATACAAGAAAGGAGTC

AGTGAGGAATGCCATG

Ca_LG_4:22716800 GTTGATGTAATTGTTAATAAATTATGACTTGAATATAACAATTT

CTTCTATCTTCAGTTGTTCGAAGAGCTGCAAAAACCGGTTTAG

AGGATGTCATTGC

C/T GCCAAGAGTCAATGCAGAAGTAGACAATGTCCTTGCTTTGCT

GCTGGACGTGAATGTGATCCAGATGTTTGTCGAAATTGTTG

GGTTAGGTAATGAACCA

Ca_LG_4:23453802 TACAAGTAGGAGTTTATCATCTAATCTTCTAACCTCTTTGACCA

AGCCATTAAGTAGAGTCAAAGCTTGTGAATATTCCTTAGTTTC

CATCAAAAGAGTA

A/G GCAAGCCTTGCCTCAACTCGCTGCCTAAGAAAGGTACGCTT

TTCATCGCGAGTCCATTGCACCATTTCTTTGCAGAGTGAAAT

TTGTAAATCAGATGTCC

Ca_LG_4:23575384 TGAAAAAGATATTTGGATTTTGTATCAGTTATTTTGAGACTGAA

AAATAAATTGTATAAAATGCAGCATTTAGAAGATATGAAGCAG

CAGGGTGGTTGAG

G/A AAAAATGGTTGGAGTTGTTGCCGCTAAAGATTTACCAGCAGA

GCCTTCTGAGGAAGAGTTTAGGCTTGGTTTGAGGAGTGGGA

TCATTCTTTGTAATGTT

Ca_LG_4:23575398 GGATTTTGTATCAGTTATTTTGAGACTGAAAAATAAATTGTATA

AAATGCAGCATTTAGAAGATATGAAGCAGCAGGGTGGTTGAG

AAAAATGGTTGGAG

G/C TTGTTGCCGCTAAAGATTTACCAGCAGAGCCTTCTGAGGAA

GAGTTTAGGCTTGGTTTGAGGAGTGGGATCATTCTTTGTAAT

GTTCTTAACAAGGTTCA

Ca_LG_4:23846243 TATACTATTTTTTGTTAATTTTCTATCTAATATTTTTAATGTCTTT

TTTATATACTTTGATTTAAAGTTGCAGCTCTGTTTTTTTTTTATT

ATTTAAAAT

T/A TTATTGTTGGTGTTTAATTTGAATTTTGCATAGAAGATACTTT

CAGATACTTTTGTTTTCATGTGAGTATTTGATAATTGACACCA

GTTCTATATTGTAT

Ca_LG_4:23846282 TGTCTTTTTTATATACTTTGATTTAAAGTTGCAGCTCTGTTTTTT

TTTTATTATTTAAAATTTATTGTTGGTGTTTAATTTGAATTTTGC

ATAGAAGATA

A/T CTTTCAGATACTTTTGTTTTCATGTGAGTATTTGATAATTGAC

ACCAGTTCTATATTGTATTTCTTTGTGCTTTGAGTGATTGACT

TGATAAACAGCCAT

Ca_LG_4:23846289 TTTATATACTTTGATTTAAAGTTGCAGCTCTGTTTTTTTTTTATT

ATTTAAAATTTATTGTTGGTGTTTAATTTGAATTTTGCATAGAA

GATACTTTCAG

G/A ATACTTTTGTTTTCATGTGAGTATTTGATAATTGACACCAGTT

CTATATTGTATTTCTTTGTGCTTTGAGTGATTGACTTGATAAA

CAGCCATGGTGTTC

Ca_LG_4:24384221 CACAGGAAGACCATTTATGGCATTGATGCTGCAAATATTCAAC

AACAAAAGCTAGTACCAGCAGCAGCACCACCACCACCACCGG

TTGCCTCCTCCTCCG

G/A CGTCCTCGTATCGGCGTGTCACAGGGCTCAAACACAAGGTC

CTATCAATCAGAGGGGAAAAGGAATTGATGGATGCACTTTTT

GTGGATGCTGGTGAGAT

Ca_LG_4:24393454 GTCCACATTTAAATGTCTTGTGAACAGCACCCAACTAGTTTCA

TCATCTAATAACTGCAGTTGGTGAACAAAGGTTGCATCTGCAG

CATGTTGTGCAACA

A/G TTTGCATTGCGAGTGGTAACAAGAATTCTGCTGCCCGTCGAT

GTATCGGGAATGGCCTCTTTCAAGGTATCCAAGTACACTTGA

GAAGTTTCTTTTATGC
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Ca_LG_4:24394311 GAACATCCAGAAATAGCGCATCCATCAATTCCTTTTCCCCTCT

TATTGATTGGATCTTCTCTTTGAGCCCAGTGACAGGTTGATAC

AAAGAGGCAGCTGG

G/T TTCCATCGCCTGTGCTGGTGCTGACGTAGCACCAGAACTGT

CAACAATGATTTCACTCTCTTGTATGCTGCTAATTGGGCCTT

CTAATAACGGTACAATT

Ca_LG_4:24394319 AGAAATAGCGCATCCATCAATTCCTTTTCCCCTCTTATTGATT

GGATCTTCTCTTTGAGCCCAGTGACAGGTTGATACAAAGAGG

CAGCTGGTTCCATCG

G/A CCTGTGCTGGTGCTGACGTAGCACCAGAACTGTCAACAATG

ATTTCACTCTCTTGTATGCTGCTAATTGGGCCTTCTAATAAC

GGTACAATTAGCTCTTG

Ca_LG_4:24394321 AAATAGCGCATCCATCAATTCCTTTTCCCCTCTTATTGATTGG

ATCTTCTCTTTGAGCCCAGTGACAGGTTGATACAAAGAGGCA

GCTGGTTCCATCGCC

C/T TGTGCTGGTGCTGACGTAGCACCAGAACTGTCAACAATGAT

TTCACTCTCTTGTATGCTGCTAATTGGGCCTTCTAATAACGG

TACAATTAGCTCTTGTT

Ca_LG_4:24762269 GATCCCAACTGGGGTTCCTACAATTCTCACCTCAAGTCCATCT

GATGGAAAATTTCTATCAGTTGAAGAGTTAATACAAGGCTGCT

ATGATTCAATACAG

G/C TTGCCACATGTTCCTGTTATGCAATCAGACACTGCTGCTGTA

CTTTACTCTTCAGGGACTACAGGAGTAAGTAAAGGCGTTGTT

TTGACACACTCAAACC

Ca_LG_4:24763278 GTATATGTGGATTGCTTGTGTCAGGTTGCTCCTGCAGAACTC

GAATCGGTGCTGCTAAGTCATCCCCTTATTGTTGATGCAGCA

GTTATACCGTGCGTTA

A/G CCCTCAGCGCAGTTTCACTCTTTTTTCATTATCTTTGACTTTC

TCATGTGAAAAGATATGTTGTAGGGTTGAAGATGAAGAAACT

GGGCAGATACCGATG

Ca_LG_4:24763287 GATTGCTTGTGTCAGGTTGCTCCTGCAGAACTCGAATCGGTG

CTGCTAAGTCATCCCCTTATTGTTGATGCAGCAGTTATACCGT

GCGTTACCCTCAGCG

G/A CAGTTTCACTCTTTTTTCATTATCTTTGACTTTCTCATGTGAA

AAGATATGTTGTAGGGTTGAAGATGAAGAAACTGGGCAGAT

ACCGATGGCGTATGTG

Ca_LG_4:24763309 CTGCAGAACTCGAATCGGTGCTGCTAAGTCATCCCCTTATTGT

TGATGCAGCAGTTATACCGTGCGTTACCCTCAGCGCAGTTTC

ACTCTTTTTTCATTA

A/C TCTTTGACTTTCTCATGTGAAAAGATATGTTGTAGGGTTGAA

GATGAAGAAACTGGGCAGATACCGATGGCGTATGTGGTGAG

AACAGCTGGTTCTGAAC

Ca_LG_4:24771099 AAATCCCGTGACTCACTATAAAGAGTCCAACATTCAGCAGCAT

CTGAGCATACGATATACCTGAACATCAGATAAATGCCGACCAT

TACGACTTCCACCA

A/G ACAATGTACAACTTTTCATCAACTACTGCTGCTGCATGCTAC

AAGGAAAGGACAATAAATGGAGTAAGAATCTGGCCCAAGGC

TAAGGAATGTTTTCAGC

Ca_LG_4:25101186 ATTGATCCTTAGGTTTTAGATTGAATTCATTAAAATTTGGTAAT

TTGACATGAGTTTGGAGAAACTGAGAGGATAAGAGAGCCTTA

CAAAATATGAAGTA

A/G GGTGCAAAACCAAATCCACCAAAGAATCCAAGAAGATCACC

AAAGAAAGGAAAAGTGACACCAAAGAATAATGTTAAAGCTGA

AAATATTTCAACAAACT

Ca_LG_4:25101189 GATCCTTAGGTTTTAGATTGAATTCATTAAAATTTGGTAATTTG

ACATGAGTTTGGAGAAACTGAGAGGATAAGAGAGCCTTACAA

AATATGAAGTAGGT

T/A GCAAAACCAAATCCACCAAAGAATCCAAGAAGATCACCAAA

GAAAGGAAAAGTGACACCAAAGAATAATGTTAAAGCTGAAAA

TATTTCAACAAACTTTA

Ca_LG_4:25101213 CATTAAAATTTGGTAATTTGACATGAGTTTGGAGAAACTGAGA

GGATAAGAGAGCCTTACAAAATATGAAGTAGGTGCAAAACCA

AATCCACCAAAGAAT

T/C CCAAGAAGATCACCAAAGAAAGGAAAAGTGACACCAAAGAA

TAATGTTAAAGCTGAAAATATTTCAACAAACTTTATTAGTAAC

ATAAAGAGTTCAAGAC

Ca_LG_4:25213894 GACTATGGCAGCCACTGCCTTTAAAAAATCAGGGAAAAATACT

GATAAAAAGGCAGCCTTATTATTAATCATTGGATTCACTGGTC

AACTAAAAGGATGG

G/A TGGGATAATATAGTTACTGAAGAAGAAAAAACTATGATATTA

ACAGCAGTTAAAGTAGATAATAATGGAATACCAATTCAGTAA

ATACCCTTTTATATGC



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_4:25396413 AGTAAACCAACTGCCAGAATAAACCAGCTGTCGCACCACAAC

TGGATGTTCGTGGTAAAAATAAAGCCGACAAACTTCAAAAATT

GGAGGGTAATAAAGC

C/T TGGCAAACTTCAAAAGTTGGAGGGTAATAAAGCTGCCAAAG

TTGTTGCTCAAAAACTGGATCGGGAAAAATCAGTTGCTGCTC

TTGCTCCTAAAATAAGT

Ca_LG_4:25396417 AACCAACTGCCAGAATAAACCAGCTGTCGCACCACAACTGGA

TGTTCGTGGTAAAAATAAAGCCGACAAACTTCAAAAATTGGAG

GGTAATAAAGCTGGC

C/A AAACTTCAAAAGTTGGAGGGTAATAAAGCTGCCAAAGTTGTT

GCTCAAAAACTGGATCGGGAAAAATCAGTTGCTGCTCTTGCT

CCTAAAATAAGTCAGC

Ca_LG_4:25845067 TCAACAGAGTTTAGTGAACCCTTTCTCTAAGAGGTTTATGTGG

GAAAACAGCTCTCCTCGAGGATTGACTTGGTCTTGCCAAGAT

GATGTGGTTTTAAAG

G/A GAGAAATACTGCGGTTTGCCATCAAAGGCTGGTTTGAAGCT

CCTAGTCACTCAAAAGTTTGTGATAGCAAGCAGCAACTAGCT

TGTTTAATCTTTTTTTT

Ca_LG_4:25845078 TAGTGAACCCTTTCTCTAAGAGGTTTATGTGGGAAAACAGCTC

TCCTCGAGGATTGACTTGGTCTTGCCAAGATGATGTGGTTTTA

AAGGAGAAATACTG

G/T CGGTTTGCCATCAAAGGCTGGTTTGAAGCTCCTAGTCACTCA

AAAGTTTGTGATAGCAAGCAGCAACTAGCTTGTTTAATCTTTT

TTTTAGGCAATACTA

Ca_LG_4:25845079 AGTGAACCCTTTCTCTAAGAGGTTTATGTGGGAAAACAGCTCT

CCTCGAGGATTGACTTGGTCTTGCCAAGATGATGTGGTTTTAA

AGGAGAAATACTGC

C/T GGTTTGCCATCAAAGGCTGGTTTGAAGCTCCTAGTCACTCAA

AAGTTTGTGATAGCAAGCAGCAACTAGCTTGTTTAATCTTTTT

TTTAGGCAATACTAG

Ca_LG_4:26741231 AGGAATTTGGATGAAATTGTCAAGCATGGGTGCAGAGACTAT

TGGACTGGGTGTAGAAACTGTTGGACTGGATGTAGAGGTTGT

TGGATTATGTGCAGAC

C/G GTTGCTGGACTGGGTTCTACAATAAGGGCAGGAAAGAGTGA

GGGACTTGGAATTGTTGGATTAAGAATGCAGCATGTGCCAA

CAGTGTGATGAGGAATAA

Ca_LG_4:26741236 TTTGGATGAAATTGTCAAGCATGGGTGCAGAGACTATTGGAC

TGGGTGTAGAAACTGTTGGACTGGATGTAGAGGTTGTTGGAT

TATGTGCAGACGTTGC

C/T TGGACTGGGTTCTACAATAAGGGCAGGAAAGAGTGAGGGAC

TTGGAATTGTTGGATTAAGAATGCAGCATGTGCCAACAGTGT

GATGAGGAATAAAGCTA

Ca_LG_4:26741254 GCATGGGTGCAGAGACTATTGGACTGGGTGTAGAAACTGTTG

GACTGGATGTAGAGGTTGTTGGATTATGTGCAGACGTTGCTG

GACTGGGTTCTACAAT

T/C AAGGGCAGGAAAGAGTGAGGGACTTGGAATTGTTGGATTAA

GAATGCAGCATGTGCCAACAGTGTGATGAGGAATAAAGCTA

GTGGCAACAACAGTATGA

Ca_LG_4:26741262 GCAGAGACTATTGGACTGGGTGTAGAAACTGTTGGACTGGAT

GTAGAGGTTGTTGGATTATGTGCAGACGTTGCTGGACTGGGT

TCTACAATAAGGGCAG

G/A GAAAGAGTGAGGGACTTGGAATTGTTGGATTAAGAATGCAG

CATGTGCCAACAGTGTGATGAGGAATAAAGCTAGTGGCAAC

AACAGTATGATGAGGAGA

Ca_LG_4:27089264 TTTATTTTATATATATATATATAATTACATAATTTATATCACATG

TAAAGAGCTGATTCATTCTTTAGTCTGTAAAGCAGCAGCAGCG

TTTTGGTCAATC

C/T GTAACGCTGAAAATAATTGTTTCTAATTCCATATGAAAGTATT

TTATGGCTTCTGCTATATTAGAAGTTCAAATGTAATTCCATTT

CATTGGTTTTTATG

Ca_LG_4:27577829 GTCCTTCATATTGAGATCATTTGATAGCATATCATCCCTTGGA

GACCTTTGCACATCGTCTTCATCTCTATGATGGGAATTGTTTT

CAGCAGCCGGTGTA

A/G TCTGTCTTCTCTCCCTTGATATTTCCAATAACCAAAATGTCAG

TATGACTATTACTTATAGACACAACTGGAGTAACATTATCACT

CCGCTCATATCCCA

Ca_LG_4:27630244 TGTAAGAGAGCTGCTAAACGACAGTAAAGAAGCCAGCTTTAC

TTTATTTTGTATAATATCTGCAAGTTATTGAGTTGTGTAAAAAT

GTTGATATTTCGCG

G/A CCGCGATAGCGGCAATATTTCTCACTATTGATAACATAGATT

AGAAAACAAAACATTTAATGCATTGACTACAATAAATGCAGC

CATTTTCGATAAATTT
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Ca_LG_4:27910434 GGAGGTGTTCTTGAGGGGAAGTCTTCATAATATAATGCTTGA

GGCATGTAGGAGAAAATGATCTCTGGTTTTTGTTGTGGTGAAA

TGCTGCTTACATGAG

G/A GAAGGATTGGACAGATTTTGTATAGTTTTAGGATACCTTTGT

TTTTCTATTCTCTTTTTGTAGAAGCCCCCTTTTTTCATGAATG

ATCATTTTTACTCAT

Ca_LG_4:27958812 TGTGGTTTCATGTTACGAGCACGTGCATCAGCACGCTCTTGC

AGCCTTCTAATCCTAGGCGCTAACCCACACACATAATCCTGC

GCCCTTTTCCCCTCAG

G/C TCGTCAATCCCTCCAGCTTCTCTAATCTCCACCGTTGGACCA

AAAACTCCAAAATATCAGCGTAATCATTTGCCGTGTAGACGC

CCGTACGCTGCGCCAC

Ca_LG_4:28020781 AGCTGAAAAAACTATCAAAATCACCATTCAATTTATATTTGTAT

TGAAGCATGATACTAGGTTAGAAAATGATTTCCAAAACAGAGA

TCACTACAAAAAG

G/T CTGCATGCACATTAATAACATTGTTCACCAATTAATTCAGAGT

ATTTCTCAGCAGCCACTACCAAAATTTGAGTATTTGATTTGTT

ATGGAACAGATGTA

Ca_LG_4:28021749 CCAATTGAAAGCACCAACACACCCCGAGTGCTTATGCTAAGC

ATGAATCTGTAACAACACATTCCTTCTACAAGCTGCCATAGAA

ACACCACCAGTCCGG

G/A TCCTTAAAGACACAACCCCACGTTGTCAGCCCCTCTTATCGC

ACCCAACATCCACTTGTGCAGTAAACTCGGCAGAAACAGAA

TTGGACAACAATCGGTT

Ca_LG_4:28021771 CCCGAGTGCTTATGCTAAGCATGAATCTGTAACAACACATTCC

TTCTACAAGCTGCCATAGAAACACCACCAGTCCGGTCCTTAAA

GACACAACCCCACG

G/A TTGTCAGCCCCTCTTATCGCACCCAACATCCACTTGTGCAGT

AAACTCGGCAGAAACAGAATTGGACAACAATCGGTTATGCT

GCAGAGTTTCAATCATT

Ca_LG_4:28021789 GCATGAATCTGTAACAACACATTCCTTCTACAAGCTGCCATAG

AAACACCACCAGTCCGGTCCTTAAAGACACAACCCCACGTTG

TCAGCCCCTCTTATC

C/G GCACCCAACATCCACTTGTGCAGTAAACTCGGCAGAAACAG

AATTGGACAACAATCGGTTATGCTGCAGAGTTTCAATCATTT

GTGTCCTCATATTGGCG

Ca_LG_4:28021797 CTGTAACAACACATTCCTTCTACAAGCTGCCATAGAAACACCA

CCAGTCCGGTCCTTAAAGACACAACCCCACGTTGTCAGCCCC

TCTTATCGCACCCAA

A/G CATCCACTTGTGCAGTAAACTCGGCAGAAACAGAATTGGAC

AACAATCGGTTATGCTGCAGAGTTTCAATCATTTGTGTCCTC

ATATTGGCGTGGTTGAT

Ca_LG_4:28021840 CCAGTCCGGTCCTTAAAGACACAACCCCACGTTGTCAGCCCC

TCTTATCGCACCCAACATCCACTTGTGCAGTAAACTCGGCAG

AAACAGAATTGGACAA

A/G CAATCGGTTATGCTGCAGAGTTTCAATCATTTGTGTCCTCAT

ATTGGCGTGGTTGATCTCTGAAATAAAGTTGCTTGCACTCCT

GGCTACCTCCATCGAG

Ca_LG_4:30847709 CTATGCTATTCTATTCTACGCTTCTCTCTTCGCTTCTTATCTTT

TTTCTCTTCTCTTCACGCTGCTGCTGCTGCACCAGTCCTCTTT

CTCTCTCTAATTT

T/C TCTCTCTCTTCCCCTTTCTTCGCGACCTCTTTTTGTGCTCCAA

TCTCATCTCCTTTCCGCTATTTCACTCTCTGCCAAACCCACT

CCAAATACTACTGGA

Ca_LG_4:31848829 CAGGTTATGTGTTCAAATTCAGGAAATATCCAATAGCATGGAG

CTCAAAAAAGCAGCATGTGATGTCACTTTCATCATGTGAGGTT

GAGTATAGTGCTGG

G/A CAGCTATGCAGCCTGCCAAACATTGTGGTTGGAGTCATTAA

CACCAGAGCTAAATATGGGAATTTGTAGGCCAATTCAATTGC

TGATTGACAATATTTCA

Ca_LG_4:32132436 AAAGCAAGTGTTGGGGTTCAAAGTTGGTGTTAAAGATTATAAA

TTGACTTAATATACTCTCGACTATGAAACCAAAGATACTAATAT

CTTGGCAGCATTC

C/T CGAGTAACTCCTCAACCTGGAGTCCCTCTTGAATAAGTAGAT

GTTGCGGTAGCCGAATCTTCCATTGGGACATGGACAACTGT

GTGGACCGATGGGCTTA

Ca_LG_4:32132463 TGTTAAAGATTATAAATTGACTTAATATACTCTCGACTATGAAA

CCAAAGATACTAATATCTTGGCAGCATTCCGAGTAACTCCTCA

ACCTGGAGTCCCT

T/G CTTGAATAAGTAGATGTTGCGGTAGCCGAATCTTCCATTGGG

ACATGGACAACTGTGTGGACCGATGGGCTTACCATTCTTGA

TCTTTATAAAGGAAGAT
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Ca_LG_4:32617421 AATAGAATTCACAGGTCCATGATGATAAATGAATTCTAGCATT

TTTAAATTTTTCAAATGAATTCTAGCATTATTCAGAGTTGTTTT

CAAGTAGCTGCGA

A/T TATCAAAATTAAAATGTCTGCACTATCTGTTATGACAATTTGG

TTTGTCATGACAATTTGGTTGTTCTAACGTATAATAGATGCAT

CTAATTAGTCAGCA

Ca_LG_4:32648363 TCGAAAAAGGTATGGTTTATTCTGCTAAATTTCTTTAACACATG

AAAATTAATATCATTTGTTGCATAAATTAGTTTGAGATTTATATT

GGAATTTATTA

A/C TGTTTTTTGGAGCAGCAAAGGGAGCACTATGAGCGTTTGTC

ACAGAGTCTTAAAGCAGCAGGGCAATGACTTTTTTTGTTTTT

TAATAGTATGTATCATT

Ca_LG_4:32934124 TCGGTATGGTTTCCACGCCCCATTCATGTTTTAGTCTTTGCAT

AATACATGAAGTTGCATGTTATTTTGTTGCTGCTAGCTTAGGG

AATATGATTATTCG

G/A GTGATGTGTTGTCTCAGTGGATTCTTATGTGTCCAATGTTTC

TGTGCTGCTTTCAGTATCGATTCTCCAATGTAGATTACAACA

TAACAAGCGGTAACCG

Ca_LG_4:33094489 CTTGTTTATCACCTAGAGATAGTAGCTAGGTGACACTGTGATG

TTCTGGGGACAACACTTTGGCACGGATGATAAAGCTGCACTA

TGGTATAATTATACC

C/A TTGGCATTAGGAAAATCAGTGGAGAAACAAGGCTGGATAGG

TGTGTTTATACTGAAATTGCAGCAGGCTGCAATATTGTGAAG

ATTTCACATGTATGATA

Ca_LG_4:33094497 TCACCTAGAGATAGTAGCTAGGTGACACTGTGATGTTCTGGG

GACAACACTTTGGCACGGATGATAAAGCTGCACTATGGTATA

ATTATACCTTGGCATT

T/A AGGAAAATCAGTGGAGAAACAAGGCTGGATAGGTGTGTTTA

TACTGAAATTGCAGCAGGCTGCAATATTGTGAAGATTTCACA

TGTATGATATGATCATT

Ca_LG_4:33094520 GACACTGTGATGTTCTGGGGACAACACTTTGGCACGGATGAT

AAAGCTGCACTATGGTATAATTATACCTTGGCATTAGGAAAAT

CAGTGGAGAAACAAG

G/A GCTGGATAGGTGTGTTTATACTGAAATTGCAGCAGGCTGCA

ATATTGTGAAGATTTCACATGTATGATATGATCATTACAACTT

AGTACACACAATGGCT

Ca_LG_4:33094526 GTGATGTTCTGGGGACAACACTTTGGCACGGATGATAAAGCT

GCACTATGGTATAATTATACCTTGGCATTAGGAAAATCAGTGG

AGAAACAAGGCTGGA

A/T TAGGTGTGTTTATACTGAAATTGCAGCAGGCTGCAATATTGT

GAAGATTTCACATGTATGATATGATCATTACAACTTAGTACAC

ACAATGGCTGCATTA

Ca_LG_4:33094541 CAACACTTTGGCACGGATGATAAAGCTGCACTATGGTATAATT

ATACCTTGGCATTAGGAAAATCAGTGGAGAAACAAGGCTGGA

TAGGTGTGTTTATAC

C/T TGAAATTGCAGCAGGCTGCAATATTGTGAAGATTTCACATGT

ATGATATGATCATTACAACTTAGTACACACAATGGCTGCATT

AGCCCAAATCAACTTG

Ca_LG_4:33094544 CACTTTGGCACGGATGATAAAGCTGCACTATGGTATAATTATA

CCTTGGCATTAGGAAAATCAGTGGAGAAACAAGGCTGGATAG

GTGTGTTTATACTGA

A/G AATTGCAGCAGGCTGCAATATTGTGAAGATTTCACATGTATG

ATATGATCATTACAACTTAGTACACACAATGGCTGCATTAGC

CCAAATCAACTTGTAT

Ca_LG_4:33328604 GGACAAACAAAAAGGAAAATGGAGCTGCTAGCCACCAATGAG

CAGTATCTCACGACTCAGTAACCATTAGAAACAACATGTCCAT

TTCAATAAATGTATT

T/A CTCTATTTTGAACATTGGAATGACTCACCAGGCCATGCAGCG

ATTCCAATATGTTGAAGAACTGGTTGAGTTGGAATTGTCCCA

TCAACATCAAGGACTA

Ca_LG_4:33414132 AAACCAAACTTTGTTAAAGATAAGGGTTAGTGAGAAAAACATG

GGTTGTGTCGCCTCTAAACTAGAGGAAGAAGAAGAAGTTGTA

GCTATCTGTAGAGAG

G/A AGGAAACGCCAGTTGAAACTAGCTGTGGAGAAAAGGTATGA

ACTTGCTGAAGCTCATTGCAAGTATTTTCATTCTTTGAATGCT

GTAGCTGCTTCCATTA

Ca_LG_4:33414141 TTTGTTAAAGATAAGGGTTAGTGAGAAAAACATGGGTTGTGTC

GCCTCTAAACTAGAGGAAGAAGAAGAAGTTGTAGCTATCTGT

AGAGAGAGGAAACGC

C/T CAGTTGAAACTAGCTGTGGAGAAAAGGTATGAACTTGCTGA

AGCTCATTGCAAGTATTTTCATTCTTTGAATGCTGTAGCTGCT

TCCATTAAGCTTTTTG
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Ca_LG_4:33414169 AACATGGGTTGTGTCGCCTCTAAACTAGAGGAAGAAGAAGAA

GTTGTAGCTATCTGTAGAGAGAGGAAACGCCAGTTGAAACTA

GCTGTGGAGAAAAGGT

T/A ATGAACTTGCTGAAGCTCATTGCAAGTATTTTCATTCTTTGAA

TGCTGTAGCTGCTTCCATTAAGCTTTTTGTTGCACGCCATTC

TTCACCTTCTTCACC

Ca_LG_4:33483504 TGTTTGCTCAAGTGTAGGTAAGTAAGGCAGTGAAGATATGTAT

ATATCTTGCATTGAGGGAATTTAATCCATTTTTGAATGTTCTTA

TTTGTTACCAACA

A/T CAAGCAACTTATTTGATAGAGTTGTTTATCTTACAAACTATAC

TTTTGCAGCCCTACATTCTCACAAGCCGGAATTGTTTTACTTT

TCAATAGTCTTGCA

Ca_LG_4:33517058 TGCCTTTTTTGCTTATACGTTCGACCAAATTTTTGACAAATTTA

ATTTGTTCCATTCTGACAGCAATATGAAGAGCTGTGTCTTTAT

CCATAGTTAAGGA

A/G AGTGCATATCCAATCAGGATGAGTTTTATCGTACGATGAAGC

TGTTTTCCACTCCCCTGTTGCTGCTGCCGTACAAATACGCTT

TTTATATGCTCCTGTG

Ca_LG_4:33517062 TTTTTTGCTTATACGTTCGACCAAATTTTTGACAAATTTAATTT

GTTCCATTCTGACAGCAATATGAAGAGCTGTGTCTTTATCCAT

AGTTAAGGAAGTG

G/A CATATCCAATCAGGATGAGTTTTATCGTACGATGAAGCTGTT

TTCCACTCCCCTGTTGCTGCTGCCGTACAAATACGCTTTTTA

TATGCTCCTGTGCACA

Ca_LG_4:33561629 AGACACGTGAGAGACAGTTGTTCCTGAAGCAGCTCCTAGGTA

AAGGACTTTAGCACCAGGTTTCTTTATAACACAAAAATAAATG

TCAACACAATATAAG

G/T TGGAAGACAATTTCAGTATAGTTGCATATGTAACATAAAAAT

GAAGCATCTTACAATCCATATGTTGTCAACACCACCAAGAAC

AGCAGCAGCCAACTTG

Ca_LG_4:33687949 TTACCTTGCCATGATATCTTTGTTCTCTCTTCAAGTGAATAGAA

ACAGCAGGAATGTCCTTAAGTAAAAGGCGTTCTGCAAGTAGC

TTCCCAATCTTTGA

A/C AGCTGCAGCTACATCCCGAGTAGTTTCCAAGTTTGATCTCAA

GGCTTTCTCTTGTGAGCTTGCAGAAGAGGCTACAGTAGCAG

TTGGGGTGTGGATCACT

Ca_LG_4:33718331 TCTACTCTCCTTAGGATAATTCTTTTCCCTATCCCTATCCCTCG

TATCCCTATGCTCATAATCAACTCTCATATCACCATCATCTACA

CCACTCCTGTCC

C/A GATGCAACCGGAAAAGCAGCAGCCGGAGGGGGCACGCCAA

TTCTCTCCGACCGCGCTTTCTGAGCCAAAGCCCTCAGCTCC

TGTTCCTTCCTTTCCTTCT

Ca_LG_4:33824284 ACAAAACTAGCCACACCCATTTTGTATAAAATCCAGAAAAAAA

ATATTGCATATATTATCATGTTTCATTGTTGCTGCAATCAAATC

TATTTAACAGCAC

C/G ACAAACTTTCTTAGCTTCAATACAGAATGCTTTCTAGCTAACA

GAGTTTTGGGGCGATCTCAAAGTAGCCCAACTGTGAACCAC

ATTCATTGTCCTCTGG

Ca_LG_4:33895688 TATTCTTACCTAATCAAATTCAAGATTTAGTCCCACAAGAAAGT

CATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGACTACTGA

ATCTACTGCACAA

A/G TGAATCTTTATCACTCTATAGTGGTCCAATTCCATCCAAAGAT

ACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTGCATCTA

CTGTTTTCACCTTC

Ca_LG_4:33895692 CTTACCTAATCAAATTCAAGATTTAGTCCCACAAGAAAGTCAT

AGACCTTATCTTTTTCGGTAAGCTCCTTCAAGACTACTGAATC

TACTGCACAATGAA

A/G TCTTTATCACTCTATAGTGGTCCAATTCCATCCAAAGATACTT

CAATTGCTTGGCATATTATGTTACCTTGCTTTGCATCTACTGT

TTTCACCTTCACAT

Ca_LG_4:33895725 AGAAAGTCATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGA

CTACTGAATCTACTGCACAATGAATCTTTATCACTCTATAGTG

GTCCAATTCCATCC

C/G AAAGATACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTG

CATCTACTGTTTTCACCTTCACATCATACACTTTGGCAACATA

TTTAGCCTTTGAAT

Ca_LG_4:33895726 GAAAGTCATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGAC

TACTGAATCTACTGCACAATGAATCTTTATCACTCTATAGTGGT

CCAATTCCATCCA

A/G AAGATACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTGC

ATCTACTGTTTTCACCTTCACATCATACACTTTGGCAACATAT

TTAGCCTTTGAATA
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Ca_LG_4:33895731 TCATAGACCTTATCTTTTTCGGTAAGCTCCTTCAAGACTACTG

AATCTACTGCACAATGAATCTTTATCACTCTATAGTGGTCCAAT

TCCATCCAAAGAT

T/G ACTTCAATTGCTTGGCATATTATGTTACCTTGCTTTGCATCTA

CTGTTTTCACCTTCACATCATACACTTTGGCAACATATTTAGC

CTTTGAATAGGTTT

Ca_LG_4:33895742 ATCTTTTTCGGTAAGCTCCTTCAAGACTACTGAATCTACTGCA

CAATGAATCTTTATCACTCTATAGTGGTCCAATTCCATCCAAA

GATACTTCAATTGC

C/G TTGGCATATTATGTTACCTTGCTTTGCATCTACTGTTTTCACC

TTCACATCATACACTTTGGCAACATATTTAGCCTTTGAATAGG

TTTGTTCCATTGCA

Ca_LG_4:34028631 TGGGCGACTTGCTGAGATTGTATTCCATGGTAAAAAAAAATAT

GTTGGATGAGTGGAGCGCTACTTGAGTGCACAATGGTTTGAG

GGGGTGACTCACATG

G/A GCTGGTGCAAGGTCTCAATGGCAGCCCTCGTCTATCGGGTT

TATAAAATGTTGATGATTCTTTCTCGTCAGTGTATAATAAGGC

GAGAAATTGACCTTTG

Ca_LG_4:34074437 AGCCCCAATAAATCCATGAGATATTATTTGCAAAATGACCCCG

TTGAGCCCAGTATCACTTATAGAACCAATTCCTATAATTATGA

AACCCATATGAGAG

G/T ACCGAGGAATAAGCTATTCTTTTTTTTAAATTGCGTTGACCAA

AAGCTGTTAAAGCGGCATAGATTATTTGAATAGAACCTACTA

TCATTAACCAGGGGC

Ca_LG_4:34074440 CCCAATAAATCCATGAGATATTATTTGCAAAATGACCCCGTTG

AGCCCAGTATCACTTATAGAACCAATTCCTATAATTATGAAAC

CCATATGAGAGACC

C/A GAGGAATAAGCTATTCTTTTTTTTAAATTGCGTTGACCAAAAG

CTGTTAAAGCGGCATAGATTATTTGAATAGAACCTACTATCA

TTAACCAGGGGCAAA

Ca_LG_4:34074449 TCCATGAGATATTATTTGCAAAATGACCCCGTTGAGCCCAGTA

TCACTTATAGAACCAATTCCTATAATTATGAAACCCATATGAGA

GACCGAGGAATAA

A/G GCTATTCTTTTTTTTAAATTGCGTTGACCAAAAGCTGTTAAAG

CGGCATAGATTATTTGAATAGAACCTACTATCATTAACCAGG

GGCAAAATATGGAAT

Ca_LG_4:34243730 GATATCTTGAAGAACTGAGGTTCGAGTGACCATATACTGGATA

TACCAAGTTTCAGCAAAACAGTGGGCTCCAGCATCTTGTATAT

CAAGAATTTTGCAT

T/C AGTGAAGTGGGGTTTACGTCCAAGTGTACACCCTTAAGTAC

AAAACTGAACCCAAGGCTTCCTTTACAGCCATTGCATGCAGC

ATAAAATGCCTTTACCA

Ca_LG_4:34243736 TTGAAGAACTGAGGTTCGAGTGACCATATACTGGATATACCAA

GTTTCAGCAAAACAGTGGGCTCCAGCATCTTGTATATCAAGAA

TTTTGCATAGTGAA

A/T GTGGGGTTTACGTCCAAGTGTACACCCTTAAGTACAAAACTG

AACCCAAGGCTTCCTTTACAGCCATTGCATGCAGCATAAAAT

GCCTTTACCAGTCTTG

Ca_LG_4:34243745 TGAGGTTCGAGTGACCATATACTGGATATACCAAGTTTCAGCA

AAACAGTGGGCTCCAGCATCTTGTATATCAAGAATTTTGCATA

GTGAAGTGGGGTTT

T/A ACGTCCAAGTGTACACCCTTAAGTACAAAACTGAACCCAAG

GCTTCCTTTACAGCCATTGCATGCAGCATAAAATGCCTTTAC

CAGTCTTGGGTATTGCG

Ca_LG_4:34596600 AATGGTACCTTGTCCTTGAAACCAAGTTCCCACAGCAACAGC

CCAATCTGCATAATTGGCAAAACCAACCAATTTTTCGCAAGAA

ATGAGTGGAAATGTA

A/T TTGAAACTGAGCGCAAGAAAAAGCAGCAACAGTTACAGTGT

CGGGGGAAGTTTGTGGAAAAATCACCAAAAGATGGTAAACA

CCTCGGAATGTGGCATAG

Ca_LG_4:34785904 CGCTATCGCGTCTCTCTAAAATTGCAGTCATGGTAAAATCTCG

GTTTATTTAAATTTAATTATCAGGGCAATAAGGGGCATGATGA

CTTGACGTCATCCT

T/C CACCTTCCTCCGGCTTATCACCGGCAGTCTGTTCAGGGTTC

CAAACTCAATGTTGGCAACTAAACACGAGGGTTTGACAGAT

GCGATAGTTCTCTTGTTA

Ca_LG_4:34906257 ACTTTCCACGATATGTGAAAAGAGAAAATTCTGAAAGTGATGT

TATCGTTGGTGTAATCAATTCTGGATTAACAAAGCATGTATAT

ATATTATCAGTCTA

A/C ACTTACATCAGTGTCAAATGATACTATATACTTTAAAAATGTA

ATTTCCATTGGATCATTACATGCTATGCAACATGGAGTGTTG

ACAATATTGGTAGCT
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Ca_LG_4:34906364 TCAGTGTCAAATGATACTATATACTTTAAAAATGTAATTTCCAT

TGGATCATTACATGCTATGCAACATGGAGTGTTGACAATATTG

GTAGCTGGAAACA

A/T CGGGTCCTTGTCCTTCAACCTTAGACAATTTTTCACCATGGG

CAATTGTTGTGGCGGCTAGCAGATTAGATAGAATTTTTCTCT

CTGCCTCTCATTTTTA

Ca_LG_4:34906373 AATGATACTATATACTTTAAAAATGTAATTTCCATTGGATCATT

ACATGCTATGCAACATGGAGTGTTGACAATATTGGTAGCTGG

AAACACGGGTCCTT

T/A GTCCTTCAACCTTAGACAATTTTTCACCATGGGCAATTGTTG

TGGCGGCTAGCAGATTAGATAGAATTTTTCTCTCTGCCTCTC

ATTTTTAGGTTTGTTA

Ca_LG_4:34906389 TTAAAAATGTAATTTCCATTGGATCATTACATGCTATGCAACAT

GGAGTGTTGACAATATTGGTAGCTGGAAACACGGGTCCTTGT

CCTTCAACCTTAGA

A/G CAATTTTTCACCATGGGCAATTGTTGTGGCGGCTAGCAGATT

AGATAGAATTTTTCTCTCTGCCTCTCATTTTTAGGTTTGTTAT

TTTTAATTAAACATT

Ca_LG_4:35013400 GACGACCAACCGAACAATGCCCCCTCTGCCCCGTTAACTATG

GACTTACTTGCTGTTCTTTCGACCTCTCCATCCGCACCTGCTC

AAAATGGCGGCAACG

G/A CATCCATGACTAGTGCGGACCAGATGAGAGAACAGCAATTC

ACTTCAGTCGTTGGAGAAAGAAGCAGCGGCAGTTCTCAGTC

TCCAAATGATGATTCAGA

Ca_LG_4:35080336 CTTAGATGATAAATGATGAGGGATGGTAATATTGTTACTTTCA

TGGTGATGATGTGCAGCCTCAAGTTGAAGTTAAGAGCTTTCCT

GCTGAACCTATTAA

A/T GCCCCTTGCTGCTAATCATTTGGGCACTTATCTAGCTGGTGG

AGCTTTGTCAGGTGACATATACTTGTGGGAGGTGAGTTTTCA

ATTTTCAGATTCATGC

Ca_LG_4:35491044 TTCACATTACAAAAACCATCAATTAAGAAAAGAACCATCACTA

CAAGAAAACAAGGATTTTGTGAGGGCCAAAAGCCCTCACAAA

GGGTAGAAAGCAGCT

T/C ACAAAGGGGGTATTTGTGGCGGCCTTAGGCAGCCACAAATA

CGCTGGTCACAAACGTTTGTGGCGGCCAACAATGAAGACAT

TGACGATGTTGCATATAG

Ca_LG_4:35496143 ATTTTGGTTGTTTCGTCTTTTCCAAATGAGTAAATTAGTAGACG

TTTTAAATTAGGCTCGCTTCGGGCAGCAGACGGTAAAGAGGG

AAAATGGTTAATTT

T/C GCGGCAGTAGCAGGAGTAAACGTTTCAGGCAAAGAGTTGTT

GGTTTTACATTGCAGCTTATTAGAGGTCTGTGGTCATTGTTA

GTAGTTGTTTGCAGGTT

Ca_LG_4:35496689 TATGATGGAATGAGAGTTTACTGTTTACCTTCATATGTTATCTG

GTGAGATAGATTGCAGAACTTCAATTCAGAGGATAATGTATTT

GGGCAGCTGCAAT

T/G GGAAAATTTGGGAAAATCAGGTTATACTTATAGACACATTCA

TGTACATAAATTTAGGAAAATCAGTTTCATTTTGAAAGAATAT

GCAGAAAGTTTATCT

Ca_LG_4:35586575 CAATAAAACCTAAATTGCAGCTGCAACTTAACTGTTTTCATTTA

CCCTTAAAAGGGTTAACGTTTAAAAATTACAAGTGTCTCCAAT

CATTGATTTTGTC

C/G TTCAAACAAATGAGAAAATGATTGATGAAATTATGCTTTGTTG

TTGGTTTGTAATTTGAGCAGTGCAAAATCTTCCATCGCAAGC

CACGGTTTATTAGCT

Ca_LG_4:35767834 TCTACCCATGACTGATAGGGCCAGTTACCCCAAAAGGGGTTA

TATCTGGCCACCAATGACAATGGCATTGGCCATTGTTTTGATT

TCTACTACTGTGGTT

T/C TCTGCTGCTGCAGATAGTTACCTTTACTCTTCTCCTCCACCT

CCTTATGAGTATAAGTCACCTCCACCTCCATCTCCTTCACCA

CCACCTCCTTATGTGT

Ca_LG_4:35835436 ATTTAAACAAGATTCCAACTTGATTAAAGTGATAAATATTTTAT

CACATTGATAAATTTTCCACCATATATTCAATTCTATTCTAAAT

GATGCTTGTTCC

C/T AATTTAAAAGATTTGTATTAAATTTCAATTGATTGAGTAAACA

TCACGACATCGGTTGGAGCGGTGGGCGGCGGCTAGTCAGA

GGCGGTAGTGTGAGAAC

Ca_LG_4:35835439 TAAACAAGATTCCAACTTGATTAAAGTGATAAATATTTTATCAC

ATTGATAAATTTTCCACCATATATTCAATTCTATTCTAAATGAT

GCTTGTTCCAAT

T/G TTAAAAGATTTGTATTAAATTTCAATTGATTGAGTAAACATCA

CGACATCGGTTGGAGCGGTGGGCGGCGGCTAGTCAGAGGC

GGTAGTGTGAGAACGAC
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Ca_LG_4:35835466 GATAAATATTTTATCACATTGATAAATTTTCCACCATATATTCA

ATTCTATTCTAAATGATGCTTGTTCCAATTTAAAAGATTTGTAT

TAAATTTCAATT

T/G GATTGAGTAAACATCACGACATCGGTTGGAGCGGTGGGCG

GCGGCTAGTCAGAGGCGGTAGTGTGAGAACGACGGCATCG

ACGGTGTCGCAACTAAGAGA

Ca_LG_4:35835468 TAAATATTTTATCACATTGATAAATTTTCCACCATATATTCAATT

CTATTCTAAATGATGCTTGTTCCAATTTAAAAGATTTGTATTAA

ATTTCAATTGA

A/T TTGAGTAAACATCACGACATCGGTTGGAGCGGTGGGCGGC

GGCTAGTCAGAGGCGGTAGTGTGAGAACGACGGCATCGAC

GGTGTCGCAACTAAGAGACG

Ca_LG_4:36145339 GTTCACTTTGCATGCTGTTGTGGTGTTATTCTTGGGTGTTGGA

TTGTTTGGTGTGTTGGCTAGTAACCGCAATTTGAGAGGCAGC

GAGGCGAAGGGACCG

G/T TTGCTGGCTGAAATTGAATCTACTGATATGAGGATATGTGAT

CTTTCTGAGCTGCAGATGGGGTGAAATGTGATTGGAAACAA

AGAAGGAAAGTTTGCAA

Ca_LG_4:36247123 CACCATCACCATCCTATAGCATAAATGAATTAAGTTAGAGAGG

CATAGGACAGATATTGTTTGCATTTTGTATCATATTGCAACAC

CACAAATTTGCACT

T/C TGATATTATTATTAAATAAACTCACATGAGCTGTTGGTTCTAC

TTTGCTAACAAGCATGTCAGGATTTGGACGATACTTTGATAC

ATCCTCACTCTTATT

Ca_LG_4:36822272 ACATGGGAGATGATCAAAAAAATATGAAGAAAAATAAAAGAAA

CATACTGAAATTGGAGCAGCACCACATTTCCACTTGTTTACAG

GATTCTTCAAGTTG

G/A GTTACAGTTGCCATATATCCATTCAAACCAGCAGCCAGTATA

TGGTAGCAGATGTGTCCAAGAACCTGCAATAATATCAACAAG

TTATAACAAGTGAAAA

Ca_LG_4:36822287 AAAAAAATATGAAGAAAAATAAAAGAAACATACTGAAATTGGA

GCAGCACCACATTTCCACTTGTTTACAGGATTCTTCAAGTTGG

TTACAGTTGCCATA

A/G TATCCATTCAAACCAGCAGCCAGTATATGGTAGCAGATGTGT

CCAAGAACCTGCAATAATATCAACAAGTTATAACAAGTGAAA

AATCGAACACTGATGC

Ca_LG_4:36824657 TTTCTGCAAGCTGTGCGGCATCTGTGTTAGATGTCACACCTG

AAATAAAATACCGTTTCAACATTAAGAAACACCTTTTGAAGAT

GTGAATATAACCATA

A/C CATGAAGATTCAGGAAGAAGTATACCTCCAATTATGACAAGT

CCATCAAGTTTCAAATCATTGCATGCGGCGAGTGCAGCATTA

ACTTGTTCTGTGGTTC

Ca_LG_4:36824673 GGCATCTGTGTTAGATGTCACACCTGAAATAAAATACCGTTTC

AACATTAAGAAACACCTTTTGAAGATGTGAATATAACCATACA

TGAAGATTCAGGAA

A/T GAAGTATACCTCCAATTATGACAAGTCCATCAAGTTTCAAAT

CATTGCATGCGGCGAGTGCAGCATTAACTTGTTCTGTGGTTC

TAATTTGATCTTTCGT

Ca_LG_4:37080038 TATGTGTCAAGCAAAAAAATATGGAGCATTAATCTTCTAAGTA

ACCAATTCAAATACTCCAAATATGGCTACATAGATGCAGCCTA

TGAAAGCAAGTTCG

G/A GCTAACATGATGTGTGAATCAAAAATGATGTTAGCCAAATTG

TTCGGCTAAGCAAGTTCGTCTAACTACAAAGATGCAGCCTAT

GAAAGCCAAATTGTGT

Ca_LG_4:37080098 AAATATGGCTACATAGATGCAGCCTATGAAAGCAAGTTCGGC

TAACATGATGTGTGAATCAAAAATGATGTTAGCCAAATTGTTC

GGCTAAGCAAGTTCG

G/A TCTAACTACAAAGATGCAGCCTATGAAAGCCAAATTGTGTTC

CATTTCCATATCATTATCAAGAACAGTACCACGCTAGTACCA

CTTACCTCATTCTAGA

Ca_LG_4:37323427 GACAACTCCTAGAAATTCTTATAAGATTGATGAACAACACCCT

GGATCTGATCTTGCTGCTGAAACTTCAGCTGCTTTGGCTGCT

GCTTCCATTGTTTTC

C/T AATTCCGTGAATCCCAAATATGCATCCAAATTGTTAACTCAC

GCTACACAAGTATGATTTATTTTTCTTTTTTTTTTGTCATACCT

CTATTATATGCAAA

Ca_LG_4:37323430 AACTCCTAGAAATTCTTATAAGATTGATGAACAACACCCTGGA

TCTGATCTTGCTGCTGAAACTTCAGCTGCTTTGGCTGCTGCTT

CCATTGTTTTCAAT

T/C TCCGTGAATCCCAAATATGCATCCAAATTGTTAACTCACGCT

ACACAAGTATGATTTATTTTTCTTTTTTTTTTGTCATACCTCTA

TTATATGCAAATTA
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Ca_LG_4:37323682 CTTAAAGAAATGCATCTAAATAGAAAATAGAAAGTTTTTTTTTG

TTAGGTGAAAATTTTTTATAATATTTTTGTTGCAGCTGTTTGAC

TTTGCAAACAAC

C/T TATCAAGGCTTATACCATAATAGTATCCCACCGGCAGCGAAA

ATATATTCCAGCAGTGGATATAAGGTAATCTACTTAATTGTAT

TTGAATTTACTAAAC

Ca_LG_4:37323692 TGCATCTAAATAGAAAATAGAAAGTTTTTTTTTGTTAGGTGAAA

ATTTTTTATAATATTTTTGTTGCAGCTGTTTGACTTTGCAAACA

ACTATCAAGGCT

T/A TATACCATAATAGTATCCCACCGGCAGCGAAAATATATTCCA

GCAGTGGATATAAGGTAATCTACTTAATTGTATTTGAATTTAC

TAAACAAAGAAAGTG

Ca_LG_4:37520959 TAAACCACCCGCACAACAAAATAAAGCCGACAAACCTAAAAAT

TGGAGGGTAATAAAGCTGGCAAACTACAAAAACTGGAGGGTA

ATAAAACTGCCAAAA

A/C TTGCAGCTAAAAAACTGGATCGGGGAAAATCAATCGCTGTT

GCTCCTAAAATAAGTCAGCCATGCCTTGCTAAATACGGGGC

GTGTCTTGACATCCAAGT

Ca_LG_4:37535970 ACACAAACCTTTTCACCCTCCTTCTCCTTTCATTCTCGGAAAA

CGGTTACGTTCTGAACAAGATGACGCCGTTTCCGTTGCTGCA

CCTACCGCTCCACCT

T/G GCTCTTTGGGCGCTTCCGTCAAGGCCTGACTTCGCTCAACT

TTGGAGCTTCGCCGCCGCCGCAGCACAACCTCCGTCGGAA

GTTCTTTCCATTTCTCCGC

Ca_LG_4:37825237 AGAAAAACTCACACCTTGGACGATGTCATTACGTCATTACGTC

ATCACCGTCGTTGCCTTGCTGCCACCGTCGCCACCGTGTTGT

CGCTGTCATCACCCG

G/A AGGTCATCCTAGACGTCGTCGTTGTCGCCTATGTCTCTACCA

TTGTCGTCTTCATTCTTTGTTCGTTTATCTTGTTTGCTGCCTG

GCCGCCTCGTTACCA

Ca_LG_4:37825261 GTCATTACGTCATTACGTCATCACCGTCGTTGCCTTGCTGCCA

CCGTCGCCACCGTGTTGTCGCTGTCATCACCCGAGGTCATCC

TAGACGTCGTCGTTG

G/A TCGCCTATGTCTCTACCATTGTCGTCTTCATTCTTTGTTCGTT

TATCTTGTTTGCTGCCTGGCCGCCTCGTTACCATGTTGGCC

GCCTCCTTTAATGTTG

Ca_LG_4:37825281 TCACCGTCGTTGCCTTGCTGCCACCGTCGCCACCGTGTTGTC

GCTGTCATCACCCGAGGTCATCCTAGACGTCGTCGTTGTCGC

CTATGTCTCTACCATT

T/C GTCGTCTTCATTCTTTGTTCGTTTATCTTGTTTGCTGCCTGGC

CGCCTCGTTACCATGTTGGCCGCCTCCTTTAATGTTGGCCG

CCTCCTTTCATTGTTG

Ca_LG_4:37825282 CACCGTCGTTGCCTTGCTGCCACCGTCGCCACCGTGTTGTCG

CTGTCATCACCCGAGGTCATCCTAGACGTCGTCGTTGTCGCC

TATGTCTCTACCATTG

G/A TCGTCTTCATTCTTTGTTCGTTTATCTTGTTTGCTGCCTGGCC

GCCTCGTTACCATGTTGGCCGCCTCCTTTAATGTTGGCCGC

CTCCTTTCATTGTTGG

Ca_LG_4:38127899 ATAACAAGGCCACAAAAGCAAAACTACTGCTGCGATTAGACT

GACATACCTAGAGAGATTTTACGAGATTCGTAAATTAATCATT

CAACTTTTGAACACC

C/T TTTTTGACACACTTACAAAACTTATAATAGACATTAACTGCAG

CCTTTATGTTTCTCCAATTCAAATTCGGAATTCCATATATTGT

GTGGTCAAACAGCA

Ca_LG_4:38127903 CAAGGCCACAAAAGCAAAACTACTGCTGCGATTAGACTGACA

TACCTAGAGAGATTTTACGAGATTCGTAAATTAATCATTCAACT

TTTGAACACCTTTT

T/G TGACACACTTACAAAACTTATAATAGACATTAACTGCAGCCTT

TATGTTTCTCCAATTCAAATTCGGAATTCCATATATTGTGTGG

TCAAACAGCAATTA

Ca_LG_4:38169653 ATCACACTTGATTTCGAAGGGGGTGGTCCACTTGGATGGCTG

AATGATGGGAGTGGAGGTCACTGTTGCCTTAAAGCAATTAAA

CGCCTTCTTGCATTTG

G/A TCATCAAAGGTTAAAGTGACATCTTTTTGCAGCAAATTTGAC

AGTGGAAAAGTTATCTTGTTGAAGTCTTTGATAAAGCGCCTG

TAAAAACTTGCTTGGC

Ca_LG_4:38288915 TCGCTATTTCACCCTAGCCTCACAAGAATGGGTCATTTAAACT

AATGTACTGTACTTCAATAAGATTAGCTTACCTCTTCAAAAGG

AGACTGAATTCCAG

G/A GAGGCGGTTTAGAATGTTCTTCAGTGTACACTGCAGCTTGG

CCTAATGCAGCTAAAAGAGTTTGCTCAGCATATCCAATTCGC

AACTTGGTCTAGAAAAC
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Ca_LG_4:39255601 TCAGAAGCACAAGAAGAATCTGAATAATCTTAGAGGAGAAAAT

CAGCAGCTACAAATTACCATTGAAAATCCTGAAGACGAGTGC

AATTCATTTGAGAAT

T/G CTAAATGGATATTTGAGGCAGCAGAAGTTGGAGTTAGAGGA

CAATTGCTCCCTTATGGGAGCCAGGTTGAGGGAATCAAGTG

AAAGGTTTGCTGATTGCT

Ca_LG_4:39255616 GAATCTGAATAATCTTAGAGGAGAAAATCAGCAGCTACAAATT

ACCATTGAAAATCCTGAAGACGAGTGCAATTCATTTGAGAATC

TAAATGGATATTTG

G/A AGGCAGCAGAAGTTGGAGTTAGAGGACAATTGCTCCCTTAT

GGGAGCCAGGTTGAGGGAATCAAGTGAAAGGTTTGCTGATT

GCTGTGGAAGAGTGGGAT

Ca_LG_4:39322609 CGGGGTGCTTACAGTTGCTGGGTTCCTTAATCTGGGAAAGGA

TGAAGTACTGCATCTTGCCGGTGAGCTTTGCGAAGAACTTCA

AGCGCTTGGCAAACCC

C/T GGTGAAGCTGCCAAAATTGCCCTGGAGTACTGTGGAGATGT

TAACTCTGGTGTGAATTTATTAATTTCTGCACGGGATTGGGA

AGAAGCTTTGAGGGTTG

Ca_LG_4:39336421 GATGGATTTTTTCAATCTAACAATCGTAGTTTTTGAAAGTAACT

ATTATAAGGGATTTGATCACAAGGAAGCCATCCATCCAATTCA

TCCATGTCTTTAT

T/C TGTTTCAAAGGAAGTATCAGAAATTTGCAGCAACTTGTCGTG

GTGTGATTGTGTTGAGCGAAAAAGTCCCACATCGCCCAAAA

CTATAAATAAATTGGCA

Ca_LG_4:39336462 ACTATTATAAGGGATTTGATCACAAGGAAGCCATCCATCCAAT

TCATCCATGTCTTTATTGTTTCAAAGGAAGTATCAGAAATTTGC

AGCAACTTGTCGT

T/C GGTGTGATTGTGTTGAGCGAAAAAGTCCCACATCGCCCAAA

ACTATAAATAAATTGGCAGAAACTCTTATTTAAGGTAGTGTCA

GAAATTGAGAAAAGCA

Ca_LG_4:39941711 TCAATAATCATGCACAGTATTAGCAAGTTGTCAAATGCCGTGT

ATAGTTTTAGTGTAATATTTATGTATAGTTTTTGTCTTCTATATG

TATCTTTTAATT

T/C AAATAATAAGAGTAGTTAATTTGCGATTAAAAATTAGACCAAC

TTTCTTAAATTCATATAATTTTGGTTTTTGTATGTTATTTATTT

AATTATTTATATA

Ca_LG_4:40124290 ATTACAATTTAAAACAATAAAGAAAACCCCTTTATGCTGTCTTG

CCAGCTGTTACATGCCTTGTTTGTTTTCCTTTTGCTGCACTAC

CTTGCTTTTGCTC

C/T TAGCTGCCTGCCTTATTTGATCTTTCTGTTGCTGCACTGCAT

TGAAGCACTATCATTGTGCCTGTTTTGTAACTAAAAAAAGAT

AGTCTTATAAGTCAGA

Ca_LG_4:40124294 CAATTTAAAACAATAAAGAAAACCCCTTTATGCTGTCTTGCCA

GCTGTTACATGCCTTGTTTGTTTTCCTTTTGCTGCACTACCTTG

CTTTTGCTCTAGC

C/A TGCCTGCCTTATTTGATCTTTCTGTTGCTGCACTGCATTGAA

GCACTATCATTGTGCCTGTTTTGTAACTAAAAAAAGATAGTCT

TATAAGTCAGAGAGA

Ca_LG_4:40124297 TTTAAAACAATAAAGAAAACCCCTTTATGCTGTCTTGCCAGCT

GTTACATGCCTTGTTTGTTTTCCTTTTGCTGCACTACCTTGCTT

TTGCTCTAGCTGC

C/T CTGCCTTATTTGATCTTTCTGTTGCTGCACTGCATTGAAGCA

CTATCATTGTGCCTGTTTTGTAACTAAAAAAAGATAGTCTTAT

AAGTCAGAGAGATGA

Ca_LG_4:40363080 GGTCTCAACCAGGAACGATTAATATAAACCAATTATCCCAACA

TTCATTTCAGCTTTTAGGCTATTTTTCAAATGTGCGGCTAAATC

GTTCAGTGGTACA

A/G GAGTCACATGCTGCAAAATACATTTCTAATCAAAATTGTTAG

AAAAAAACTAGATATAATAGTTTCAATTATTCCTCTAATTAGA

TCATTGGCTAAAGGG

Ca_LG_4:40612505 ACAACGTATTAACGCCCAATTAAGGCCTTCAAAGAATGGATGT

TGTTTAATCTCCGCAGCGCCTTTCAATGTACCCAAACGGTTTT

CAGGCTCTTTAACT

T/C AACAATCCTTTAATTAGATCCCTCGCTTGGAAACTAACAAAT

GGGCTATCAGGGAATCTGAGATTTTGCAACACAACGTTGGC

TAACGTTTCTTCATTGT

Ca_LG_4:40612511 TATTAACGCCCAATTAAGGCCTTCAAAGAATGGATGTTGTTTA

ATCTCCGCAGCGCCTTTCAATGTACCCAAACGGTTTTCAGGCT

CTTTAACTAACAAT

T/C CCTTTAATTAGATCCCTCGCTTGGAAACTAACAAATGGGCTA

TCAGGGAATCTGAGATTTTGCAACACAACGTTGGCTAACGTT

TCTTCATTGTTAGAAC



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_4:40612515 AACGCCCAATTAAGGCCTTCAAAGAATGGATGTTGTTTAATCT

CCGCAGCGCCTTTCAATGTACCCAAACGGTTTTCAGGCTCTTT

AACTAACAATCCTT

T/C TAATTAGATCCCTCGCTTGGAAACTAACAAATGGGCTATCAG

GGAATCTGAGATTTTGCAACACAACGTTGGCTAACGTTTCTT

CATTGTTAGAACCTTT

Ca_LG_4:40612520 CCAATTAAGGCCTTCAAAGAATGGATGTTGTTTAATCTCCGCA

GCGCCTTTCAATGTACCCAAACGGTTTTCAGGCTCTTTAACTA

ACAATCCTTTAATT

T/C AGATCCCTCGCTTGGAAACTAACAAATGGGCTATCAGGGAA

TCTGAGATTTTGCAACACAACGTTGGCTAACGTTTCTTCATT

GTTAGAACCTTTGAAGG

Ca_LG_4:40612529 GCCTTCAAAGAATGGATGTTGTTTAATCTCCGCAGCGCCTTTC

AATGTACCCAAACGGTTTTCAGGCTCTTTAACTAACAATCCTT

TAATTAGATCCCTC

C/A GCTTGGAAACTAACAAATGGGCTATCAGGGAATCTGAGATTT

TGCAACACAACGTTGGCTAACGTTTCTTCATTGTTAGAACCT

TTGAAGGGTGTTCTAC

Ca_LG_4:40612534 CAAAGAATGGATGTTGTTTAATCTCCGCAGCGCCTTTCAATGT

ACCCAAACGGTTTTCAGGCTCTTTAACTAACAATCCTTTAATTA

GATCCCTCGCTTG

G/C GAAACTAACAAATGGGCTATCAGGGAATCTGAGATTTTGCAA

CACAACGTTGGCTAACGTTTCTTCATTGTTAGAACCTTTGAA

GGGTGTTCTACCATAT

Ca_LG_4:40612551 TTAATCTCCGCAGCGCCTTTCAATGTACCCAAACGGTTTTCAG

GCTCTTTAACTAACAATCCTTTAATTAGATCCCTCGCTTGGAA

ACTAACAAATGGGC

C/T TATCAGGGAATCTGAGATTTTGCAACACAACGTTGGCTAACG

TTTCTTCATTGTTAGAACCTTTGAAGGGTGTTCTACCATATAA

AAGCTCATAAAGGAA

Ca_LG_4:40612552 TAATCTCCGCAGCGCCTTTCAATGTACCCAAACGGTTTTCAGG

CTCTTTAACTAACAATCCTTTAATTAGATCCCTCGCTTGGAAAC

TAACAAATGGGCT

T/C ATCAGGGAATCTGAGATTTTGCAACACAACGTTGGCTAACGT

TTCTTCATTGTTAGAACCTTTGAAGGGTGTTCTACCATATAAA

AGCTCATAAAGGAAA

Ca_LG_4:41204559 GTTACTCGCTGCTGCGGTTGAGATCGTGATTCTTGATTTGTTT

TTGGGTTGTCCTTGCTTGAGCGTGTTACTCGTTGCTGCTGCTT

GGTCGATTGTCATC

C/T GTGAGCGTCTTACTTGTTTCTGCGTTGCTGCTCCTGCTCTGT

TTCTGCGTTGCTGCTCCTGCTCTGTTTTTGTGTTGCTGCTCC

TGCTCTGTTTCTGTAC

Ca_LG_4:42064694 CCTCACAAATGTTTAAAAATTTAGGTAGATTTTGTGGCTGCAT

AAGCCCTCACAAAATCACAACAAAATCACAACGTTGTGATTTT

GTAAGGGCTTAGGA

A/C AGCCACAAAATCCACCTAAATTTTTAAGATTTTTGTGAGGGC

TTTTACAGCCACAAAATCTAAATTTTGTGAGGGTAAAGGCTG

CCATAAATGCCTGAAG

Ca_LG_4:42064902 CACTTTGTGGTTGCAAATGCCGCCACAAAAGCCTGAGCCTTT

GCATTTTGTTGCTGCAAAGGCCGCCACAAAAGAATAAAATTAC

GTGGCATTTTTTGGT

T/C CGCCCAGGCCGCCACAAAGTTTTATACCTGTTACATTTTGTG

GCTGCTTTGACCGCCACAAAGGATCAACCAAATCCTATATAT

ATTACTCCACTCCTCT

Ca_LG_4:42080626 ACCTCACAATTATGTAAGTTAATAGATCATATATTAATTCTCTT

TCTCTAAAAATATAGAAAAAAGGGGTTTGTGCACCAATATCTG

CCATAAAAGGTCT

T/C CAGCCATAGTAGATAAGAAGCTATATGACTTAACTCCAACAT

AATTATTCGTATATAGCTGGCTGTTTTAGGTACTTGAATATTT

CCCAATTGTTCTGGT

Ca_LG_4:43193173 ACTTGGCTATTACCTGAATGATGACTTTCCACTGTCTCCAAAT

GCTATAAGAAATTAAAATATGTCTATGGTCAATTAATTTGTTCT

TTGTTAATGTCTA

A/G TAAAAGATAAAACTAGTTTATAATTTACCATGTGATTGGAGCA

TGTGACATTAGCACCACTATTGTGTTTTCTTTGTCCCACCTTT

AATTTTTTCTGCAT

Ca_LG_4:43193220 TAAGAAATTAAAATATGTCTATGGTCAATTAATTTGTTCTTTGT

TAATGTCTATAAAAGATAAAACTAGTTTATAATTTACCATGTGA

TTGGAGCATGTG

G/T ACATTAGCACCACTATTGTGTTTTCTTTGTCCCACCTTTAATT

TTTTCTGCATATAAAACAACATGTCAGTATTCATCCGAGTAC

GTATAAATGATATAT
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Ca_LG_4:43193229 AAAATATGTCTATGGTCAATTAATTTGTTCTTTGTTAATGTCTA

TAAAAGATAAAACTAGTTTATAATTTACCATGTGATTGGAGCAT

GTGACATTAGCA

A/T CCACTATTGTGTTTTCTTTGTCCCACCTTTAATTTTTTCTGCA

TATAAAACAACATGTCAGTATTCATCCGAGTACGTATAAATG

ATATATTGTGCTTGA

Ca_LG_4:43215941 TATGTATATAGATATAAATAAAATAATACCAGGAGTTAGCTCTA

ATACAAGGAGTATCGCATAGGAGCCGCATTCCAATTTCAGCA

AAATTAGGATTTGC

C/T AATTCCATTAGCCGCATTCCAAATTCAATTGCAGCCGCATTC

CAAATTCACTTCCAATTTCATCAGATTCCCATTTGGATCCAAT

TTCCAATTCCAATCA

Ca_LG_4:43215945 TATATAGATATAAATAAAATAATACCAGGAGTTAGCTCTAATAC

AAGGAGTATCGCATAGGAGCCGCATTCCAATTTCAGCAAAATT

AGGATTTGCAATT

T/C CCATTAGCCGCATTCCAAATTCAATTGCAGCCGCATTCCAAA

TTCACTTCCAATTTCATCAGATTCCCATTTGGATCCAATTTCC

AATTCCAATCACAAT

Ca_LG_4:43215955 TAAATAAAATAATACCAGGAGTTAGCTCTAATACAAGGAGTAT

CGCATAGGAGCCGCATTCCAATTTCAGCAAAATTAGGATTTGC

AATTCCATTAGCCG

G/A CATTCCAAATTCAATTGCAGCCGCATTCCAAATTCACTTCCA

ATTTCATCAGATTCCCATTTGGATCCAATTTCCAATTCCAATC

ACAATTCCAATTCCA

Ca_LG_4:43384229 GAAAATATGAAGAGATGCAGCCCAATACAAATCAATGCCAAA

CACTCAAAATTGATGATCTTCCCAATACCTTTAATGGCCTTAA

GACTGATTGATCCTC

C/G GTCAGGAGCAAATCAAAGGTGTGGTAGCTGCAAAGACTCCA

ACGATCACGCTAGTTATGGATTCAAAATAGTTTTAGTAACGA

AGAGAACATACCTTAGA

Ca_LG_4:43467673 AATGACGCTCCAAGAGTCAATGTCAATAGGGACGACCAAATG

GCGGAAGCTATGAATAATATGGCTGCTTCTTTTGCTGCACGG

ACTGCTGCAAAGACTT

T/C TGCGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGAT

GAGTCAAGAGGATTGGAAGATTTTCGCCGTTATAATCCTCTC

AAGTTTAAGAGTGATGA

Ca_LG_4:43467674 ATGACGCTCCAAGAGTCAATGTCAATAGGGACGACCAAATGG

CGGAAGCTATGAATAATATGGCTGCTTCTTTTGCTGCACGGA

CTGCTGCAAAGACTTT

T/A GCGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGAT

GAGTCAAGAGGATTGGAAGATTTTCGCCGTTATAATCCTCTC

AAGTTTAAGAGTGATGAG

Ca_LG_4:43467675 TGACGCTCCAAGAGTCAATGTCAATAGGGACGACCAAATGGC

GGAAGCTATGAATAATATGGCTGCTTCTTTTGCTGCACGGACT

GCTGCAAAGACTTTG

G/A CGGGATCTAGAAAAGAGGGAAAGAGAGATCCGTGCTGATGA

GTCAAGAGGATTGGAAGATTTTCGCCGTTATAATCCTCTCAA

GTTTAAGAGTGATGAGA

Ca_LG_4:43467691 AATGTCAATAGGGACGACCAAATGGCGGAAGCTATGAATAAT

ATGGCTGCTTCTTTTGCTGCACGGACTGCTGCAAAGACTTTG

CGGGATCTAGAAAAGA

A/G GGGAAAGAGAGATCCGTGCTGATGAGTCAAGAGGATTGGAA

GATTTTCGCCGTTATAATCCTCTCAAGTTTAAGAGTGATGAG

AATTCAGAGAAAGCGGA

Ca_LG_4:43478844 CACTTGAGATGAAAGCAACTAAAACTGCTATGCTAGAAAGTGA

GACAGCCAAAACCCTTGTTCTTCCAATTGCAGCAGATAAGCG

GAAAAGGGATAGAGT

T/C CATTTGATTCACACAGAAGAATGCCAATAGTTGACGGAAAAA

CCTGTAATAGAAATTTGTATATATAATTAAACAAAATTTACAA

CTCAAAAACCTCATG

Ca_LG_4:43497433 TGATGGTCTAACTACAGCAGCGGGAGGATTAGAAGGGATATA

TGATTGGAGCAGCAACAACAAATTTTAAAAGAATTGCGGATGC

CATAAGAATAAGATA

A/G AAACAAAAATTAATGGTTGGGTGGAGCTGCAGCTGCCATCA

CCTATCACTTACACATATGCACAAGATCCCTTAGAAAAGTTTT

ATCCCGATGATGGTGA

Ca_LG_4:43522145 GAGCAAGGCATGTCTGACTTCTTTTAGGAGCAGGAGCAGCAA

CTGATTTTCCCCGATCCAGTTTTTGAGCAGCAACTTTGGCAGC

TTTATTACCCTCCAT

T/G CTTTTGAAGTTTTCCAGCTTTATTACCCTCCAATTTTTGAAGT

TTTCCGACTTTATTTTTACCACGAACATCCAGTTGTGGTGCG

GCAGTTGGTTTATTC
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Ca_LG_4:44270158 GCATCCACGAAAATCCCGCATGGGGTGTGGATGGTTTCGATC

CTTTTGTTCCAGGGGGGATGGCCTCTCATCATATTGCAGCAG

GGACATTGGGCATATA

A/T AGCGGGCCTTTTCCATCTTAGTGTACGTCCACCTCAACGTTT

ATACAAAGGGTTGCGGATGGGAAATATTGAAACCGTCCTTTC

CAGTAGTATCACGGTT

Ca_LG_4:44273943 ACCAATCTTGTGCATCCACGTAAATCCCGCATGGGGTGTGGA

TGGTTTCGATCCTTTTGTTCCAGGGGGGATGGCCTCTCATCAT

ATTGCAGCAGGGACG

G/A TTAGGCATATTAGCGGGCCTTTTCCATCTTAGTGTACGTCCA

CCTCAACGTTTATACAAAGGGTTGCGTATGGGAAATATTGAA

ACCGTCCTTTCCAGTA

Ca_LG_4:44274053 TAGCGGGCCTTTTCCATCTTAGTGTACGTCCACCTCAACGTTT

ATACAAAGGGTTGCGTATGGGAAATATTGAAACCGTCCTTTCC

AGTAGTATCGCGGT

T/C TGTATTTTTTGCAGCTTTTGTTGTTGCTGGAACTATGTGGTAT

GTTTCAGCAACTACCCCGATTGAATTATTTGGTCCTACTCGT

TATCAATGGGATCAG

Ca_LG_4:44389271 ATGAAGCCTCAAGGAGTCACAGAAGACCACATTAAGCTGAGA

GTCTTCCCATTTTCACTCCAAGATGCTGCCAAGGACTGGTTAT

ACTACCTTCAACCGG

G/T GTTTTGTTACAAGTTGGAATGATCTCAAGATATTGTTTCTAGA

AAAATTCTTCCCTGCCTCAAGTGTTGCTTCAATCAGAAAAGA

AATATGTGGCATCAG

Ca_LG_4:44389292 GAAGACCACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAG

ATGCTGCCAAGGACTGGTTATACTACCTTCAACCGGGTTTTGT

TACAAGTTGGAATG

G/C ATCTCAAGATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAG

TGTTGCTTCAATCAGAAAAGAAATATGTGGCATCAGGCAGAT

TGACAGGGAATCATT

Ca_LG_4:44389293 AAGACCACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAGA

TGCTGCCAAGGACTGGTTATACTACCTTCAACCGGGTTTTGTT

ACAAGTTGGAATGA

A/G TCTCAAGATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAGT

GTTGCTTCAATCAGAAAAGAAATATGTGGCATCAGGCAGATT

GACAGGGAATCATTA

Ca_LG_4:44389299 ACATTAAGCTGAGAGTCTTCCCATTTTCACTCCAAGATGCTGC

CAAGGACTGGTTATACTACCTTCAACCGGGTTTTGTTACAAGT

TGGAATGATCTCAA

A/T GATATTGTTTCTAGAAAAATTCTTCCCTGCCTCAAGTGTTGCT

TCAATCAGAAAAGAAATATGTGGCATCAGGCAGATTGACAG

GGAATCATTACATGAG

Ca_LG_4:44389329 TCCAAGATGCTGCCAAGGACTGGTTATACTACCTTCAACCGG

GTTTTGTTACAAGTTGGAATGATCTCAAGATATTGTTTCTAGAA

AAATTCTTCCCTGC

C/T CTCAAGTGTTGCTTCAATCAGAAAAGAAATATGTGGCATCAG

GCAGATTGACAGGGAATCATTACATGAGTATTGAGAGAGATT

CAAGAAATTAGTGTCA

Ca_LG_4:44881279 TGTAAGAGCTCAACGGGGTATGGGGTAGAGATTGTGTTCTTA

GGGGGGAGGATTTTCAGCTGATCTACCTTATGGTTGGATAGA

TAAATGTTTTGATTTA

A/C TGCAATTATTTTTTAACAAGGGTTATTGAATATAAAAAACTTA

TTACACGAAACCCTATTTTCTTAGAACAGGTTGAGGGAGTAG

GTATTATTGGTAGAG

Ca_LG_4:44881313 TGTTCTTAGGGGGGAGGATTTTCAGCTGATCTACCTTATGGTT

GGATAGATAAATGTTTTGATTTATGCAATTATTTTTTAACAAGG

GTTATTGAATATA

A/C AAAAACTTATTACACGAAACCCTATTTTCTTAGAACAGGTTGA

GGGAGTAGGTATTATTGGTAGAGATGAAGTAATAAATTGGG

GCTTATCAGGATCGAT

Ca_LG_4:44881327 AGGATTTTCAGCTGATCTACCTTATGGTTGGATAGATAAATGT

TTTGATTTATGCAATTATTTTTTAACAAGGGTTATTGAATATAA

AAAACTTATTACA

A/G CGAAACCCTATTTTCTTAGAACAGGTTGAGGGAGTAGGTATT

ATTGGTAGAGATGAAGTAATAAATTGGGGCTTATCAGGATCG

ATGCTTCGAGCTTCTG

Ca_LG_4:45153049 GTGATGACATTAAAGAGATATGCTTTGTATTGGATGGAAGTAA

TGAATAATTTTTTGCACCATTTCTTAGTTGATAACTAATCCTTA

AGATATTTAAGTT

T/A AATTTTTTATTTTATGTGGATTTACATGGGATTTTATTTTTTGC

TGCAAATGTCTAAGGAATTACATGGAGGTAATATTCTGCAGG

AAAAATCCGCAACA
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Ca_LG_4:45153056 CATTAAAGAGATATGCTTTGTATTGGATGGAAGTAATGAATAA

TTTTTTGCACCATTTCTTAGTTGATAACTAATCCTTAAGATATT

TAAGTTAATTTTT

T/G TATTTTATGTGGATTTACATGGGATTTTATTTTTTGCTGCAAA

TGTCTAAGGAATTACATGGAGGTAATATTCTGCAGGAAAAAT

CCGCAACAAAGGTTA

Ca_LG_4:45153078 TTGGATGGAAGTAATGAATAATTTTTTGCACCATTTCTTAGTTG

ATAACTAATCCTTAAGATATTTAAGTTAATTTTTTATTTTATGTG

GATTTACATGG

G/C GATTTTATTTTTTGCTGCAAATGTCTAAGGAATTACATGGAG

GTAATATTCTGCAGGAAAAATCCGCAACAAAGGTTATGTTTG

TCCGATCTTTGGGAAA

Ca_LG_4:45741886 TCCACCTTCGGCACTCAACTGCGGTGCTGGCTGGCGGGTACT

ATGTCATTATTTCACAGTACATGTATAAGTGCATTTATTTCATG

AAAATTAGAATCAT

T/C GTGTTGAAGTTTGATGATTTCAGGGTATTGGGACTCTTTTAG

ATGGCTCTTTTGGCACGACAACTGGATCCACTGCATCAGTAT

ACGTTTTGCTGCACTT

Ca_LG_4:45741928 ATGTCATTATTTCACAGTACATGTATAAGTGCATTTATTTCATG

AAAATTAGAATCATGTGTTGAAGTTTGATGATTTCAGGGTATT

GGGACTCTTTTAG

G/T ATGGCTCTTTTGGCACGACAACTGGATCCACTGCATCAGTAT

ACGTTTTGCTGCACTTTTTATTGTCATTAAATTTGTTTGACCT

TGGAGAATTTTATCA

Ca_LG_4:45741958 GCATTTATTTCATGAAAATTAGAATCATGTGTTGAAGTTTGATG

ATTTCAGGGTATTGGGACTCTTTTAGATGGCTCTTTTGGCACG

ACAACTGGATCCA

A/G CTGCATCAGTATACGTTTTGCTGCACTTTTTATTGTCATTAAA

TTTGTTTGACCTTGGAGAATTTTATCATTTATTATCTCATGTT

GAGTATATTAAATA

Ca_LG_4:46585492 GCCAAGTTCCCATTCCCCATGGGCAAAATGGCACTTGTCACC

AAATTTGCAGCCTTCAGCAGAATTAAACTTGTTACATATGCGG

CTTTTAACAGCAGAC

C/A GGTGCAGAACCATTGTTAGCGACTGGGGGCGGTGCGACAA

CATTTCTGGATAATTGAGGTGCAGCAGAAGATTTTAGATTCA

TCATCTGGGCAACAGCAT

Ca_LG_4:47085638 TTTTGAATCTTTATTTATCAACTATCAATCTATGTGCATTGTTAT

CTTTCAGAATTTTGTTGGATAAATCCGGGGCAACTATTGTGGT

TGTTTTGTCAAG

G/A GGGATGCATGCTCAAACTAATTTTCTCTAACCTTGAATATTTT

GAATCTTGGATGTGCTTAATTGTGTTGTAGGACCTAATAACA

ACCCAACATAAAGCA

Ca_LG_4:47085643 AATCTTTATTTATCAACTATCAATCTATGTGCATTGTTATCTTTC

AGAATTTTGTTGGATAAATCCGGGGCAACTATTGTGGTTGTTT

TGTCAAGGGGAT

T/A GCATGCTCAAACTAATTTTCTCTAACCTTGAATATTTTGAATC

TTGGATGTGCTTAATTGTGTTGTAGGACCTAATAACAACCCA

ACATAAAGCAAAACA

Ca_LG_4:47085692 TTTTGTTGGATAAATCCGGGGCAACTATTGTGGTTGTTTTGTC

AAGGGGATGCATGCTCAAACTAATTTTCTCTAACCTTGAATAT

TTTGAATCTTGGAT

T/C GTGCTTAATTGTGTTGTAGGACCTAATAACAACCCAACATAA

AGCAAAACACACTAAGTCACAAATACATCTTCCTCCTAATCA

CACGATACATTTTTAT

Ca_LG_4:47085703 AAATCCGGGGCAACTATTGTGGTTGTTTTGTCAAGGGGATGC

ATGCTCAAACTAATTTTCTCTAACCTTGAATATTTTGAATCTTG

GATGTGCTTAATTG

G/T TGTTGTAGGACCTAATAACAACCCAACATAAAGCAAAACACA

CTAAGTCACAAATACATCTTCCTCCTAATCACACGATACATTT

TTATTCAAGACCATG

Ca_LG_4:47085705 ATCCGGGGCAACTATTGTGGTTGTTTTGTCAAGGGGATGCAT

GCTCAAACTAATTTTCTCTAACCTTGAATATTTTGAATCTTGGA

TGTGCTTAATTGTG

G/T TTGTAGGACCTAATAACAACCCAACATAAAGCAAAACACACT

AAGTCACAAATACATCTTCCTCCTAATCACACGATACATTTTT

ATTCAAGACCATGGC

Ca_LG_4:47186557 TGGACGAATCGTCGTTGCTGCCCATATTCCTCTTTACTTGGAT

GTCAAGACACGCCCCGTATTTAACAAGGCATGGCTGACTTAT

TTTAGGAGCAGTAGC

C/A GACTGATTTTCCCCGATCCAGTTTTTTAGCTGCAACTTTCGC

AGCTTTATTACCCTCCAGCTTTTGTAGTTTGCCAGCTTTATTA

CTCTCCAATTTTTCA
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Ca_LG_4:47212634 AATTGATCCGTTGCACTTTGTGGCGGCAAAAGCCGCCACAAA

TTCCCATAGTTCCGTTGCACGTTGTGGCCGCCCAGGCCGCCA

CAAAGGACTTAATTTT

T/G TGACCGTTAAAGCCGCCACAAAGGATTTTGTACCGTTGGCTT

TTGTGGCTGCTTTGGCCGCCATAAAGAATCAACCATTTTCTA

TAAATATCCCTCCACT

Ca_LG_4:47315089 GGCATCCAAAGTGAAGACCAGCTGTTTGCAGCTGGATCTTTG

ATATCAAGGAGTGATTATGAAGATGTTGTAACCGAAAGGTCCA

TTACAGAAGTGTGCG

G/A GTTATCCATTGTGCTGCAATGCTTTGCCATCTGAACGCCCTC

GGAAGGGTCGATATCGAATTTCATTGAAGGAGCACAAGGTG

TATGACCTGCACGAAAC

Ca_LG_4:47875466 TCATGACCCTTAAACTTGGGAGGATTGTAACGACGAAAATCTT

CTAATCCTCTTAACTCTGCAGCACAGATCTGTCTTTCCCTCTTT

TCTAGATCCCGTC

C/A GAGTCTTTGCAGCAGTCTGGGTAGTAACAGAAGCAGCCATG

TTATTCATAGCTTCTGCCATTTGGTCATCCCTATTGACATTGA

CTCTTGGAGCGGCATT

Ca_LG_4:47911395 CAGCATTCAGTTCACACCAGAATTTGTTATGGAGATATTGCAA

ATATGTGGTATGCATGGCTGCACTGTGCTAAATTTTTTTTCAT

GGGTAGGAAAGCAG

G/A CCCGGCTACAGACACACAGCAGAATCATACAACATTGCAAT

CAAAATTGCAGGCCAAGGGAAAGATTTCAAGCACATGCGCA

GCCTATTCTATGAAATGA

Ca_LG_4:48000234 AAATATGTACAGCAGCAACAACCTTGCAGAACTGAACAAAATA

ATTATTTATTTGAGTTCAGATCAGAACACTTTGTTAACCGAGCT

TGTGAAATTGTAC

C/T GATACTCCTCAATGGCTTCCTTGTAAGCATGATCCTGTTGTT

TTTCCATTATGACATATTCAACCTGCAGCAGCATAGTGAGCC

TTTAAAAGTATATATA

Ca_LG_4:48474897 CCTCAATACTTGCATCAACAACCACTATTCCAGCAGCTACAAA

ATTACTCTCAATACTCCCAGCAGCAGCAACCGCCTCTAAATTT

CCAACAGCAACACC

C/G AGGATCCTCCGAACTCTGTCTTCCAGCAACAGCAGTAGCCA

CCAATGTTTCAGCAACAACAATATTTTCATAATTATCAGTATG

TGTTGTCCTCTTCACA

Ca_LG_4:49261571 TCCCAAAGTGACGTTACCTTTTGTGGCTGCAAAGGCCGCCAC

AAAAGTCTGAGTCGTTACCTTTTGTGGCTGCAAAGGCCGCCA

CAAACTCCAAAAGGGT

T/C TGTTGCCATTTGTGGCCGCCACAAACGCATGCCTTTCTGAC

CGTTTTGACCGCCACAAAAGCCATTTATTTGTTGCTCATTGT

GGCTGTTTTGGCCGCCA

Ca_LG_4:49261572 CCCAAAGTGACGTTACCTTTTGTGGCTGCAAAGGCCGCCACA

AAAGTCTGAGTCGTTACCTTTTGTGGCTGCAAAGGCCGCCAC

AAACTCCAAAAGGGTT

T/C GTTGCCATTTGTGGCCGCCACAAACGCATGCCTTTCTGACC

GTTTTGACCGCCACAAAAGCCATTTATTTGTTGCTCATTGTG

GCTGTTTTGGCCGCCAC

Ca_LG_4:49707991 TGCTTCCCACCTCTGTCTCCGACGCTGCTTCCCACCTCTGTCT

CCGACGATGACGCTGCTTCTCGCCTATGTTTTTGGCATCAGC

GCTGCTTCCCATCTT

T/C TATCTCCGGCGTCGGCGCTGCATTTAAAAACCCTATTGGAG

GTGGTTAGAACTGTCATAAACATTTGCAGTAGTTGGAACAAC

AATTTTTTTAACCGTCG

Ca_LG_4:49708002 TCTGTCTCCGACGCTGCTTCCCACCTCTGTCTCCGACGATGA

CGCTGCTTCTCGCCTATGTTTTTGGCATCAGCGCTGCTTCCCA

TCTTTATCTCCGGCG

G/A TCGGCGCTGCATTTAAAAACCCTATTGGAGGTGGTTAGAACT

GTCATAAACATTTGCAGTAGTTGGAACAACAATTTTTTTAACC

GTCGCAAAATAGTCT

Ca_LG_4:49708009 CCGACGCTGCTTCCCACCTCTGTCTCCGACGATGACGCTGCT

TCTCGCCTATGTTTTTGGCATCAGCGCTGCTTCCCATCTTTAT

CTCCGGCGTCGGCGC

C/T TGCATTTAAAAACCCTATTGGAGGTGGTTAGAACTGTCATAA

ACATTTGCAGTAGTTGGAACAACAATTTTTTTAACCGTCGCA

AAATAGTCTTGCGATG

Ca_LG_4:49732213 AGCAGCTATAACAGCAGCTTCAGCAGCTGCTGCTGTGGCTTC

TGCAACAGCAATTGCATGATTTCTCTCTTCTGATATCAAAGGT

GTTGATGTTGTGCTC

C/T TCCTCATTTGTCACATCATCTGGTGAACTCTCTGCAGGAAAA

TGCTCAAATGACACCTCCTCTGCCACTTCATGCTGCAATTTC

TCTCTGTTTTCCTTCT
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Ca_LG_4:50462907 TCAGATTTCATCTTCGTTACCAACTTCATGTCCTCGTCCGACA

ATCCATCCAGCGGCTGCAAATCAGTCTTGTTGCGAGTCGAAC

GGACAACAACTCTTG

G/A CGCTACTGCTAGGAGCTGCAACATGAGTCCTAGCTGCATCT

ACTAGCTTTCCTTGGACCTCACTCTTACCATCATCATTTACAT

CATCCAACCCAATTAA

Ca_LG_4:50770236 GGTCTGGAGCAGGTAGTGGCTGAAGCAAGCCTCCCAGTGCT

GCAGCTATATAATTTTGGCACTGGCAAGTATCACACTCCTGGA

AAAATTTCTGCACATA

A/C TTTCTTTATCACAATCCAATAAACATTGGCTGCTAACACCTAT

ATGTTTGGTGAAAACCTGAATGATCTCCTTCAGGAGTGGTGT

GGAATTCTTTCAACA

Ca_LG_4:51162330 GGCAGAGGAGGACAAAACTAAGGCAAATGCAGCAGGTGCAC

TTAGCAATCTGGTTCGTAACTCTGACAAACTTTGTGAAGACAT

TGTGTCGAAAGGAGCG

G/T GTTCAGGTATGCTGCATTTTATTTTAATATTGTGATATTTTTC

AGTTTCAATTTAGTATTTACACAGTAAAAAATGCAATTACATC

AATTTTCATATCTA

Ca_LG_4:51294972 CCGGCAGTTTGGCGTTTAAATAAGCCTGTGTTAGAGCATGGA

AAGGAGATATTCTAGAAACATAACCAGATTGTCTCAATCTATA

GAAAATCTTCTCTGT

T/C ATTATGGACATCACCCCTCTTTGCATACTGCTCCATAATAGT

CATATAAGTAGTAAATAATGGCTTCATCTTATTCTGCTGCATT

GCCTTCTGCAAAACA

Ca_LG_4:51294999 GTGTTAGAGCATGGAAAGGAGATATTCTAGAAACATAACCAG

ATTGTCTCAATCTATAGAAAATCTTCTCTGTATTATGGACATCA

CCCCTCTTTGCATA

A/G CTGCTCCATAATAGTCATATAAGTAGTAAATAATGGCTTCATC

TTATTCTGCTGCATTGCCTTCTGCAAAACAGAGTCTGCCTTC

TCAATTTCCCCTGCA

Ca_LG_4:51295019 GATATTCTAGAAACATAACCAGATTGTCTCAATCTATAGAAAAT

CTTCTCTGTATTATGGACATCACCCCTCTTTGCATACTGCTCC

ATAATAGTCATAT

T/A AAGTAGTAAATAATGGCTTCATCTTATTCTGCTGCATTGCCTT

CTGCAAAACAGAGTCTGCCTTCTCAATTTCCCCTGCATGAAT

ATAAAGTGACACAAG

Ca_LG_4:51295025 CTAGAAACATAACCAGATTGTCTCAATCTATAGAAAATCTTCT

CTGTATTATGGACATCACCCCTCTTTGCATACTGCTCCATAAT

AGTCATATAAGTAG

G/T TAAATAATGGCTTCATCTTATTCTGCTGCATTGCCTTCTGCAA

AACAGAGTCTGCCTTCTCAATTTCCCCTGCATGAATATAAAG

TGACACAAGAGCATC

Ca_LG_4:51295030 AACATAACCAGATTGTCTCAATCTATAGAAAATCTTCTCTGTAT

TATGGACATCACCCCTCTTTGCATACTGCTCCATAATAGTCAT

ATAAGTAGTAAAT

T/C AATGGCTTCATCTTATTCTGCTGCATTGCCTTCTGCAAAACA

GAGTCTGCCTTCTCAATTTCCCCTGCATGAATATAAAGTGAC

ACAAGAGCATCCCAGG

Ca_LG_4:51295300 ATGCCTTGCATAAATGTTGAGGAGTATTGAGTAGTTCTTAGCG

GAAAGCTTCCATTTATTTGACATAATCTCAAAAACTGCCTCTG

CTTCTTCAATTTTG

G/C TTTAACTTTCCCCAAGCTTCAACAGCAGCAAGGCAATCCTCT

ATCCGAGGAGGCCTTGACTCACAAACCTTCCAAATTCTCTCC

ACTTCGTCGACCCTTC

Ca_LG_4:51295303 CCTTGCATAAATGTTGAGGAGTATTGAGTAGTTCTTAGCGGAA

AGCTTCCATTTATTTGACATAATCTCAAAAACTGCCTCTGCTTC

TTCAATTTTGTTT

T/C AACTTTCCCCAAGCTTCAACAGCAGCAAGGCAATCCTCTATC

CGAGGAGGCCTTGACTCACAAACCTTCCAAATTCTCTCCACT

TCGTCGACCCTTCCCA

Ca_LG_4:51465978 ACCTAGTGAAAATAGTAATATTAATTGATTTAAATAATAGCATA

AAATGAAAAAATAAATGGAAGATTCAAATTATGTTTTGTTAGTT

GTTTACATACCA

A/T ACTGAGAATAGAAGAACAAAGATCACGGCTGCCATCATAAA

CTTCTGTGCCTGAGCCATTGCCTTTTTCTCTTCAGTTATTCTC

TATATTTGATCAATAA

Ca_LG_4:51629260 TCAAAAACCTAAATTGATACTAAAATTACAATAAAAAGGATAAT

GAAAGCTGATGAAAATGGTCATATACAAAAGATGATATAGGAG

CTGCTATTAAAAT

T/G TAATTATGCTTTTGATTTCTCGGAATATAGCATTCTTAGGTTC

TAAGGTCCGAAAATTTTCACCATAGATTTGTCAAAATCACAG

CAAAATTACATGAGT



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_4:51629261 CAAAAACCTAAATTGATACTAAAATTACAATAAAAAGGATAATG

AAAGCTGATGAAAATGGTCATATACAAAAGATGATATAGGAGC

TGCTATTAAAATT

T/C AATTATGCTTTTGATTTCTCGGAATATAGCATTCTTAGGTTCT

AAGGTCCGAAAATTTTCACCATAGATTTGTCAAAATCACAGC

AAAATTACATGAGTC

Ca_LG_4:51629281 AAAATTACAATAAAAAGGATAATGAAAGCTGATGAAAATGGTC

ATATACAAAAGATGATATAGGAGCTGCTATTAAAATTAATTATG

CTTTTGATTTCTC

C/T GGAATATAGCATTCTTAGGTTCTAAGGTCCGAAAATTTTCAC

CATAGATTTGTCAAAATCACAGCAAAATTACATGAGTCAAAA

TTTTCATGTATTACAT

Ca_LG_4:51697856 CCACTACAATTAAGTATATATAGTTCAACCTAATAAGACTCATT

AATTAAAAACAGATAAAAATTAATTCATTATTTATGTTATTTTAT

AGCTGCCACAA

A/G AAGAATCAATTAGCAATTGCAACTGAAAGCCAACAAGTTGAA

GCTCTTCCTGCCAATGGTACATATCTATGTGTGCTTAGTTAT

TTTCCTGACTATTGTT

Ca_LG_4:52237259 CAAGAACTAGTACATTCAAAGAATAGTTGAAATATTCTCCTTTA

GCTTCAAGATTGAAAGCAGGCTTGTTTGCACCATCAAGATTGA

AAATTTGACTTTG

G/A ATGATCAGTAACAATCGTCAATCTGCCAAGCAATTGGGCTGC

AATTGATTCTTGTTAGTCAAACCAAGCCTTAGAAGTAGACTT

CAGAATTTGATTTGTC

Ca_LG_4:52237273 TTCAAAGAATAGTTGAAATATTCTCCTTTAGCTTCAAGATTGAA

AGCAGGCTTGTTTGCACCATCAAGATTGAAAATTTGACTTTGA

TGATCAGTAACAA

A/T TCGTCAATCTGCCAAGCAATTGGGCTGCAATTGATTCTTGTT

AGTCAAACCAAGCCTTAGAAGTAGACTTCAGAATTTGATTTG

TCACAATTTCTCAAAT

Ca_LG_4:52237275 CAAAGAATAGTTGAAATATTCTCCTTTAGCTTCAAGATTGAAA

GCAGGCTTGTTTGCACCATCAAGATTGAAAATTTGACTTTGAT

GATCAGTAACAATC

C/G GTCAATCTGCCAAGCAATTGGGCTGCAATTGATTCTTGTTAG

TCAAACCAAGCCTTAGAAGTAGACTTCAGAATTTGATTTGTC

ACAATTTCTCAAATTT

Ca_LG_4:52237284 GTTGAAATATTCTCCTTTAGCTTCAAGATTGAAAGCAGGCTTG

TTTGCACCATCAAGATTGAAAATTTGACTTTGATGATCAGTAA

CAATCGTCAATCTG

G/A CCAAGCAATTGGGCTGCAATTGATTCTTGTTAGTCAAACCAA

GCCTTAGAAGTAGACTTCAGAATTTGATTTGTCACAATTTCTC

AAATTTCAAATTTTG

Ca_LG_4:52237292 ATTCTCCTTTAGCTTCAAGATTGAAAGCAGGCTTGTTTGCACC

ATCAAGATTGAAAATTTGACTTTGATGATCAGTAACAATCGTC

AATCTGCCAAGCAA

A/C TTGGGCTGCAATTGATTCTTGTTAGTCAAACCAAGCCTTAGA

AGTAGACTTCAGAATTTGATTTGTCACAATTTCTCAAATTTCA

AATTTTGTTCTTCAT

Ca_LG_4:52255582 GAAATCTGTGCAGCATTTGAGGAATTAGAGAAACAGAAAGCT

GGTGGTATGACAGATGACACTGATGATTCCCATTTTGGTTCAG

AGGCCCCTTCTTTTT

T/G ATGGGGCAGCGAGCAGCATAAAGGATGCTACTGATGTTGTG

GTATTAAATGCAGAAAAGGCTAAGACTATTATGGAAGATGTT

GGCTCAAATTTGGATCA

Ca_LG_4:52302368 TTTTACGCAGATCGGAAAAATGCAGCAGCACAGACGCGTATG

GTTCGGGGGCAGCAGATGGAAAATTCTGATGTTGGGGACGG

TGCATTGGAGTACTCCA

A/C GTGTAATATTGATGCAGCATTTTTTCAACAAAGAGCTACAAC

TATTGGTATGTGACTGTGTGATCAGCAAGAACGGACTACATT

CCATTCCAAAGAGCTA

Ca_LG_4:52666975 CAATTGTCGTATGTGTTCCTACAGTAATGTATACAGCAATATTT

TGAACCTTTGAATTAAAGAAATGACTTAAAGATTTTAAATGATA

AAAAGCAGTTCA

A/T ATATGAACGAAGGGAAGTAGGGCAGCGCCAAAAAATTGCTA

AAATGAGATGTTGTAACAAGTTTTGCAGCACAAAAAGCTTGC

TGTGGAAGCAGATTTGA

Ca_LG_4:52666989 GTTCCTACAGTAATGTATACAGCAATATTTTGAACCTTTGAATT

AAAGAAATGACTTAAAGATTTTAAATGATAAAAAGCAGTTCAAT

ATGAACGAAGGG

G/C AAGTAGGGCAGCGCCAAAAAATTGCTAAAATGAGATGTTGT

AACAAGTTTTGCAGCACAAAAAGCTTGCTGTGGAAGCAGATT

TGAAGTAGATAAATAAA
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Ca_LG_4:52666993 CTACAGTAATGTATACAGCAATATTTTGAACCTTTGAATTAAAG

AAATGACTTAAAGATTTTAAATGATAAAAAGCAGTTCAATATGA

ACGAAGGGAAGT

T/A AGGGCAGCGCCAAAAAATTGCTAAAATGAGATGTTGTAACA

AGTTTTGCAGCACAAAAAGCTTGCTGTGGAAGCAGATTTGAA

GTAGATAAATAAACCCC

Ca_LG_4:53291168 GCAACAGTCATTTGGGCATTTGTGGCGGCCTTTGCCACCACA

AAATGTAACGGATATGTGAATTTGTGACGGCCTGGGCGGCCA

GAAAATCAGTTTCACC

C/A TTTAATCCTTTGTGGCGGCTTTTGCAGCCACAAAAGGTAACG

GTCATAGGCTTTTGTGGTGGCCTATATAGCCACAAATTGACA

TGCGTTTTCAGTCATT

Ca_LG_4:53540195 CAAAGGTTTGTATGAATTCTTTGGTAGCTCAACACATGTACTC

TTTACCTTCTTATGCATTTATAGTGCAAGATTTTACTACTCAAG

TTGTGTTATATAT

T/C TCATCATCAATACATTGCTGGATTTATTATGAAGGGTCTTTTG

CTCATGGAGCGATATTTTTTTATTAGAGATTACAATCCCGAA

CAGAATGAAGATAAT

Ca_LG_4:53540217 GGTAGCTCAACACATGTACTCTTTACCTTCTTATGCATTTATAG

TGCAAGATTTTACTACTCAAGTTGTGTTATATATTCATCATCAA

TACATTGCTGGA

A/G TTTATTATGAAGGGTCTTTTGCTCATGGAGCGATATTTTTTTA

TTAGAGATTACAATCCCGAACAGAATGAAGATAATGTATTCG

CAAGAATGTTAGATC

Ca_LG_4:53540232 GTACTCTTTACCTTCTTATGCATTTATAGTGCAAGATTTTACTA

CTCAAGTTGTGTTATATATTCATCATCAATACATTGCTGGATTT

ATTATGAAGGGT

T/G CTTTTGCTCATGGAGCGATATTTTTTTATTAGAGATTACAATC

CCGAACAGAATGAAGATAATGTATTCGCAAGAATGTTAGATC

ACAAAGAAGCTATCT

Ca_LG_4:53785677 AATTAGATAAACCTTGCGAATAAAACCCCATCGGAGCTCAGGT

GATTCAATCATATATGGATAAAGGCTGCCATGTGCTTGGGGA

AACCCTGCCTCAATA

A/G TCACCCTTACCCATGGCGCCGCACGGAAACAAACAACCTCA

AACACAATTAATTAGATGTTTAATTATGTCTCAATTCAATTTG

TTTTTTTGTTATTGTT

Ca_LG_4:53785704 CCATCGGAGCTCAGGTGATTCAATCATATATGGATAAAGGCT

GCCATGTGCTTGGGGAAACCCTGCCTCAATATCACCCTTACC

CATGGCGCCGCACGGA

A/T AACAAACAACCTCAAACACAATTAATTAGATGTTTAATTATGT

CTCAATTCAATTTGTTTTTTTGTTATTGTTGTTGCAAATTGTAA

CTATTTGTCTTGG

Ca_LG_4:54016880 TAGGAACCCACACCCCAGACAAGGCAGAGTTAGTGAGCCTTG

TAATAGGCCACCATTTCACACGGTTCGGGGGAACGTGAGTCA

GCCGCCGGCGCCCGAT

T/C TGCGTCTTGACCTCTATCCAATTTTTGGGCCAATTCCCCCTT

CGTACTACCAAAAATTGAGTCCAAAAATTAAAACAATCGGAT

AATATAATTTGAGAGT

Ca_LG_4:54016893 CCCAGACAAGGCAGAGTTAGTGAGCCTTGTAATAGGCCACCA

TTTCACACGGTTCGGGGGAACGTGAGTCAGCCGCCGGCGCC

CGATTGCGTCTTGACCT

T/C CTATCCAATTTTTGGGCCAATTCCCCCTTCGTACTACCAAAA

ATTGAGTCCAAAAATTAAAACAATCGGATAATATAATTTGAGA

GTGAGGTATTTTGGT

Ca_LG_4:54111380 TGAGGGATCTGTAACCATGTCAAAATGTTTCAAACTGCAAGCA

TCATCGTTGCAACTTGCAGGAGCATTTTCATTCTTCAAGCTGC

ACAGTGTCTCGGAG

G/T GCTTCCACATCGGATCCTTCTGGAAGAAAGGCTTCCTCATTT

TTACAACTCTTGCTGCCCGAATTGTCACCATCAATGGCAACA

CATTCCCGAGAACTGG

Ca_LG_4:54728337 GTACCAGCTGCTTTGAATAACTCCTTCCAGAAATGGCTTAAAA

AAATAGGATCCCTATCAGAGACAATAGTTGAAGGGAAACCAT

GAAGTTTAACAACTC

C/T CTGAAATGAAGACATCAGCAACTTCCTTAGCTAAAAATGGGT

GGCCCAATGCAACAAAATGGGCGTACTTAGATAGCATGTCT

ACTACTACTAGAATAGT

Ca_LG_4:54839408 ATCTTTCACAAGTGTGTTGTCACCACTTGCTACCCATTTTCCA

AGCTGCATGGACTCATTGATTGATGATTTCTCATATGCCTTTG

CTGCTGATACTAGA

A/T GGTTGAATGTCAATTTCAGCCTCACCCATAAAATCATCCGTT

TTGAATGAATCCTTGTCATATACAATCTGCATTTAAATATCAC

ATCAAATCTGATCAA
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Ca_LG_4:54839420 TGTGTTGTCACCACTTGCTACCCATTTTCCAAGCTGCATGGAC

TCATTGATTGATGATTTCTCATATGCCTTTGCTGCTGATACTAG

AGGTTGAATGTCA

A/T ATTTCAGCCTCACCCATAAAATCATCCGTTTTGAATGAATCCT

TGTCATATACAATCTGCATTTAAATATCACATCAAATCTGATC

AAACATGAAAGGCA

Ca_LG_5:219198 TTATAAGTAATTAATTAATTTATTTAAATGTAATAATAATAACAA

CGGCAGCTGCTGCTGCAATAACAACAACAAGAACAACAACAA

CAATATCACCAGC

C/G ATGTATCTAGTTTTTTGCAATGAGAATCTACGTGGACTGTATA

AGTGTTATTGTTATTTTTTGAATGGACTATATCTTCAAACTTA

AAAGTGAGTTATTA

Ca_LG_5:330349 AATCGCCCTTCACCAGCATTGAATCAACTGCTTCGTATGCTTC

TTCCAGTGTCATGGCAACAGTAACTCCTTTTCCAGCAGCCAGT

CCATCTGCTTTGAT

T/C GACAATCGGTGCTCCTTCTTCTTGAATATATTGCTTGGCTGC

AATCGGGTCTGTAAACGTTTTGTACTGCACTAATAAGTCCAT

TATAAGTAAACACAAC

Ca_LG_5:330356 CTTCACCAGCATTGAATCAACTGCTTCGTATGCTTCTTCCAGT

GTCATGGCAACAGTAACTCCTTTTCCAGCAGCCAGTCCATCT

GCTTTGATGACAATC

C/T GGTGCTCCTTCTTCTTGAATATATTGCTTGGCTGCAATCGGG

TCTGTAAACGTTTTGTACTGCACTAATAAGTCCATTATAAGTA

AACACAACACAAAAA

Ca_LG_5:330977 TGTCACACAAATGCTTCATGAAATTCTTAGAACCTTCAAGAGC

AGCAGCCTCTGCAGATGGACCAAAAGTTGGAATTCCAGCCTT

AACTAAATAATTTGA

A/C AAGACCTGCAACAAGTGGGGCCTCAGGTCCAACAACAACTA

GTCCCACCCCCCATTTCCGACAAAATGAAACTACTGCTGCTC

CATCATAAACATCAAGG

Ca_LG_5:330987 ATGCTTCATGAAATTCTTAGAACCTTCAAGAGCAGCAGCCTCT

GCAGATGGACCAAAAGTTGGAATTCCAGCCTTAACTAAATAAT

TTGAAAGACCTGCA

A/C ACAAGTGGGGCCTCAGGTCCAACAACAACTAGTCCCACCCC

CCATTTCCGACAAAATGAAACTACTGCTGCTCCATCATAAAC

ATCAAGGTCTGAGATGC

Ca_LG_5:330996 GAAATTCTTAGAACCTTCAAGAGCAGCAGCCTCTGCAGATGG

ACCAAAAGTTGGAATTCCAGCCTTAACTAAATAATTTGAAAGA

CCTGCAACAAGTGGG

G/A GCCTCAGGTCCAACAACAACTAGTCCCACCCCCCATTTCCG

ACAAAATGAAACTACTGCTGCTCCATCATAAACATCAAGGTC

TGAGATGCACGTTGCAT

Ca_LG_5:331010 CTTCAAGAGCAGCAGCCTCTGCAGATGGACCAAAAGTTGGAA

TTCCAGCCTTAACTAAATAATTTGAAAGACCTGCAACAAGTGG

GGCCTCAGGTCCAAC

C/T AACAACTAGTCCCACCCCCCATTTCCGACAAAATGAAACTAC

TGCTGCTCCATCATAAACATCAAGGTCTGAGATGCACGTTGC

ATTTCCTGAGCTTGCA

Ca_LG_5:779392 CTACTTGGCTACCTCATACATTGCAATAAGCATTTTTGTGAGT

TTCAGTTTTGCTATGGTATTGTGGTGGCTGCCCTTAAGATGTT

GAGCACCGTTGCTG

G/A CTGGATTAGCTATTGATGTCTGGGGGCCCATCAGTGACGAT

GCAGGAGGATTTGCTGAGTGAACTGATGCCCTTGATGCTGC

TGACAACACTACTGCCGC

Ca_LG_5:980103 TTATGTGCTGATGTGGTCGAAAGTTATTCTTAGAATTATTGAA

GTAGTGTTAAGACTCTACTTGATGATGGTTTTATAGGGAAACC

ATGCTGCCAAGGAC

C/G GAATGACGTTCCAAGAGCCAATGTCAATAGGGATGACCGAA

TGGCGGAGGCTATGAATAACCTGGCTGCTTCTGTTGCTGCA

CAGACTGCTGCCAAGACT

Ca_LG_5:980140 ATTGAAGTAGTGTTAAGACTCTACTTGATGATGGTTTTATAGG

GAAACCATGCTGCCAAGGACGAATGACGTTCCAAGAGCCAAT

GTCAATAGGGATGAC

C/T CGAATGGCGGAGGCTATGAATAACCTGGCTGCTTCTGTTGC

TGCACAGACTGCTGCCAAGACTCAACGTGATCTCGAAAAGA

GGGGAAGAGAGATCCGTG

Ca_LG_5:1183176 GATGGATATTAGCTCAAACATCAGATATGGATGTACCCGAGA

CGTAACGCAGGAGGATATTGAGTGGGCTGCGAAGCAAGCCT

ATGCTCATGACTTTATC

C/T TCAGCACTTCCTAATGGCTATGAAACACTTGTGGATGATGAT

CTTTTAAGTGGGGGACAAAAGCAACGAATTGCTATTGCTAG

GGCCATTCTTAGGGACC
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Ca_LG_5:1183179 GGATATTAGCTCAAACATCAGATATGGATGTACCCGAGACGT

AACGCAGGAGGATATTGAGTGGGCTGCGAAGCAAGCCTATG

CTCATGACTTTATCTCA

A/T GCACTTCCTAATGGCTATGAAACACTTGTGGATGATGATCTT

TTAAGTGGGGGACAAAAGCAACGAATTGCTATTGCTAGGGC

CATTCTTAGGGACCCGA

Ca_LG_5:1183180 GATATTAGCTCAAACATCAGATATGGATGTACCCGAGACGTAA

CGCAGGAGGATATTGAGTGGGCTGCGAAGCAAGCCTATGCT

CATGACTTTATCTCAG

G/T CACTTCCTAATGGCTATGAAACACTTGTGGATGATGATCTTT

TAAGTGGGGGACAAAAGCAACGAATTGCTATTGCTAGGGCC

ATTCTTAGGGACCCGAA

Ca_LG_5:1183188 CTCAAACATCAGATATGGATGTACCCGAGACGTAACGCAGGA

GGATATTGAGTGGGCTGCGAAGCAAGCCTATGCTCATGACTT

TATCTCAGCACTTCCT

T/A AATGGCTATGAAACACTTGTGGATGATGATCTTTTAAGTGGG

GGACAAAAGCAACGAATTGCTATTGCTAGGGCCATTCTTAG

GGACCCGAAAATATTGA

Ca_LG_5:1183203 TGGATGTACCCGAGACGTAACGCAGGAGGATATTGAGTGGG

CTGCGAAGCAAGCCTATGCTCATGACTTTATCTCAGCACTTCC

TAATGGCTATGAAACA

A/C CTTGTGGATGATGATCTTTTAAGTGGGGGACAAAAGCAACG

AATTGCTATTGCTAGGGCCATTCTTAGGGACCCGAAAATATT

GATCCTTGATGAAGCCA

Ca_LG_5:1698093 CGTGTAATGTTGCATAAATTGTATTTCTTTTTTATATAACATAAT

TCTATAATATAATGTTTGTACCTCTGTTGCTGCAGATGTTCAAA

GTACAGGAACG

G/A TTCCATAACAGTAATGGACCAAGGATTATAGTTGGTATCATA

AATGATAACAAGCAAAACATAGATGTCTTAAATAGTAGCTTT

CGCGTTGTGGCTTCAG

Ca_LG_5:1787249 GTGGCCTGTTCGCTGCCTTTATAGAGGCGGCCGAGCTAAGTT

AAGCCAAGGATGGTATGAATTTACATTAGAGAACAATTTAGGC

GAAGGTGATGTTTGC

C/T GTTTTCGAGCTGCTTAGAACCAGAGACGTGGTGCTGCAAGT

TACTTTATTCCGCGTAGCTGAGGATGAATCAGGGTTATTCAA

CCCTTCGATGCAGCCGA

Ca_LG_5:1787255 TGTTCGCTGCCTTTATAGAGGCGGCCGAGCTAAGTTAAGCCA

AGGATGGTATGAATTTACATTAGAGAACAATTTAGGCGAAGGT

GATGTTTGCGTTTTC

C/T GAGCTGCTTAGAACCAGAGACGTGGTGCTGCAAGTTACTTT

ATTCCGCGTAGCTGAGGATGAATCAGGGTTATTCAACCCTTC

GATGCAGCCGAACCAAA

Ca_LG_5:1897496 TTAAAAACTCTAAAAAGAAAATTCACCTTGGTAGTTGGAACTT

ACCTTTGTAGAAACTGGAATGATTTCTTCTTTGAATTTACCAGC

TGCTGTTGCAGCT

T/C GCGGCGCGCCTGTGAGACTCGACCTAATTACATATTAAAAA

GAGTTAATTCACCCTGATAATCTCTTTATAGATTCTCATAGTA

AATTAAATGCATATTT

Ca_LG_5:1897502 ACTCTAAAAAGAAAATTCACCTTGGTAGTTGGAACTTACCTTT

GTAGAAACTGGAATGATTTCTTCTTTGAATTTACCAGCTGCTG

TTGCAGCTGCGGCG

G/A CGCCTGTGAGACTCGACCTAATTACATATTAAAAAGAGTTAA

TTCACCCTGATAATCTCTTTATAGATTCTCATAGTAAATTAAA

TGCATATTTCATGCT

Ca_LG_5:1897517 TTCACCTTGGTAGTTGGAACTTACCTTTGTAGAAACTGGAATG

ATTTCTTCTTTGAATTTACCAGCTGCTGTTGCAGCTGCGGCGC

GCCTGTGAGACTCG

G/A ACCTAATTACATATTAAAAAGAGTTAATTCACCCTGATAATCT

CTTTATAGATTCTCATAGTAAATTAAATGCATATTTCATGCTT

ACAGCAGCCTGATC

Ca_LG_5:1897557 ATGATTTCTTCTTTGAATTTACCAGCTGCTGTTGCAGCTGCGG

CGCGCCTGTGAGACTCGACCTAATTACATATTAAAAAGAGTTA

ATTCACCCTGATAA

A/T TCTCTTTATAGATTCTCATAGTAAATTAAATGCATATTTCATG

CTTACAGCAGCCTGATCTTGCTCCTGCCTTGTGACGCCATAA

CGCTCAGCAACGTTT

Ca_LG_5:1897564 CTTCTTTGAATTTACCAGCTGCTGTTGCAGCTGCGGCGCGCC

TGTGAGACTCGACCTAATTACATATTAAAAAGAGTTAATTCAC

CCTGATAATCTCTTT

T/C ATAGATTCTCATAGTAAATTAAATGCATATTTCATGCTTACAG

CAGCCTGATCTTGCTCCTGCCTTGTGACGCCATAACGCTCA

GCAACGTTTTCAGAAG
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Ca_LG_5:1897577 ACCAGCTGCTGTTGCAGCTGCGGCGCGCCTGTGAGACTCGA

CCTAATTACATATTAAAAAGAGTTAATTCACCCTGATAATCTCT

TTATAGATTCTCATA

A/T GTAAATTAAATGCATATTTCATGCTTACAGCAGCCTGATCTT

GCTCCTGCCTTGTGACGCCATAACGCTCAGCAACGTTTTCA

GAAGTGATTCCCATAGG

Ca_LG_5:1945041 AAAATGTAACGGTCTAATTGTTTGTGGCAGCCTAGGCGGCCA

GAAATGCCAATGTCATTGTGTTTCCTTTGTGGCGGCCTATGCA

GCCATAAATGCCAAT

T/C GTTCACTTGCTTTTGTGGTGGCCTATGCAGCCACAAATGGAC

ATCTTACTTCAATAATTTGTGACGGCTTTGCCCCTCACAAAAT

TTATTTTTTGTGGCT

Ca_LG_5:2383097 GTCCATTGTCCGCTGTGAAATAATAATTTTAGAATTAGTCCAA

TATATTCAAAATAGTAAAAAAAAACAAAAGGATTTATAGCTAAC

AAAAGAAATGCAC

C/T AACATTCTAAAACATACCACAATTTGTGTCTAAAACATACAGC

TTATCCAAAGTCAAGTGGTGCTCTACAGATCTTAGTGCTGCA

ATTGAAGAAATTATT

Ca_LG_5:2383126 TAGAATTAGTCCAATATATTCAAAATAGTAAAAAAAAACAAAAG

GATTTATAGCTAACAAAAGAAATGCACAACATTCTAAAACATA

CCACAATTTGTGT

T/C CTAAAACATACAGCTTATCCAAAGTCAAGTGGTGCTCTACAG

ATCTTAGTGCTGCAATTGAAGAAATTATTTTGCATTACAACAT

AACGAGTCGCAGTGG

Ca_LG_5:2383137 CAATATATTCAAAATAGTAAAAAAAAACAAAAGGATTTATAGCT

AACAAAAGAAATGCACAACATTCTAAAACATACCACAATTTGT

GTCTAAAACATAC

C/G AGCTTATCCAAAGTCAAGTGGTGCTCTACAGATCTTAGTGCT

GCAATTGAAGAAATTATTTTGCATTACAACATAACGAGTCGC

AGTGGAGAAAGTAACA

Ca_LG_5:2383150 ATAGTAAAAAAAAACAAAAGGATTTATAGCTAACAAAAGAAAT

GCACAACATTCTAAAACATACCACAATTTGTGTCTAAAACATA

CAGCTTATCCAAAG

G/T TCAAGTGGTGCTCTACAGATCTTAGTGCTGCAATTGAAGAAA

TTATTTTGCATTACAACATAACGAGTCGCAGTGGAGAAAGTA

ACAGCAAACTAGCAAA

Ca_LG_5:2383198 ACATTCTAAAACATACCACAATTTGTGTCTAAAACATACAGCTT

ATCCAAAGTCAAGTGGTGCTCTACAGATCTTAGTGCTGCAATT

GAAGAAATTATTT

T/C TGCATTACAACATAACGAGTCGCAGTGGAGAAAGTAACAGC

AAACTAGCAAAGAATATATCTTTACAGTAGTCATACCTTGCA

CCTGGCAACCGACGCCA

Ca_LG_5:2605987 GTCATGATGTTATGGTGTAGCAGATTCTTTGCCCAATTGCTAG

AGGCTGCAACAGCTATTATATCAGCCACGTTTCCCCCATAGC

AACACCATGTTTATG

G/A TGGTGTATTTTTGGCTTGCTGCCATTGTCCTTCATCTGCCAC

TGATAACATTTGAGAGAAGTGATAAATTGAGATGTAGAGACA

AGCTTTCAAAGCACAT

Ca_LG_5:2605992 GATGTTATGGTGTAGCAGATTCTTTGCCCAATTGCTAGAGGCT

GCAACAGCTATTATATCAGCCACGTTTCCCCCATAGCAACACC

ATGTTTATGTGGTG

G/C TATTTTTGGCTTGCTGCCATTGTCCTTCATCTGCCACTGATAA

CATTTGAGAGAAGTGATAAATTGAGATGTAGAGACAAGCTTT

CAAAGCACATGAATT

Ca_LG_5:2691950 TGGCTGCAAATAATTTGGACAAAAACATGAAAAGAATTTGGCT

GCAAATAGTTTGGACAAAAACACTCATTTGTCCAAATAATTTG

GCTGCAATAACATT

T/G TTATCTATACTTTGGCTGCAATAATATGGCTGCAATAATTTGG

TTTCAAATAATTTGGCAGCAAAAACAAAAAATGGTAATTATG

GATCTCAAATTGAAA

Ca_LG_5:3207789 TCCATGTTGTTTTTAAACAGGTTGCTACCTTAGCGCCTAATGT

CCCTGCAATGTATGAGCTGCATTTTGCAGTACCAATGGCCGG

AGCCATTCTTTGTAA

A/C TCTTAATTCTCGCTTAGATGCAGCTATGGTATCAGTCCTGCT

GGAGCATTCACAAGCTAAGATTCTTTTTGTAGACTATCAACT

ACTTGAAATTGCTCAG

Ca_LG_5:3207803 AAACAGGTTGCTACCTTAGCGCCTAATGTCCCTGCAATGTATG

AGCTGCATTTTGCAGTACCAATGGCCGGAGCCATTCTTTGTAA

TCTTAATTCTCGCT

T/C TAGATGCAGCTATGGTATCAGTCCTGCTGGAGCATTCACAA

GCTAAGATTCTTTTTGTAGACTATCAACTACTTGAAATTGCTC

AGGGAGCATTGAACTT
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Ca_LG_5:3229986 TTTTGGGCTCATGGTGTTATTCATGCAGTTTTTCTTATTAATAG

GCTGCCATCTAAATTTTTAAATTTTTTTTCTCCTTATCACATATT

GCATGATTCTA

A/G CTCCTGACATTTCCAACTTGAAGGTTTTTGGCTGCCTATGTT

TTTCTACAACTTTGCAATCGTATGTTATCAAGGTGATGTTTTT

CGAATCTTAGATTTA

Ca_LG_5:3500868 AGTGACCCCAGAAGCCATATTGGATAGCAGAGAGGACAAGCA

GGGTTACTTAGAGGTGCTAGTTAAATGGAAAGATCTTCCTCAG

CATGAGTGTACCTGG

G/A GAATTGGCANNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNN

Ca_LG_5:3737739 CAATGGTTCAAAACCCATCTTTTTTTCTATTGTCAGGGAGATG

GAGAATTTGTTAGCAGCAGATATTAAACTCTCTTAATACTTTCA

ACTCATATCACAG

G/T TTATCAATATCTTTGGATCAATTAGTTGAAACAATGATGAAGC

TAGAAAAGTCAACGCAAGAAGCCTATGTTTTTTTTGCATATTT

TTCTAACATGCAAC

Ca_LG_5:4563026 TCATAATTCAAATAACATAACCTAATTTCTTAATACACTTCCCA

AAAAAAATAGACTTTCTAGATTCTAAAATAGCTGCAATTTACAT

CAGACTCAACAG

G/A ACGTTACAAAAAATGGTTCTCGATCAAAGAGGCCTACTAAAA

AGAAATATGTTGAGACTTGAATCTAATAACAAATTTCTACTCA

ACTGCCTGCGAATCT

Ca_LG_5:4563039 AACATAACCTAATTTCTTAATACACTTCCCAAAAAAAATAGACT

TTCTAGATTCTAAAATAGCTGCAATTTACATCAGACTCAACAG

ACGTTACAAAAAA

A/T TGGTTCTCGATCAAAGAGGCCTACTAAAAAGAAATATGTTGA

GACTTGAATCTAATAACAAATTTCTACTCAACTGCCTGCGAA

TCTGAAAAAATAAACA

Ca_LG_5:4563041 CATAACCTAATTTCTTAATACACTTCCCAAAAAAAATAGACTTT

CTAGATTCTAAAATAGCTGCAATTTACATCAGACTCAACAGAC

GTTACAAAAAATG

G/A GTTCTCGATCAAAGAGGCCTACTAAAAAGAAATATGTTGAGA

CTTGAATCTAATAACAAATTTCTACTCAACTGCCTGCGAATCT

GAAAAAATAAACAAC

Ca_LG_5:4630640 CGATTGGAGATATGATCATCATCGTAGGCTGTTTCCTCGCCAT

CTTCGTCAGCTTGGGTAGCATCATTGGAGGGGCCAGCAGTGT

CCTCTTGAGCGGCAC

C/G CAGATGATTGACCAAGGTCACTTTTATGCACATACGAGTGAA

GCTGCTCATTCCTGACGATCTTCATGCTAGGCAGGACGCTT

AAATCCAACACGTTGTC

Ca_LG_5:4630656 CATCATCGTAGGCTGTTTCCTCGCCATCTTCGTCAGCTTGGGT

AGCATCATTGGAGGGGCCAGCAGTGTCCTCTTGAGCGGCAC

CAGATGATTGACCAAG

G/T GTCACTTTTATGCACATACGAGTGAAGCTGCTCATTCCTGAC

GATCTTCATGCTAGGCAGGACGCTTAAATCCAACACGTTGTC

CTTCGTGGGTGTATAT

Ca_LG_5:4630669 TGTTTCCTCGCCATCTTCGTCAGCTTGGGTAGCATCATTGGAG

GGGCCAGCAGTGTCCTCTTGAGCGGCACCAGATGATTGACCA

AGGTCACTTTTATGC

C/T ACATACGAGTGAAGCTGCTCATTCCTGACGATCTTCATGCTA

GGCAGGACGCTTAAATCCAACACGTTGTCCTTCGTGGGTGT

ATATATTACTTGTTCAG

Ca_LG_5:4703781 TTCTTTTGTGATCAGTCTTATTGAACAAAGACTTACCACGGTA

AGGAAGAAAGGGGAACAAGCACACTTGGAGAGCGCATTATAA

TGGATAGTTGTATGT

T/C TGCGTTTGGGAAGGATGAATCGCTCCCGAAAAGGAATCTAT

TGATTCTCTCCCAATTGGATGGGCCGTAGGTGCGATGATTTA

CTTCACGGGCGAGGTCT

Ca_LG_5:4703788 GTGATCAGTCTTATTGAACAAAGACTTACCACGGTAAGGAAG

AAAGGGGAACAAGCACACTTGGAGAGCGCATTATAATGGATA

GTTGTATGTTGCGTTT

T/C GGGAAGGATGAATCGCTCCCGAAAAGGAATCTATTGATTCT

CTCCCAATTGGATGGGCCGTAGGTGCGATGATTTACTTCAC

GGGCGAGGTCTTTGGTTC

Ca_LG_5:4703845 CACTTGGAGAGCGCATTATAATGGATAGTTGTATGTTGCGTTT

GGGAAGGATGAATCGCTCCCGAAAAGGAATCTATTGATTCTC

TCCCAATTGGATGGG

G/A CCGTAGGTGCGATGATTTACTTCACGGGCGAGGTCTTTGGT

TCAAATCTAGGATGGCCCAACTGCGCCAAGGAAAAGAATAA

AAGACTGATTTGACTCCT
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Ca_LG_5:4703882 GCGTTTGGGAAGGATGAATCGCTCCCGAAAAGGAATCTATTG

ATTCTCTCCCAATTGGATGGGCCGTAGGTGCGATGATTTACTT

CACGGGCGAGGTCTT

T/C TGGTTCAAATCTAGGATGGCCCAACTGCGCCAAGGAAAAGA

ATAAAAGACTGATTTGACTCCTTCATGCATGCTCCAACTTGG

CTCGGGGGATGTAGCTC

Ca_LG_5:4703894 GATGAATCGCTCCCGAAAAGGAATCTATTGATTCTCTCCCAAT

TGGATGGGCCGTAGGTGCGATGATTTACTTCACGGGCGAGG

TCTTTGGTTCAAATCT

T/C AGGATGGCCCAACTGCGCCAAGGAAAAGAATAAAAGACTGA

TTTGACTCCTTCATGCATGCTCCAACTTGGCTCGGGGGATGT

AGCTCAGTTGGTAGAGC

Ca_LG_5:4703906 CCGAAAAGGAATCTATTGATTCTCTCCCAATTGGATGGGCCG

TAGGTGCGATGATTTACTTCACGGGCGAGGTCTTTGGTTCAA

ATCTAGGATGGCCCAA

A/G CTGCGCCAAGGAAAAGAATAAAAGACTGATTTGACTCCTTCA

TGCATGCTCCAACTTGGCTCGGGGGATGTAGCTCAGTTGGT

AGAGCTCCGCTCTTGCA

Ca_LG_5:4766778 GTTAAACCTCCGATCTTGTGATGCTCTAACCAACTGATTGAGC

TAAAGGGTCGACCCTATTTGCTTTTTATATACCTAATGGCATC

CCTTATAGCGGCGG

G/A CAACAACAACGATGGTTTGGGTGAAAAATCAGAAGTAGTCA

ACAACGCCGACAATATTGGTTTAGGCAGTGGCGGCCGAAAT

GGTTTTTCCAATTTTTTT

Ca_LG_5:4766789 GATCTTGTGATGCTCTAACCAACTGATTGAGCTAAAGGGTCG

ACCCTATTTGCTTTTTATATACCTAATGGCATCCCTTATAGCG

GCGGCAACAACAACG

G/A ATGGTTTGGGTGAAAAATCAGAAGTAGTCAACAACGCCGAC

AATATTGGTTTAGGCAGTGGCGGCCGAAATGGTTTTTCCAAT

TTTTTTTGGCCATGAGG

Ca_LG_5:4766825 GGGTCGACCCTATTTGCTTTTTATATACCTAATGGCATCCCTT

ATAGCGGCGGCAACAACAACGATGGTTTGGGTGAAAAATCAG

AAGTAGTCAACAACG

G/A CCGACAATATTGGTTTAGGCAGTGGCGGCCGAAATGGTTTT

TCCAATTTTTTTTGGCCATGAGGGAACTTCTAATGCCGTCAA

TGTTGAAATCTAGAAAC

Ca_LG_5:4961875 ATTGCAAAGCAGAAAAAGTAAAAACATGAAAAGAAACAAACCA

AAGATCATGACAAAAAATTCTATAGATAAAACCGGTTTTCCTAT

GCCAAATTTCTCA

A/C ACTTAAGTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCAT

CTTCTTTGATTGCATTATTAGCAGCTTCTTTCAATTCCTTCAT

TCGGAGAGAGGCACG

Ca_LG_5:4961880 AAAGCAGAAAAAGTAAAAACATGAAAAGAAACAAACCAAAGAT

CATGACAAAAAATTCTATAGATAAAACCGGTTTTCCTATGCCA

AATTTCTCAACTTA

A/G AGTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCTTCT

TTGATTGCATTATTAGCAGCTTCTTTCAATTCCTTCATTCGGA

GAGAGGCACGAAGAA

Ca_LG_5:4961897 AACATGAAAAGAAACAAACCAAAGATCATGACAAAAAATTCTA

TAGATAAAACCGGTTTTCCTATGCCAAATTTCTCAACTTAAGT

GCTAATTGAGAAAG

G/T AGTCTTTATAGAAGACCCATCTTCTTTGATTGCATTATTAGCA

GCTTCTTTCAATTCCTTCATTCGGAGAGAGGCACGAAGAATT

ATCGTCACCGGAGAG

Ca_LG_5:4961905 AAGAAACAAACCAAAGATCATGACAAAAAATTCTATAGATAAA

ACCGGTTTTCCTATGCCAAATTTCTCAACTTAAGTGCTAATTG

AGAAAGAGTCTTTA

A/G TAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTTT

CAATTCCTTCATTCGGAGAGAGGCACGAAGAATTATCGTCAC

CGGAGAGATGTACGA

Ca_LG_5:4961927 ACAAAAAATTCTATAGATAAAACCGGTTTTCCTATGCCAAATTT

CTCAACTTAAGTGCTAATTGAGAAAGAGTCTTTATAGAAGACC

CATCTTCTTTGAT

T/G TGCATTATTAGCAGCTTCTTTCAATTCCTTCATTCGGAGAGA

GGCACGAAGAATTATCGTCACCGGAGAGATGTACGAAGCAA

CACCGTCACCGGAGAGA

Ca_LG_5:4961932 AAATTCTATAGATAAAACCGGTTTTCCTATGCCAAATTTCTCAA

CTTAAGTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCT

TCTTTGATTGCAT

T/C TATTAGCAGCTTCTTTCAATTCCTTCATTCGGAGAGAGGCAC

GAAGAATTATCGTCACCGGAGAGATGTACGAAGCAACACCG

TCACCGGAGAGAGAGGC
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Ca_LG_5:4961937 CTATAGATAAAACCGGTTTTCCTATGCCAAATTTCTCAACTTAA

GTGCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCTTCTTT

GATTGCATTATTA

A/G GCAGCTTCTTTCAATTCCTTCATTCGGAGAGAGGCACGAAG

AATTATCGTCACCGGAGAGATGTACGAAGCAACACCGTCAC

CGGAGAGAGAGGCAGGAA

Ca_LG_5:4961956 TCCTATGCCAAATTTCTCAACTTAAGTGCTAATTGAGAAAGAG

TCTTTATAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCT

TCTTTCAATTCCT

T/A TCATTCGGAGAGAGGCACGAAGAATTATCGTCACCGGAGAG

ATGTACGAAGCAACACCGTCACCGGAGAGAGAGGCAGGAA

GCAGCGTCGCAGCACGTCG

Ca_LG_5:4961962 GCCAAATTTCTCAACTTAAGTGCTAATTGAGAAAGAGTCTTTA

TAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTTTC

AATTCCTTCATTC

C/T GGAGAGAGGCACGAAGAATTATCGTCACCGGAGAGATGTAC

GAAGCAACACCGTCACCGGAGAGAGAGGCAGGAAGCAGCG

TCGCAGCACGTCGAAGAAA

Ca_LG_5:4961983 GCTAATTGAGAAAGAGTCTTTATAGAAGACCCATCTTCTTTGA

TTGCATTATTAGCAGCTTCTTTCAATTCCTTCATTCGGAGAGA

GGCACGAAGAATTA

A/G TCGTCACCGGAGAGATGTACGAAGCAACACCGTCACCGGAG

AGAGAGGCAGGAAGCAGCGTCGCAGCACGTCGAAGAAAGG

TTTCAAGATTGTTCCTTCT

Ca_LG_5:4962003 TATAGAAGACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTT

TCAATTCCTTCATTCGGAGAGAGGCACGAAGAATTATCGTCAC

CGGAGAGATGTAC

C/G GAAGCAACACCGTCACCGGAGAGAGAGGCAGGAAGCAGCG

TCGCAGCACGTCGAAGAAAGGTTTCAAGATTGTTCCTTCTTT

TGCTTTTAATGCTTGGCA

Ca_LG_5:4962010 GACCCATCTTCTTTGATTGCATTATTAGCAGCTTCTTTCAATTC

CTTCATTCGGAGAGAGGCACGAAGAATTATCGTCACCGGAGA

GATGTACGAAGCAA

A/G CACCGTCACCGGAGAGAGAGGCAGGAAGCAGCGTCGCAGC

ACGTCGAAGAAAGGTTTCAAGATTGTTCCTTCTTTTGCTTTTA

ATGCTTGGCAACAATCG

Ca_LG_5:5599639 AGCTGGTCCTGAAAAACACCAAGCAGTAGCAGTAAGAAACAA

CGCTGATCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTAT

CAAGACACACTGTAC

C/T GCGCACTCTTTAAGACAATTCTACAGAGAATGTGACATTTAT

GGCACAGTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTC

CAAAATTGCAACATAT

Ca_LG_5:5599641 CTGGTCCTGAAAAACACCAAGCAGTAGCAGTAAGAAACAACG

CTGATCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTATCA

AGACACACTGTACGC

C/T GCACTCTTTAAGACAATTCTACAGAGAATGTGACATTTATGG

CACAGTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTCCA

AAATTGCAACATATTC

Ca_LG_5:5599642 TGGTCCTGAAAAACACCAAGCAGTAGCAGTAAGAAACAACGC

TGATCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTATCAA

GACACACTGTACGCG

G/T CACTCTTTAAGACAATTCTACAGAGAATGTGACATTTATGGC

ACAGTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAA

AATTGCAACATATTCG

Ca_LG_5:5599648 TGAAAAACACCAAGCAGTAGCAGTAAGAAACAACGCTGATCT

CTCGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGACACA

CTGTACGCGCACTCT

T/C TTAAGACAATTCTACAGAGAATGTGACATTTATGGCACAGTT

GATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAATTGC

AACATATTCGCTAGAA

Ca_LG_5:5599649 GAAAAACACCAAGCAGTAGCAGTAAGAAACAACGCTGATCTC

TCGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGACACAC

TGTACGCGCACTCTT

T/G TAAGACAATTCTACAGAGAATGTGACATTTATGGCACAGTTG

ATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAATTGCA

ACATATTCGCTAGAAA

Ca_LG_5:5599650 AAAAACACCAAGCAGTAGCAGTAAGAAACAACGCTGATCTCT

CGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGACACACT

GTACGCGCACTCTTT

T/A AAGACAATTCTACAGAGAATGTGACATTTATGGCACAGTTGA

TTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAATTGCAA

CATATTCGCTAGAAAA
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Ca_LG_5:5599660 AGCAGTAGCAGTAAGAAACAACGCTGATCTCTCGACATTCTAT

CGATGCAGTTTCGAAGGTTATCAAGACACACTGTACGCGCAC

TCTTTAAGACAATTC

C/T TACAGAGAATGTGACATTTATGGCACAGTTGATTTCATATTC

GGCAACGCTGCAGTAGTCTTCCAAAATTGCAACATATTCGCT

AGAAAACCGTTGCCAA

Ca_LG_5:5599673 AGAAACAACGCTGATCTCTCGACATTCTATCGATGCAGTTTCG

AAGGTTATCAAGACACACTGTACGCGCACTCTTTAAGACAATT

CTACAGAGAATGTG

G/A ACATTTATGGCACAGTTGATTTCATATTCGGCAACGCTGCAG

TAGTCTTCCAAAATTGCAACATATTCGCTAGAAAACCGTTGC

CAAATCAAAAAAACGC

Ca_LG_5:5599687 TCTCTCGACATTCTATCGATGCAGTTTCGAAGGTTATCAAGAC

ACACTGTACGCGCACTCTTTAAGACAATTCTACAGAGAATGTG

ACATTTATGGCACA

A/G GTTGATTTCATATTCGGCAACGCTGCAGTAGTCTTCCAAAAT

TGCAACATATTCGCTAGAAAACCGTTGCCAAATCAAAAAAAC

GCGGTAACAGCACAAG

Ca_LG_5:5847419 AAAAACCTATCGATATACTTGTTTTGATGTAGCGTAAATGCCT

TATGTAGATGCTATCACTTATTCTGCCTCGGCCGGATGCTGCC

TTAGTTGATGTGAT

T/A AGAATCCCCCTTGCTTCCTAATCATTTACTATGGTCTTGCTCA

GTTAATAAAAGAAATTCGCTACCCCTACCTTCTCTTTCTTCCC

TCACCCCACCTTTA

Ca_LG_5:5847440 TTTTGATGTAGCGTAAATGCCTTATGTAGATGCTATCACTTATT

CTGCCTCGGCCGGATGCTGCCTTAGTTGATGTGATAGAATCC

CCCTTGCTTCCTAA

A/C TCATTTACTATGGTCTTGCTCAGTTAATAAAAGAAATTCGCTA

CCCCTACCTTCTCTTTCTTCCCTCACCCCACCTTTAGCCCTT

GCTTTCGTTTTGCGC

Ca_LG_5:5850247 CGGATAGGAAATCGTATAGGCCCAGAAGCTCATAGTCGCACA

CCAACCAAAGACTAAACTAAGGCAGCTATTGAGGAAGAAGGA

GAGGCTAACGAGATAT

T/G GGGCGACAAAGCGAGGGGATTGAGCCTTTCTTCTAGCGCAA

GAGTTTTCGTCGCTGGATTAAGACGACTTAACTACTTGTCTG

AAAGCGGAAAAGAAAGT

Ca_LG_5:5850279 TAGTCGCACACCAACCAAAGACTAAACTAAGGCAGCTATTGA

GGAAGAAGGAGAGGCTAACGAGATATGGGCGACAAAGCGAG

GGGATTGAGCCTTTCTT

T/C CTAGCGCAAGAGTTTTCGTCGCTGGATTAAGACGACTTAACT

ACTTGTCTGAAAGCGGAAAAGAAAGTTGACTAGCCTTCAAG

CCTGAATAAGCAAAAAA

Ca_LG_5:5855315 TTATGTTCCCTTTCTAAGATACGGATATAAGTCCCACATACCC

CCTTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAACTATG

AATATACGATCGAG

G/A TACGCTCTTGTCTATTTTTAGACTTCTTACTTTTATTTTTGCAT

TTTCTCTATAAAGCCTTCCCCAACGAAACAAATGTTGTTGCT

CCTTCTGTTTAGAG

Ca_LG_5:5855358 CCTTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAACTATG

AATATACGATCGAGTACGCTCTTGTCTATTTTTAGACTTCTTAC

TTTTATTTTTGCA

A/C TTTTCTCTATAAAGCCTTCCCCAACGAAACAAATGTTGTTGCT

CCTTCTGTTTAGAGTTTGCATGACTTAGCTCTCGTTGTGCGT

GGACTTCCTAATCGA

Ca_LG_5:5855367 GCTTATTCTTTTTAAGAGACTGATGCCAACTATGAATATACGA

TCGAGTACGCTCTTGTCTATTTTTAGACTTCTTACTTTTATTTTT

GCATTTTCTCTA

A/T TAAAGCCTTCCCCAACGAAACAAATGTTGTTGCTCCTTCTGT

TTAGAGTTTGCATGACTTAGCTCTCGTTGTGCGTGGACTTCC

TAATCGAACTAAGATG

Ca_LG_5:5855369 TTATTCTTTTTAAGAGACTGATGCCAACTATGAATATACGATC

GAGTACGCTCTTGTCTATTTTTAGACTTCTTACTTTTATTTTTG

CATTTTCTCTATA

A/G AAGCCTTCCCCAACGAAACAAATGTTGTTGCTCCTTCTGTTT

AGAGTTTGCATGACTTAGCTCTCGTTGTGCGTGGACTTCCTA

ATCGAACTAAGATGGG

Ca_LG_5:5855385 ACTGATGCCAACTATGAATATACGATCGAGTACGCTCTTGTCT

ATTTTTAGACTTCTTACTTTTATTTTTGCATTTTCTCTATAAAGC

CTTCCCCAACGA

A/G AACAAATGTTGTTGCTCCTTCTGTTTAGAGTTTGCATGACTTA

GCTCTCGTTGTGCGTGGACTTCCTAATCGAACTAAGATGGG

TCGGGATGTTGGCTCA
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Ca_LG_5:5855411 CGAGTACGCTCTTGTCTATTTTTAGACTTCTTACTTTTATTTTT

GCATTTTCTCTATAAAGCCTTCCCCAACGAAACAAATGTTGTT

GCTCCTTCTGTTT

T/C AGAGTTTGCATGACTTAGCTCTCGTTGTGCGTGGACTTCCTA

ATCGAACTAAGATGGGTCGGGATGTTGGCTCAAATAAGGTT

TTCTCAGGGAAGGAATA

Ca_LG_5:5867759 AAGCTCGGGCAGGAGTAGGACATTCCATAAAAATATTTCTGAT

CCTCTAGCTCTCACTCGTTGCCCTATTCGGTCAAGCAACTTCA

CTCCTCTCAAATCT

T/C TATTGTTTCATCGACAAGTAGGGTTAATTCTAAGGTTCCTTAT

TCTGGTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGAAC

AGCCCCACCAGCAGCC

Ca_LG_5:5867764 CGGGCAGGAGTAGGACATTCCATAAAAATATTTCTGATCCTCT

AGCTCTCACTCGTTGCCCTATTCGGTCAAGCAACTTCACTCCT

CTCAAATCTTATTG

G/T TTTCATCGACAAGTAGGGTTAATTCTAAGGTTCCTTATTCTG

GTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGAACAGCC

CCACCAGCAGCCCATCG

Ca_LG_5:5867776 GGACATTCCATAAAAATATTTCTGATCCTCTAGCTCTCACTCG

TTGCCCTATTCGGTCAAGCAACTTCACTCCTCTCAAATCTTAT

TGTTTCATCGACAA

A/G GTAGGGTTAATTCTAAGGTTCCTTATTCTGGTTGTCAAGCTG

AAGAAGAGGGAGAAAGAATGGGAACAGCCCCACCAGCAGC

CCATCGAAAGGAATGGAA

Ca_LG_5:5867805 CTAGCTCTCACTCGTTGCCCTATTCGGTCAAGCAACTTCACTC

CTCTCAAATCTTATTGTTTCATCGACAAGTAGGGTTAATTCTAA

GGTTCCTTATTCT

T/C GGTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGAACAG

CCCCACCAGCAGCCCATCGAAAGGAATGGAAAATGAAATAA

GAATTCGTGTTCACTATCT

Ca_LG_5:5867817 CGTTGCCCTATTCGGTCAAGCAACTTCACTCCTCTCAAATCTT

ATTGTTTCATCGACAAGTAGGGTTAATTCTAAGGTTCCTTATTC

TGGTTGTCAAGCT

T/G GAAGAAGAGGGAGAAAGAATGGGAACAGCCCCACCAGCAG

CCCATCGAAAGGAATGGAAAATGAAATAAGAATTCGTGTTCA

CTATCTATGGAGCCAGTG

Ca_LG_5:6576980 TTGTAGTTATTGGTTTCCTCTGATTTCTAGTTGTATTTGGTTCT

AGTTGCCTCTGATTTTGGTTTGGGCTCAACTCAGCAAGCTATA

GGAGTACACTCCC

C/A TTCCATCTTTTCAACCTCCTTGCTTTTCACCTTTCTTACGGCT

ACAATGTTCCTATGTATTCATATAATTAAAAAATACATCCTCT

CTTCAACCATTTTT

Ca_LG_5:6577004 TTCTAGTTGTATTTGGTTCTAGTTGCCTCTGATTTTGGTTTGG

GCTCAACTCAGCAAGCTATAGGAGTACACTCCCTTCCATCTTT

TCAACCTCCTTGCT

T/A TTTCACCTTTCTTACGGCTACAATGTTCCTATGTATTCATATA

ATTAAAAAATACATCCTCTCTTCAACCATTTTTTTAGCCACTT

TTGTTTTTTTTTTC

Ca_LG_5:6641476 GGTCTTGATATTGTAACTAAAATATATCCTTTTACCTGTTGCAC

ACAAAGCAGCTTGAATCATAATTTGATCGTCGATCCACAAAAG

AAAATCCACACCT

T/C ACAAGCTTATGACCACAAGCAGCGGCATGATCAAAAGGTCC

CATTTCGTGATAAAGAGACCTGACATATTCCCACCCCTAAGT

AGAATGAAGAATTTTAA

Ca_LG_5:6758586 TAAATAATATTAATCAATTTTGCATGGAAAAACAATCTTACCTC

AACATATATAGATTCTAGCAAGAAGATTGATCAAATGCAGCTG

ATCCTACAAGTTT

T/G GAGAATTGTTTCTATCTACAAATTGAGGAACATCAATAAAAG

TATGTCAGTTGATTCAAACCATGATAGATTATTGCTTCTTTGG

AAAAAAAGGCCACAA

Ca_LG_5:6869647 GTCGATCCTCATCCTCCTCCACCTGAAGAGGATGATGAAGAA

TATGAGTTTGGTGAGGCTACCGGTGAGGCTGAGGCGCCTATT

GTGGTTGAGCCTGCCT

T/G GTGAGGGTGCTGGTGCTGATATTGCTGCTTGGTGAGGATGT

GGGTGAGGCTGAGGCGCATGAGGCGCCTGCTGTTGTGGTT

GAGCTTGCCGGTGAGGGTG

Ca_LG_5:6869697 TGGTGAGGCTACCGGTGAGGCTGAGGCGCCTATTGTGGTTG

AGCCTGCCTGTGAGGGTGCTGGTGCTGATATTGCTGCTTGGT

GAGGATGTGGGTGAGGC

C/T TGAGGCGCATGAGGCGCCTGCTGTTGTGGTTGAGCTTGCC

GGTGAGGGTGCTGGATATTGCTGCTGCTGGTGAGGATGTG

GGTGAAGGTGCCGGAAGGGT
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Ca_LG_5:6869703 GGCTACCGGTGAGGCTGAGGCGCCTATTGTGGTTGAGCCTG

CCTGTGAGGGTGCTGGTGCTGATATTGCTGCTTGGTGAGGAT

GTGGGTGAGGCTGAGGC

C/T GCATGAGGCGCCTGCTGTTGTGGTTGAGCTTGCCGGTGAG

GGTGCTGGATATTGCTGCTGCTGGTGAGGATGTGGGTGAAG

GTGCCGGAAGGGTGGCAAG

Ca_LG_5:6869706 TACCGGTGAGGCTGAGGCGCCTATTGTGGTTGAGCCTGCCT

GTGAGGGTGCTGGTGCTGATATTGCTGCTTGGTGAGGATGTG

GGTGAGGCTGAGGCGCA

A/C TGAGGCGCCTGCTGTTGTGGTTGAGCTTGCCGGTGAGGGT

GCTGGATATTGCTGCTGCTGGTGAGGATGTGGGTGAAGGTG

CCGGAAGGGTGGCAAGGGG

Ca_LG_5:6869733 GGTTGAGCCTGCCTGTGAGGGTGCTGGTGCTGATATTGCTGC

TTGGTGAGGATGTGGGTGAGGCTGAGGCGCATGAGGCGCCT

GCTGTTGTGGTTGAGCT

T/C TGCCGGTGAGGGTGCTGGATATTGCTGCTGCTGGTGAGGAT

GTGGGTGAAGGTGCCGGAAGGGTGGCAAGGGGTGGTCAGT

GGGCAAGGGTTGAAAGGGT

Ca_LG_5:6869738 AGCCTGCCTGTGAGGGTGCTGGTGCTGATATTGCTGCTTGGT

GAGGATGTGGGTGAGGCTGAGGCGCATGAGGCGCCTGCTGT

TGTGGTTGAGCTTGCCG

G/A GTGAGGGTGCTGGATATTGCTGCTGCTGGTGAGGATGTGG

GTGAAGGTGCCGGAAGGGTGGCAAGGGGTGGTCAGTGGGC

AAGGGTTGAAAGGGTGCAGA

Ca_LG_5:6870827 CCAACTCACCAGAAACATCAGTACCAGCACCAGCACCATCAC

CAGCAGGCTCAACCACAACAGCAGGCGCCTTAGCCTCACCG

GTAGCCTCGCCTTCACT

T/C GGCAGCCTCGCCTTCAACGGTAGCCTCACCCTCACCCTCAC

CAAACTCATATTCTTCATCATCCTCTTGAGGTGGAGGAGGAT

GAGGATCGACAACCCCT

Ca_LG_5:6870846 AGTACCAGCACCAGCACCATCACCAGCAGGCTCAACCACAAC

AGCAGGCGCCTTAGCCTCACCGGTAGCCTCGCCTTCACTGG

CAGCCTCGCCTTCAACG

G/A GTAGCCTCACCCTCACCCTCACCAAACTCATATTCTTCATCA

TCCTCTTGAGGTGGAGGAGGATGAGGATCGACAACCCCTTG

GCACCCTTCCATCACCA

Ca_LG_5:6870896 CCTTAGCCTCACCGGTAGCCTCGCCTTCACTGGCAGCCTCGC

CTTCAACGGTAGCCTCACCCTCACCCTCACCAAACTCATATTC

TTCATCATCCTCTTG

G/C AGGTGGAGGAGGATGAGGATCGACAACCCCTTGGCACCCTT

CCATCACCAGCACCTTCACCCACATCCTCAGCAACATCAGC

ACCAGCACCAGCACCCTC

Ca_LG_5:6870898 TTAGCCTCACCGGTAGCCTCGCCTTCACTGGCAGCCTCGCCT

TCAACGGTAGCCTCACCCTCACCCTCACCAAACTCATATTCTT

CATCATCCTCTTGAG

G/A GTGGAGGAGGATGAGGATCGACAACCCCTTGGCACCCTTCC

ATCACCAGCACCTTCACCCACATCCTCAGCAACATCAGCAC

CAGCACCAGCACCCTCAC

Ca_LG_5:6985476 TGATAATCTGAAAGAGTTCTAACTCTTAAAGGTAGAATCACTT

TTGACTCTTGTACCACATTAAAATGTACATATCAATTACACATG

AAGCAAGACTATA

A/G TGCGCAGATTGTCCACATTAGATTATTGGAAAAGTAACCAAA

GAAGAGAAAAGAAAATTTGAACAAAATGTCACACAAATAGTT

ATTTGTTTGTTTTTAT

Ca_LG_5:6985489 GAGTTCTAACTCTTAAAGGTAGAATCACTTTTGACTCTTGTAC

CACATTAAAATGTACATATCAATTACACATGAAGCAAGACTAT

ATGCGCAGATTGTC

C/T CACATTAGATTATTGGAAAAGTAACCAAAGAAGAGAAAAGAA

AATTTGAACAAAATGTCACACAAATAGTTATTTGTTTGTTTTT

ATAGATACCGTGATG

Ca_LG_5:8077964 AAATCACAATCTGATCGTCCCTTGTCTAACTATATTTTAGGGG

ATTGTGGCAGCTGGTCTTACACAATACAGAGTTTACTCTATTG

ATGAAGTAATACTT

T/C TGAACCATTCTGGTATATTGGAAGACTGCTGTATGAATTTTTT

GAGTTTTTATTTGCTTTTGCTGCTTCAGGTGATGACATTGCTT

CAGCAAGGAAATCG

Ca_LG_5:8078850 TTCATCTTCTGTCAAATATATCACTCCGTTGATTTTGAATAATG

AAACTGAAATCTGTTAGACATGGATGCAGGCAAATGATGCAA

ATGAAGATCTATTT

T/A CCAGTAACTGAAACAGGAACAGACCAGGCCAAGCTGGTACT

TGAGCTGCAGAAGGAGAATCGTGAAATGCGAATGCAGCTAG

CACGGCAACAACAAAAGC
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Ca_LG_5:8078865 ATATATCACTCCGTTGATTTTGAATAATGAAACTGAAATCTGTT

AGACATGGATGCAGGCAAATGATGCAAATGAAGATCTATTTC

CAGTAACTGAAACA

A/T GGAACAGACCAGGCCAAGCTGGTACTTGAGCTGCAGAAGG

AGAATCGTGAAATGCGAATGCAGCTAGCACGGCAACAACAA

AAGCTTTTGACACTCGAAG

Ca_LG_5:8827358 GATTTACTACTTTTGCTGCTATGTTTTCTTCCTCAGCCTCTTTT

ACTCCCTTGTTGATGTTGATTTCTGGTTCTTGACTACCAAATG

TTTTAATCAGATA

A/C GGTTAAAAAAGATTTGGATTTGGATTTTCTTGATCCCAAGAA

CAAAACCAGAGCAATATCCAAGCATCTAGGCTCGTGAACGC

CCACTGCACTTTATCAA

Ca_LG_5:8858516 GTAGAAGGAGCACTTCAGGTTATGTATTCAAATTCATGAAATC

TTCAATAGCATGGAGCTTAAATAAGCAGCTTGTGATAGCATTT

TCATCATGCGAAGC

C/T TGAGTACATTGCTGACAGCTATGCAACCTGCCAAACATTGTG

GTTGGAGTCATTAACAACAGAGCTAAAGATGGAAATTTGCAG

ACCAATTCCATTGCTG

Ca_LG_5:8858518 AGAAGGAGCACTTCAGGTTATGTATTCAAATTCATGAAATCTT

CAATAGCATGGAGCTTAAATAAGCAGCTTGTGATAGCATTTTC

ATCATGCGAAGCTG

G/A AGTACATTGCTGACAGCTATGCAACCTGCCAAACATTGTGGT

TGGAGTCATTAACAACAGAGCTAAAGATGGAAATTTGCAGAC

CAATTCCATTGCTGAT

Ca_LG_5:8858520 AAGGAGCACTTCAGGTTATGTATTCAAATTCATGAAATCTTCA

ATAGCATGGAGCTTAAATAAGCAGCTTGTGATAGCATTTTCAT

CATGCGAAGCTGAG

G/A TACATTGCTGACAGCTATGCAACCTGCCAAACATTGTGGTTG

GAGTCATTAACAACAGAGCTAAAGATGGAAATTTGCAGACCA

ATTCCATTGCTGATTG

Ca_LG_5:9031733 ACAAGCAGCTATTGCTGCAGATGAGCTTCCTCCTCTTCCTATT

GGTAGTAAAAAAAGAAAACCCAATGCTAATGGTCCTAGGAGA

AGCTCTAAGGTTTGG

G/A CTGAACTTTAACATTCTACCCGATGGGCCTATCCCAACTGCT

GCTTGTAAACATTGTCACCAAAGATACCTTTGCCATTCTAAA

ACACATGGAACCTCGA

Ca_LG_5:9042477 AGAGAAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGTAAT

ATATATAGGATTGGGTTGATCCTTTGTGGCAGCCAAAGCAGC

CACAATAAGCAACGGT

T/C TATGTGTCATTTGTGGCGGCCAAAACGGACAAAAAGACATG

GATTTGTGGCGGCCTGGACGACCAGAAAAGCCAACGTCTCT

TTATTCTTTTGTGGCGGC

Ca_LG_5:9982511 GTTTTTTTTTCCTCTTCAAAATTCTGTGTTCCAACTGTGCTTTT

CCATTCCAGCTGTGTGTATACTATTCTAGTGCAGCCCACCACC

ACAGACCGCCGCA

A/G CAATCCTCCAGCGAATACGGTGACATTTTTTTTTGCGCTGCC

AAACTCCAGCAAACACGGAGACACATTTGGCCACCAATTTTT

TCAAAGAAAATCGTCG

Ca_LG_5:9982523 TCTTCAAAATTCTGTGTTCCAACTGTGCTTTTCCATTCCAGCT

GTGTGTATACTATTCTAGTGCAGCCCACCACCACAGACCGCC

GCACAATCCTCCAGC

C/T GAATACGGTGACATTTTTTTTTGCGCTGCCAAACTCCAGCAA

ACACGGAGACACATTTGGCCACCAATTTTTTCAAAGAAAATC

GTCGCTCAAGGCCTTA

Ca_LG_5:10033305 TTGTTGTAACTGAACTTCATCTAAGGATATAACCTGATAAGTA

AAGGCAATATAAGAATGATTCATAATCGCAGTAGGTAGGGCA

GGAGTACACTGCTTA

A/C AATTAGCAAATTCTCGAAATAAAAATAAAGTACCAACCAAAC

CACTCAGTTCAGCAGTAACAGAATATTGAGCAGCATTGTCAT

CAGGCTTTTGCGATCT

Ca_LG_5:10254664 GATAACTTAGAAGCAAAGATGGCAAAATATTATCATCTGGTAT

GTTCCATATGTTGCTATTCAGAATTGAAATCCAATCCTTTGCAT

CTACCTTTGAACT

T/G CAAAAGCCCTCCGAGTGTATTGACAGCAATTGGCAATCCTC

CACACTTTCTAGCAACCTTCCTACCAATTGCTTCTATGTTTTG

GTATTTATTTCCACCA

Ca_LG_5:10254671 TAGAAGCAAAGATGGCAAAATATTATCATCTGGTATGTTCCAT

ATGTTGCTATTCAGAATTGAAATCCAATCCTTTGCATCTACCTT

TGAACTCAAAAGC

C/T CCTCCGAGTGTATTGACAGCAATTGGCAATCCTCCACACTTT

CTAGCAACCTTCCTACCAATTGCTTCTATGTTTTGGTATTTAT

TTCCACCATAATTTT
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Ca_LG_5:10386031 AGATGACGAGGCTTCTGTGCCAAATAGATCATATACTCATCCA

CGATATCTTCTATGCGGAAAGCTGCTTCCCTAACTTGTTTCAC

CCATGTTTTGATCC

C/T CTTCACTGTTGTTGTCTCCATTTAATGCAGCTCTTTTATCAGC

ATCCTTAAGGAAGGCTTGCATGCTTTCCAGTTCATCTTTAAT

GTCTGAAAATTCCTT

Ca_LG_5:10386036 ACGAGGCTTCTGTGCCAAATAGATCATATACTCATCCACGATA

TCTTCTATGCGGAAAGCTGCTTCCCTAACTTGTTTCACCCATG

TTTTGATCCCTTCA

A/C CTGTTGTTGTCTCCATTTAATGCAGCTCTTTTATCAGCATCCT

TAAGGAAGGCTTGCATGCTTTCCAGTTCATCTTTAATGTCTG

AAAATTCCTTGTGAA

Ca_LG_5:10386093 AGCTGCTTCCCTAACTTGTTTCACCCATGTTTTGATCCCTTCA

CTGTTGTTGTCTCCATTTAATGCAGCTCTTTTATCAGCATCCTT

AAGGAAGGCTTGC

C/G ATGCTTTCCAGTTCATCTTTAATGTCTGAAAATTCCTTGTGAA

CACCTTTGATCAGTTCGGCTTCTTCTGTTAATAGCGGAAGCA

GTTGGTCAATAGCAA

Ca_LG_5:11632797 TCTTCTTTTCTGATAGTATGCTTTGTACCAGATTCATGACTGTT

TGATTCCTCCTTTCCACTACTCCGTTTTGTTGAGGAGTATAGG

CAGCCGTTAGTTG

G/T CCTTTTGATGTCGTGTTCTTTGCAAAATTCGATAAATTCATCT

GAGTTGAATTCTCCTCCTATGTCCGTTCTTAGGCAGCAAACC

GGAAATTCAACTTCT

Ca_LG_5:11632859 ACTCCGTTTTGTTGAGGAGTATAGGCAGCCGTTAGTTGCCTTT

TGATGTCGTGTTCTTTGCAAAATTCGATAAATTCATCTGAGTT

GAATTCTCCTCCTA

A/C TGTCCGTTCTTAGGCAGCAAACCGGAAATTCAACTTCTTTCT

CAACACTTGCTTTGAATACTTTGAAGGAGTTGAAGGCTTCAT

ATTTTTTTGCAATGAG

Ca_LG_5:11657961 GAAGTAGATAGGAATTTAGAAACAGAGGATGTTGCCAACATTT

TACTTGGAAAAAGTCTTTTAGTGCGCTGTGATCGTGTGGTAAA

AACTCTTCGCCCTG

G/A GGAAGAAAAAACTATCTACTTGGCCTGCACATTTAGAAATTT

TCCCTGTAAGTCATTTTCCTTGCTGCAATCATTGACTTGCTAT

GTGATTATTGTGTTA

Ca_LG_5:11658126 TGCAATCATTGACTTGCTATGTGATTATTGTGTTAGAAGGTTG

AACATATATGAAGTTGCATGTGGATCTGTGATCTGTCAATATT

TCAGTATATTTCTG

G/A GTGCTGCAGTACCTGTTTAATATTATTTTTTCTCATTTTATCC

TCATAAGCTGTAATAACACCCCTTTCTTGTAATTAAGAAGTTG

AATTTCAATTTCAA

Ca_LG_5:11674988 TCGGTGGCAACGTGTTAGTGTCATGTTCGTGTTTTTGCTAGCT

CAATGTTTTGCTTAGATGAGCTTGGTATTTGGTTCGCTTTGAA

GGTTCTTTGTTGCG

G/A GTGACTTTATTTATGGCTTTATTTTATGTTTGCATAATTGACA

TAACTGTTTTTTCTTTTTACATGATAGGCTGCATAAAGCTTAT

CTTTGATTGAATTT

Ca_LG_5:11675004 AGTGTCATGTTCGTGTTTTTGCTAGCTCAATGTTTTGCTTAGAT

GAGCTTGGTATTTGGTTCGCTTTGAAGGTTCTTTGTTGCGGTG

ACTTTATTTATGG

G/T CTTTATTTTATGTTTGCATAATTGACATAACTGTTTTTTCTTTT

TACATGATAGGCTGCATAAAGCTTATCTTTGATTGAATTTAGC

CCTCCAGCTATTG

Ca_LG_5:11860170 CTATCTCATAAGTGCGTTGAGACCATAGCATGTTAAACGAAAG

CGCCGCTTTTCTTTGTGTTGAGCTCCTCTTCCTTCGCTGCTTT

CGTACACCAGGGGT

T/G ATAGAAGCCCACGGAGCGGTAGGCTAAGCTGGAAAGAGAG

AGATCAGTTGGTTTGGTTCTGGGTTGTCTCTATATTTCTAATT

ATTCTGTTAATAGAATC

Ca_LG_5:11860200 TGTTAAACGAAAGCGCCGCTTTTCTTTGTGTTGAGCTCCTCTT

CCTTCGCTGCTTTCGTACACCAGGGGTATAGAAGCCCACGGA

GCGGTAGGCTAAGCT

T/C GGAAAGAGAGAGATCAGTTGGTTTGGTTCTGGGTTGTCTCT

ATATTTCTAATTATTCTGTTAATAGAATCTGAATTGATGCTGG

TTTCTCCGTCTTATGT

Ca_LG_5:11860214 GCCGCTTTTCTTTGTGTTGAGCTCCTCTTCCTTCGCTGCTTTC

GTACACCAGGGGTATAGAAGCCCACGGAGCGGTAGGCTAAG

CTGGAAAGAGAGAGAT

T/G CAGTTGGTTTGGTTCTGGGTTGTCTCTATATTTCTAATTATTC

TGTTAATAGAATCTGAATTGATGCTGGTTTCTCCGTCTTATGT

TTCAAAAATTATAA
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Ca_LG_5:12037840 TTTCTGGTATAGGTCTCAACAATTTTATCATTTTCTTGATTCAT

AGAAGTATTATAGCCATGAATTTCATTAACAAGGTTATGATCA

ACATATAACATAC

C/G TGAGCGGTTCTCAGATTGTTGATTGTAGTAGACACGTAGCG

CTGTTGCTCTTTAAATATTTTTTATTAGCTAAGAATCCTAAAT

AATTACAAATAAAAGA

Ca_LG_5:12037854 CTCAACAATTTTATCATTTTCTTGATTCATAGAAGTATTATAGC

CATGAATTTCATTAACAAGGTTATGATCAACATATAACATACTG

AGCGGTTCTCAG

G/A ATTGTTGATTGTAGTAGACACGTAGCGCTGTTGCTCTTTAAA

TATTTTTTATTAGCTAAGAATCCTAAATAATTACAAATAAAAG

ACACTAAAATAGCAG

Ca_LG_5:12037870 TTTTCTTGATTCATAGAAGTATTATAGCCATGAATTTCATTAAC

AAGGTTATGATCAACATATAACATACTGAGCGGTTCTCAGATT

GTTGATTGTAGTA

A/T GACACGTAGCGCTGTTGCTCTTTAAATATTTTTTATTAGCTAA

GAATCCTAAATAATTACAAATAAAAGACACTAAAATAGCAGG

TGGATAGAACTTTAT

Ca_LG_5:12038452 GCGCTTGGGTGGTTATTCTCGTCAACCTCCACTCTCATCTTTA

CGTAATACTGCACTCAAAGCTGCGGAAAAGAGATCACAGTTG

GGATCTCTTCTTCCA

A/C TCTGGACCAAATCGTATTGGTGGCAATAGTGTTATAATGAAG

TCACTTACTCCAGCACAAGCAGCTGTGATGGCTGCAGAAAG

GAGATTACAGGATGACA

Ca_LG_5:12038454 GCTTGGGTGGTTATTCTCGTCAACCTCCACTCTCATCTTTACG

TAATACTGCACTCAAAGCTGCGGAAAAGAGATCACAGTTGGG

ATCTCTTCTTCCATC

C/A TGGACCAAATCGTATTGGTGGCAATAGTGTTATAATGAAGTC

ACTTACTCCAGCACAAGCAGCTGTGATGGCTGCAGAAAGGA

GATTACAGGATGACATA

Ca_LG_5:12038459 GGTGGTTATTCTCGTCAACCTCCACTCTCATCTTTACGTAATA

CTGCACTCAAAGCTGCGGAAAAGAGATCACAGTTGGGATCTC

TTCTTCCATCTGGAC

C/A CAAATCGTATTGGTGGCAATAGTGTTATAATGAAGTCACTTA

CTCCAGCACAAGCAGCTGTGATGGCTGCAGAAAGGAGATTA

CAGGATGACATATGGTG

Ca_LG_5:12038466 ATTCTCGTCAACCTCCACTCTCATCTTTACGTAATACTGCACT

CAAAGCTGCGGAAAAGAGATCACAGTTGGGATCTCTTCTTCC

ATCTGGACCAAATCG

G/A TATTGGTGGCAATAGTGTTATAATGAAGTCACTTACTCCAGC

ACAAGCAGCTGTGATGGCTGCAGAAAGGAGATTACAGGATG

ACATATGGTGTGGTTCT

Ca_LG_5:12038481 CACTCTCATCTTTACGTAATACTGCACTCAAAGCTGCGGAAAA

GAGATCACAGTTGGGATCTCTTCTTCCATCTGGACCAAATCGT

ATTGGTGGCAATAG

G/A TGTTATAATGAAGTCACTTACTCCAGCACAAGCAGCTGTGAT

GGCTGCAGAAAGGAGATTACAGGATGACATATGGTGTGGTT

CTCAATTTTGTGATAAA

Ca_LG_5:12365614 ACAGTTTTCATTTCCTCATGCTTTTCATCATCAGTTCCCGCCTC

ACCAACAACAACAATCAAGGCATCAATACTTGCAGCAACAACC

ACTGTACCAACAG

G/A CAGCAACCGCCTCCAAATTTTCAGCAGCAACAACAGGATCA

TCCAAACTCCGCCTTCCAGCAACAACATCAACCAATGTTTCA

GCAACAATAATATTTTA

Ca_LG_5:12378702 AAAACATGGTGTTGACTATGAAGAAGTTTTTGCACCAGTTTCT

CGCGCGGACACTATTCGTTTGCTAATCTCTGTAGCAGCTCAA

AATAAGTGGAAATTT

T/G TATCAACTTGATGTAAAATCGGCATTTCTAAATGGCTATCTTG

AAGAAGAGGTCTAAGTTGAGCAGCCAATGGGGTACATGATT

AAAGGACATGAAGATA

Ca_LG_5:12391970 AAGTTAGAAGTGAAAAATGATAAGAGGAGTGGAGTAATATATA

TATATATGATTGAGTTTATCCTTTGTGGCGGCCAAAGCAGACA

CAATAAGCAACGAT

T/C TATGTGTCATTTGTGGCGGCCAAAACGGTCAAAAAGGCATG

GATTTGTGGCGGCCTGGACGGCCACAACTGGCAACGGTCT

CTTTATTCTTGTGTGGTGG

Ca_LG_5:12392028 TTATCCTTTGTGGCGGCCAAAGCAGACACAATAAGCAACGAT

TATGTGTCATTTGTGGCGGCCAAAACGGTCAAAAAGGCATGG

ATTTGTGGCGGCCTGG

G/A ACGGCCACAACTGGCAACGGTCTCTTTATTCTTGTGTGGTG

GCCTTTGCAGCCACAAAATGCAACTGGCCATGCTTTTGTGG

CGGCCTTTGCAGTCACAA
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Ca_LG_5:12392042 GGCCAAAGCAGACACAATAAGCAACGATTATGTGTCATTTGT

GGCGGCCAAAACGGTCAAAAAGGCATGGATTTGTGGCGGCC

TGGACGGCCACAACTGG

G/A CAACGGTCTCTTTATTCTTGTGTGGTGGCCTTTGCAGCCACA

AAATGCAACTGGCCATGCTTTTGTGGCGGCCTTTGCAGTCA

CAAACTGCAACGTCACT

Ca_LG_5:12974344 AGGGTTAGGGCCTCAGAGGCAGTGTATCAATTGCAGCTTGCA

GAAAATAGCAGTTTGTTCAAATTCCGTTACAATACTATAACCG

CTATTTAACAAAACA

A/T TTGTACTCAATTGTGTATTATTTAACGATAGTAATTTATTAAAA

TTCCGCTATAGCTGCAAATTTTTAGTGCTGCACAGGGGTATT

GATGATCTATTGCT

Ca_LG_5:12974358 AGAGGCAGTGTATCAATTGCAGCTTGCAGAAAATAGCAGTTT

GTTCAAATTCCGTTACAATACTATAACCGCTATTTAACAAAACA

TTGTACTCAATTGT

T/C GTATTATTTAACGATAGTAATTTATTAAAATTCCGCTATAGCT

GCAAATTTTTAGTGCTGCACAGGGGTATTGATGATCTATTGC

TTTGCCTGTGAAAGA

Ca_LG_5:12974364 AGTGTATCAATTGCAGCTTGCAGAAAATAGCAGTTTGTTCAAA

TTCCGTTACAATACTATAACCGCTATTTAACAAAACATTGTACT

CAATTGTGTATTA

A/G TTTAACGATAGTAATTTATTAAAATTCCGCTATAGCTGCAAAT

TTTTAGTGCTGCACAGGGGTATTGATGATCTATTGCTTTGCC

TGTGAAAGAGGCTGG

Ca_LG_5:12974372 AATTGCAGCTTGCAGAAAATAGCAGTTTGTTCAAATTCCGTTA

CAATACTATAACCGCTATTTAACAAAACATTGTACTCAATTGTG

TATTATTTAACGA

A/G TAGTAATTTATTAAAATTCCGCTATAGCTGCAAATTTTTAGTG

CTGCACAGGGGTATTGATGATCTATTGCTTTGCCTGTGAAAG

AGGCTGGTTTCAAGT

Ca_LG_5:13046477 TATTTATTAATTGAGTCTATAAAATTATTAACAGAAGACACAAT

CAAAGACATGTGCGAAACATCAAAAAGTGAGGATACAAAGAA

GTCTGAAACATTGA

A/G AAAGTGAGGATGCAAAGAAGTTAGAAACATTGAAAATTGAG

GAAGAAAAGAAAGCTGAAACATTGAAAAGTGAAACACCAATA

TTAACTGCAGCAAGATA

Ca_LG_5:13046488 TGAGTCTATAAAATTATTAACAGAAGACACAATCAAAGACATG

TGCGAAACATCAAAAAGTGAGGATACAAAGAAGTCTGAAACA

TTGAAAAGTGAGGAT

T/A GCAAAGAAGTTAGAAACATTGAAAATTGAGGAAGAAAAGAAA

GCTGAAACATTGAAAAGTGAAACACCAATATTAACTGCAGCA

AGATATGGTATAGTTG

Ca_LG_5:13046490 AGTCTATAAAATTATTAACAGAAGACACAATCAAAGACATGTG

CGAAACATCAAAAAGTGAGGATACAAAGAAGTCTGAAACATT

GAAAAGTGAGGATGC

C/A AAAGAAGTTAGAAACATTGAAAATTGAGGAAGAAAAGAAAGC

TGAAACATTGAAAAGTGAAACACCAATATTAACTGCAGCAAG

ATATGGTATAGTTGAA

Ca_LG_5:13046498 AAATTATTAACAGAAGACACAATCAAAGACATGTGCGAAACAT

CAAAAAGTGAGGATACAAAGAAGTCTGAAACATTGAAAAGTG

AGGATGCAAAGAAGT

T/A TAGAAACATTGAAAATTGAGGAAGAAAAGAAAGCTGAAACAT

TGAAAAGTGAAACACCAATATTAACTGCAGCAAGATATGGTA

TAGTTGAAATGGTGAA

Ca_LG_5:13046499 AATTATTAACAGAAGACACAATCAAAGACATGTGCGAAACATC

AAAAAGTGAGGATACAAAGAAGTCTGAAACATTGAAAAGTGA

GGATGCAAAGAAGTT

T/A AGAAACATTGAAAATTGAGGAAGAAAAGAAAGCTGAAACATT

GAAAAGTGAAACACCAATATTAACTGCAGCAAGATATGGTAT

AGTTGAAATGGTGAAT

Ca_LG_5:13046505 TAACAGAAGACACAATCAAAGACATGTGCGAAACATCAAAAA

GTGAGGATACAAAGAAGTCTGAAACATTGAAAAGTGAGGATG

CAAAGAAGTTAGAAAC

C/T ATTGAAAATTGAGGAAGAAAAGAAAGCTGAAACATTGAAAAG

TGAAACACCAATATTAACTGCAGCAAGATATGGTATAGTTGA

AATGGTGAATGTGCTT

Ca_LG_5:13117846 GTGTCTTGGTTGTCTCCCATAATAGGTACAATTAAATGCAATA

TTGACGCAATACTATTCAAAGATATAGGTCGCATCAAAGTGGG

TTTTTGTTTACATA

A/G ACGAATGGGGAAGAGTGTTGGGTGCTCAAATAGAGTGGCAC

CCATGGAACATGATTGCGCTAGAGGTGGAAGCTTGGGGACT

GTTTCAAGTGATCAAGTG
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Ca_LG_5:13117859 CTCCCATAATAGGTACAATTAAATGCAATATTGACGCAATACT

ATTCAAAGATATAGGTCGCATCAAAGTGGGTTTTTGTTTACAT

AACGAATGGGGAAG

G/T AGTGTTGGGTGCTCAAATAGAGTGGCACCCATGGAACATGA

TTGCGCTAGAGGTGGAAGCTTGGGGACTGTTTCAAGTGATC

AAGTGGATAACATCTTAT

Ca_LG_5:14305618 CTTTGGTTGTGTTATAGTACATGAAGTTCTCTCCCATTTCATTG

AGCATGGTGTTGAGTAGCCATGACATCACTAGGTTGTTTTCTA

GTTGCAATATTTT

T/C GAGTTTGGGATCTCATTTTTCTGGATTTTTGAAGTCTCTTATG

ATATACCTTTCTTTCCCTTTTTCTTGAAGGTAGATTCTAATTG

GATGCACTTATTGA

Ca_LG_5:14305650 CCCATTTCATTGAGCATGGTGTTGAGTAGCCATGACATCACTA

GGTTGTTTTCTAGTTGCAATATTTTGAGTTTGGGATCTCATTTT

TCTGGATTTTTGA

A/G AGTCTCTTATGATATACCTTTCTTTCCCTTTTTCTTGAAGGTA

GATTCTAATTGGATGCACTTATTGATTGTAATTCTAGCCATTC

ATATTGTAATTGTT

Ca_LG_5:14585128 AATTTATGATAAACTTTGATTTTTGACTAACCATGCACCAACTC

TTCGATATATTTCTTGTTTGATGGTTCTATGAGTATCCAAAATA

CAAACGAGATGA

A/G ATGTTTATTGTCCCAACTATTTTTGTTAGTCTCGATACCGATA

AGAAATGAAATATTTTTTTTTACAAAATTTTCTCCTGGGATGA

AGAATAAAGCATAT

Ca_LG_5:14585146 ATTTTTGACTAACCATGCACCAACTCTTCGATATATTTCTTGTT

TGATGGTTCTATGAGTATCCAAAATACAAACGAGATGAATGTT

TATTGTCCCAACT

T/C ATTTTTGTTAGTCTCGATACCGATAAGAAATGAAATATTTTTT

TTTACAAAATTTTCTCCTGGGATGAAGAATAAAGCATATCTTA

GTTTCAATTAATGC

Ca_LG_5:14892166 GGAAAATTGGAATTTGTGGCGGCCTTTGCAGCCACAAAGTGC

AACGGATCAATGCTTTTGTTGCGGCCTGGGCGGCCACAAACG

ACTTGCCTTTGTGGCG

G/A GCCTTTACCCTCACAAAAGGTTGATTTTGTGGCTGAAAAAAT

CCTCACAAAAGACTTAAATTTTAGCTGGATTTTGTGGCGGCC

TAAGCCCTCACAAAAT

Ca_LG_5:14892174 GGAATTTGTGGCGGCCTTTGCAGCCACAAAGTGCAACGGATC

AATGCTTTTGTTGCGGCCTGGGCGGCCACAAACGACTTGCCT

TTGTGGCGGCCTTTAC

C/A CCTCACAAAAGGTTGATTTTGTGGCTGAAAAAATCCTCACAA

AAGACTTAAATTTTAGCTGGATTTTGTGGCGGCCTAAGCCCT

CACAAAATAACAATGT

Ca_LG_5:15182998 CATACTTAGTCCAAAAATTAGCACCAAAATTTTAGTTCATCTCA

TATCTCAAACGATGTAACCTATACTCATAGAACTCTAACTGCT

CCAAATTGATCAT

T/C GATTATATTTTCTTTCGAATTTATCCTCACTTAAAGATTACAA

CAAACTAAAGCAAAGATTTCCAAGTAGCAGATGAGATAAATA

ATTATTTACTGAAAG

Ca_LG_5:15183014 ATTAGCACCAAAATTTTAGTTCATCTCATATCTCAAACGATGTA

ACCTATACTCATAGAACTCTAACTGCTCCAAATTGATCATGATT

ATATTTTCTTTC

C/T GAATTTATCCTCACTTAAAGATTACAACAAACTAAAGCAAAG

ATTTCCAAGTAGCAGATGAGATAAATAATTATTTACTGAAAGA

TATAACACACAACCA

Ca_LG_5:15183035 CATCTCATATCTCAAACGATGTAACCTATACTCATAGAACTCTA

ACTGCTCCAAATTGATCATGATTATATTTTCTTTCGAATTTATC

CTCACTTAAAGA

A/G TTACAACAAACTAAAGCAAAGATTTCCAAGTAGCAGATGAGA

TAAATAATTATTTACTGAAAGATATAACACACAACCAAACCAA

ATTGAATCAGGTAGT

Ca_LG_5:15183047 CAAACGATGTAACCTATACTCATAGAACTCTAACTGCTCCAAA

TTGATCATGATTATATTTTCTTTCGAATTTATCCTCACTTAAAG

ATTACAACAAACT

T/C AAAGCAAAGATTTCCAAGTAGCAGATGAGATAAATAATTATT

TACTGAAAGATATAACACACAACCAAACCAAATTGAATCAGG

TAGTACACAAACCACT

Ca_LG_5:15183052 GATGTAACCTATACTCATAGAACTCTAACTGCTCCAAATTGAT

CATGATTATATTTTCTTTCGAATTTATCCTCACTTAAAGATTAC

AACAAACTAAAGC

C/A AAAGATTTCCAAGTAGCAGATGAGATAAATAATTATTTACTGA

AAGATATAACACACAACCAAACCAAATTGAATCAGGTAGTAC

ACAAACCACTTTAAA
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Ca_LG_5:16045497 TTGGAGCAAGTGGTGGCTATGGTATTGAATTCATCTCCTGATC

AGCATCCTCATGTAAGGTGGGCAGCTATTAATGCAATTGGTG

GGCAATTGTCTACTG

G/A ATTTGGGTCTATATTTGCAAGTTCAATATCATCGGGGGGTGT

TTCCAGCCCTAGCTGCTGCGATGGATGATTTTCAGAATCCTC

GTGTAGAGACTCATGC

Ca_LG_5:16045512 GCTATGGTATTGAATTCATCTCCTGATCAGCATCCTCATGTAA

GGTGGGCAGCTATTAATGCAATTGGTGGGCAATTGTCTACTG

ATTTGGGTCTATATT

T/A TGCAAGTTCAATATCATCGGGGGGTGTTTCCAGCCCTAGCT

GCTGCGATGGATGATTTTCAGAATCCTCGTGTAGAGACTCAT

GCCACTTCAGCTCTGCT

Ca_LG_5:16045531 CTCCTGATCAGCATCCTCATGTAAGGTGGGCAGCTATTAATG

CAATTGGTGGGCAATTGTCTACTGATTTGGGTCTATATTTGCA

AGTTCAATATCATCG

G/A GGGGGTGTTTCCAGCCCTAGCTGCTGCGATGGATGATTTTC

AGAATCCTCGTGTAGAGACTCATGCCACTTCAGCTCTGCTCA

ACTTCAGCGAGAATTGC

Ca_LG_5:16045545 CCTCATGTAAGGTGGGCAGCTATTAATGCAATTGGTGGGCAA

TTGTCTACTGATTTGGGTCTATATTTGCAAGTTCAATATCATCG

GGGGGTGTTTCCAG

G/T CCCTAGCTGCTGCGATGGATGATTTTCAGAATCCTCGTGTAG

AGACTCATGCCACTTCAGCTCTGCTCAACTTCAGCGAGAATT

GCACACATGATATTTT

Ca_LG_5:16142733 AAGTTCGTATATGTGCTCCTTTTCAAGAAATTATTCATACTCAT

CTCCGAATATAGCTTTATTCATGGTTATGATGCGTGAATCGTC

GTTGCTGCCCATG

G/A TTCCTTTTTACTTGGATGTCAAGACATGCCCCGTATTTAGCA

AGGCATGGGTGACTTATTTTAGGAGCAACAGCGACTGATTTT

CCTCGATTCAGTTTTT

Ca_LG_5:16142736 TTCGTATATGTGCTCCTTTTCAAGAAATTATTCATACTCATCTC

CGAATATAGCTTTATTCATGGTTATGATGCGTGAATCGTCGTT

GCTGCCCATGTTC

C/G CTTTTTACTTGGATGTCAAGACATGCCCCGTATTTAGCAAGG

CATGGGTGACTTATTTTAGGAGCAACAGCGACTGATTTTCCT

CGATTCAGTTTTTTAG

Ca_LG_5:16142773 TCATCTCCGAATATAGCTTTATTCATGGTTATGATGCGTGAAT

CGTCGTTGCTGCCCATGTTCCTTTTTACTTGGATGTCAAGACA

TGCCCCGTATTTAG

G/C CAAGGCATGGGTGACTTATTTTAGGAGCAACAGCGACTGAT

TTTCCTCGATTCAGTTTTTTAGCTGCAACTTTGGCAGCTTTAT

TACCCTCCAGCTTTTG

Ca_LG_5:16142783 ATATAGCTTTATTCATGGTTATGATGCGTGAATCGTCGTTGCT

GCCCATGTTCCTTTTTACTTGGATGTCAAGACATGCCCCGTAT

TTAGCAAGGCATGG

G/A GTGACTTATTTTAGGAGCAACAGCGACTGATTTTCCTCGATT

CAGTTTTTTAGCTGCAACTTTGGCAGCTTTATTACCCTCCAG

CTTTTGTAGTTTGCCA

Ca_LG_5:16142784 TATAGCTTTATTCATGGTTATGATGCGTGAATCGTCGTTGCTG

CCCATGTTCCTTTTTACTTGGATGTCAAGACATGCCCCGTATT

TAGCAAGGCATGGG

G/T TGACTTATTTTAGGAGCAACAGCGACTGATTTTCCTCGATTC

AGTTTTTTAGCTGCAACTTTGGCAGCTTTATTACCCTCCAGC

TTTTGTAGTTTGCCAG

Ca_LG_5:16580335 ACTGGCGTGAACCACAATGTTTTAGAGAGGACAAAGTGGTCA

AACTCATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCT

GCAACGAAAAGGAAG

G/A CTTCAATGTTGCATTTGACTTGACCTTGCACTGGTGCAATCC

AATGTGTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAAC

TTTTGCATTTGTTAGT

Ca_LG_5:16580337 TGGCGTGAACCACAATGTTTTAGAGAGGACAAAGTGGTCAAA

CTCATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCTG

CAACGAAAAGGAAGCT

T/A TCAATGTTGCATTTGACTTGACCTTGCACTGGTGCAATCCAA

TGTGTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAACTT

TTGCATTTGTTAGTCC

Ca_LG_5:16580360 AGAGGACAAAGTGGTCAAACTCATCGTGTATGACAGTGCATA

TACCCACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGT

TGCATTTGACTTGACC

C/T TTGCACTGGTGCAATCCAATGTGTTAGCAGCTTGGTTGTCTC

ATTGCTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACA

ACTCTCTTGTGCGTTC
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Ca_LG_5:16580363 GGACAAAGTGGTCAAACTCATCGTGTATGACAGTGCATATAC

CCACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTGC

ATTTGACTTGACCTTG

G/A CACTGGTGCAATCCAATGTGTTAGCAGCTTGGTTGTCTCATT

GCTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAACT

CTCTTGTGCGTTCATG

Ca_LG_5:16580365 ACAAAGTGGTCAAACTCATCGTGTATGACAGTGCATATACCCA

CCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTGCATTT

GACTTGACCTTGCA

A/T CTGGTGCAATCCAATGTGTTAGCAGCTTGGTTGTCTCATTGC

TGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAACTCT

CTTGTGCGTTCATGAA

Ca_LG_5:16580377 AACTCATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCT

GCAACGAAAAGGAAGCTTCAATGTTGCATTTGACTTGACCTTG

CACTGGTGCAATCC

C/T AATGTGTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAAC

TTTTGCATTTGTTAGTCCATGCACAACTCTCTTGTGCGTTCAT

GAACCATAAAAACAT

Ca_LG_5:16580382 ATCGTGTATGACAGTGCATATACCCACCTAGTTGCGCTGCAA

CGAAAAGGAAGCTTCAATGTTGCATTTGACTTGACCTTGCACT

GGTGCAATCCAATGT

T/C GTTAGCAGCTTGGTTGTCTCATTGCTGATGCAACAACTTTTG

CATTTGTTAGTCCATGCACAACTCTCTTGTGCGTTCATGAAC

CATAAAAACATCTTCT

Ca_LG_5:16580404 CCCACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTG

CATTTGACTTGACCTTGCACTGGTGCAATCCAATGTGTTAGCA

GCTTGGTTGTCTCAT

T/C TGCTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAAC

TCTCTTGTGCGTTCATGAACCATAAAAACATCTTCTACTATGT

CATCCCAAATATGAT

Ca_LG_5:16580406 CACCTAGTTGCGCTGCAACGAAAAGGAAGCTTCAATGTTGCA

TTTGACTTGACCTTGCACTGGTGCAATCCAATGTGTTAGCAGC

TTGGTTGTCTCATTG

G/A CTGATGCAACAACTTTTGCATTTGTTAGTCCATGCACAACTC

TCTTGTGCGTTCATGAACCATAAAAACATCTTCTACTATGTCA

TCCCAAATATGATTG

Ca_LG_5:17127789 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNCAGGGAATTTTT

T/C AGACTTTAAAGTTGAACTGGAAAGCATCCAATTCTTCCTTAA

GGATGCTGATAAAAGAGTTGCAGCTGATGGAGACAACAACA

ATGAATGAATCAAAATA

Ca_LG_5:17159396 TTTCATCCATTAATATACAAGTTGAGAACATAAGTTTCACAGCT

ACAAGCGAGAAGGTTGAGAGTTAACAGGGAAATAGGAAACAA

CAATAGGAGCTGTA

A/T GATCGCTGAGGATCCCCTTTGGGTTTTCTTGACAAAGAACCT

GCTTCCACCACCACAGGAGTAGTACTCTTTTCTTCTTTGGAA

TTAAAGCAGCAGAATA

Ca_LG_5:19770007 ATGAAATCCAGGATTTTGATGTAACATTTGGCATCTATGGAAG

TGTCATAGGCTGCACAACTGGATGCATCTATGAAATAATATAG

TTAATGTAAGTTAT

T/G ATTTTTTTCACATGTTTACTACCTATACTGATGCATAAACGGA

TTGAAACTAAAAGCTTACGTTATTTATTGTTGAAGAAATAAAA

ATGTACATTTACAA

Ca_LG_5:19770036 GGCATCTATGGAAGTGTCATAGGCTGCACAACTGGATGCATC

TATGAAATAATATAGTTAATGTAAGTTATATTTTTTTCACATGTT

TACTACCTATACT

T/A GATGCATAAACGGATTGAAACTAAAAGCTTACGTTATTTATT

GTTGAAGAAATAAAAATGTACATTTACAAACTTATATGTTTAG

ATGTACTAATGAATT

Ca_LG_5:19770058 GCTGCACAACTGGATGCATCTATGAAATAATATAGTTAATGTA

AGTTATATTTTTTTCACATGTTTACTACCTATACTGATGCATAA

ACGGATTGAAACT

T/C AAAAGCTTACGTTATTTATTGTTGAAGAAATAAAAATGTACAT

TTACAAACTTATATGTTTAGATGTACTAATGAATTTGTGTAGA

TTTACATGACACTT

Ca_LG_5:19879470 CTCAAGGAGTCACAAAAGACCACATTAAGCTGAAAGCCTTCC

CATCTTCACTCTAAGATGCTGCCAAAGACTGGTTATACTACCT

TCAATCAGGTTCTGT

T/C TACAAGTTGGAATGATCTCAAGATATTGCTTCTAGAAAAATT

CTTCCCTACCTCAAGAGCTGCTTCAATCAGAAAAGTAATATA

TGGCAGCAGGCAGATT
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Ca_LG_5:19879484 AAAGACCACATTAAGCTGAAAGCCTTCCCATCTTCACTCTAAG

ATGCTGCCAAAGACTGGTTATACTACCTTCAATCAGGTTCTGT

TACAAGTTGGAATG

G/A ATCTCAAGATATTGCTTCTAGAAAAATTCTTCCCTACCTCAAG

AGCTGCTTCAATCAGAAAAGTAATATATGGCAGCAGGCAGAT

TGACATGGAATCATT

Ca_LG_5:20737748 TATAATCATAGTTTCTCTTTTCCAACATTCCGACACGTTTCACT

CGATTTCCATTCAATTTGTTACTGTCGCCGTTGCCACTATTTC

CGGCAAATTTTCT

T/C ATCGAACAACAGTCATCTTCAGATCAAGTCATGACCAAAAGC

GCGTCGCCAAAAACCGTCACACGCGCTGCAAATCTCTCATG

CGAGTAGATATGTCGCT

Ca_LG_5:20737822 TTGCCACTATTTCCGGCAAATTTTCTATCGAACAACAGTCATC

TTCAGATCAAGTCATGACCAAAAGCGCGTCGCCAAAAACCGT

CACACGCGCTGCAAA

A/G TCTCTCATGCGAGTAGATATGTCGCTGCTGCCGCTACTGCC

TGTCGTTGCTGCTGTCACGTCTCCTACTGCTGCCATCTGTG

GTTACTGCCTGTCGTTGC

Ca_LG_5:20737850 CGAACAACAGTCATCTTCAGATCAAGTCATGACCAAAAGCGC

GTCGCCAAAAACCGTCACACGCGCTGCAAATCTCTCATGCGA

GTAGATATGTCGCTGC

C/T TGCCGCTACTGCCTGTCGTTGCTGCTGTCACGTCTCCTACT

GCTGCCATCTGTGGTTACTGCCTGTCGTTGCTGCTGTCACG

TCTCCTACTGCTGCCATC

Ca_LG_5:20737854 CAACAGTCATCTTCAGATCAAGTCATGACCAAAAGCGCGTCG

CCAAAAACCGTCACACGCGCTGCAAATCTCTCATGCGAGTAG

ATATGTCGCTGCTGCC

C/T GCTACTGCCTGTCGTTGCTGCTGTCACGTCTCCTACTGCTG

CCATCTGTGGTTACTGCCTGTCGTTGCTGCTGTCACGTCTCC

TACTGCTGCCATCTGTG

Ca_LG_5:20737863 TCTTCAGATCAAGTCATGACCAAAAGCGCGTCGCCAAAAACC

GTCACACGCGCTGCAAATCTCTCATGCGAGTAGATATGTCGC

TGCTGCCGCTACTGCC

C/T TGTCGTTGCTGCTGTCACGTCTCCTACTGCTGCCATCTGTG

GTTACTGCCTGTCGTTGCTGCTGTCACGTCTCCTACTGCTGC

CATCTGTGGTTGCTGCA

Ca_LG_5:20737866 TCAGATCAAGTCATGACCAAAAGCGCGTCGCCAAAAACCGTC

ACACGCGCTGCAAATCTCTCATGCGAGTAGATATGTCGCTGC

TGCCGCTACTGCCTGT

T/C CGTTGCTGCTGTCACGTCTCCTACTGCTGCCATCTGTGGTTA

CTGCCTGTCGTTGCTGCTGTCACGTCTCCTACTGCTGCCATC

TGTGGTTGCTGCATGT

Ca_LG_5:21032521 ACTTAATTCAAAAGTTAGCACCAAAACTTTAGTTCATCTCATAT

CTGAAACGATGTAACCTATACTCCAAATTGATCACGATTATAT

TTTCTTTTGAATA

A/T TATTCTCACTTAAAGGTTACAAAAAACTAAATCATATATTTCC

AAGTAGCGGACAAGATAAACTCGTTTGACAAATTAAAATAAT

TTTTCTAGGTTAATA

Ca_LG_5:21032525 AATTCAAAAGTTAGCACCAAAACTTTAGTTCATCTCATATCTGA

AACGATGTAACCTATACTCCAAATTGATCACGATTATATTTTCT

TTTGAATATATT

T/C CTCACTTAAAGGTTACAAAAAACTAAATCATATATTTCCAAGT

AGCGGACAAGATAAACTCGTTTGACAAATTAAAATAATTTTTC

TAGGTTAATACCAT

Ca_LG_5:22170319 CATCACCATATTTTTAAACAATTGCTCATCCAATCATTTTATGA

AGGTATGCTACCTATGGATAGAAGCATTTTGGATGCTGCTAGT

GGGGGAGCACTTG

G/A TCGATAAGACCCCAGAAGCGGCAAAAGCTTTGATTGAGAAC

ATGTCCATTAATTCTCAGTAGTTTACAACTAGAAGCAATTCAG

TAGTGTTGATAAGGGG

Ca_LG_5:22170327 TATTTTTAAACAATTGCTCATCCAATCATTTTATGAAGGTATGC

TACCTATGGATAGAAGCATTTTGGATGCTGCTAGTGGGGGAG

CACTTGTCGATAAG

G/A ACCCCAGAAGCGGCAAAAGCTTTGATTGAGAACATGTCCAT

TAATTCTCAGTAGTTTACAACTAGAAGCAATTCAGTAGTGTT

GATAAGGGGTATGAATG

Ca_LG_5:22170374 CTATGGATAGAAGCATTTTGGATGCTGCTAGTGGGGGAGCAC

TTGTCGATAAGACCCCAGAAGCGGCAAAAGCTTTGATTGAGA

ACATGTCCATTAATTC

C/T TCAGTAGTTTACAACTAGAAGCAATTCAGTAGTGTTGATAAG

GGGTATGAATGAAATTCAAGCTTCTTTCCACAAGAATTTAGA

AAGCAGACTTGATGAG
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Ca_LG_5:24179245 GATTTCTTGCAGCCAAAGATCAGCCTTGTCGGGGTCATGTTC

CCCTTTAAATTTAGGCGAATCTTGTCGACGAAATTCATTCAAT

GTTCTTGCTGCACTG

G/A GCTGCTTCATCCCTCTAATCTCTTTGTGCATCTCGTTGAGCC

TAGACCGCAGCTTGTTGGGCCATTGCTGCGGCCATTGCATT

CATTGCTTGGATTGCTT

Ca_LG_5:24179265 CAGCCTTGTCGGGGTCATGTTCCCCTTTAAATTTAGGCGAATC

TTGTCGACGAAATTCATTCAATGTTCTTGCTGCACTGGCTGCT

TCATCCCTCTAATC

C/A TCTTTGTGCATCTCGTTGAGCCTAGACCGCAGCTTGTTGGG

CCATTGCTGCGGCCATTGCATTCATTGCTTGGATTGCTTCAA

TCATGTCGTTTCTTCCT

Ca_LG_5:24179266 AGCCTTGTCGGGGTCATGTTCCCCTTTAAATTTAGGCGAATCT

TGTCGACGAAATTCATTCAATGTTCTTGCTGCACTGGCTGCTT

CATCCCTCTAATCT

T/C CTTTGTGCATCTCGTTGAGCCTAGACCGCAGCTTGTTGGGC

CATTGCTGCGGCCATTGCATTCATTGCTTGGATTGCTTCAAT

CATGTCGTTTCTTCCTT

Ca_LG_5:24179269 CTTGTCGGGGTCATGTTCCCCTTTAAATTTAGGCGAATCTTGT

CGACGAAATTCATTCAATGTTCTTGCTGCACTGGCTGCTTCAT

CCCTCTAATCTCTT

T/A TGTGCATCTCGTTGAGCCTAGACCGCAGCTTGTTGGGCCAT

TGCTGCGGCCATTGCATTCATTGCTTGGATTGCTTCAATCAT

GTCGTTTCTTCCTTGGG

Ca_LG_5:24179293 AAATTTAGGCGAATCTTGTCGACGAAATTCATTCAATGTTCTT

GCTGCACTGGCTGCTTCATCCCTCTAATCTCTTTGTGCATCTC

GTTGAGCCTAGACC

C/T GCAGCTTGTTGGGCCATTGCTGCGGCCATTGCATTCATTGC

TTGGATTGCTTCAATCATGTCGTTTCTTCCTTGGGGAACCGA

TTGGTTTGTGCGACGAG

Ca_LG_5:24179297 TTAGGCGAATCTTGTCGACGAAATTCATTCAATGTTCTTGCTG

CACTGGCTGCTTCATCCCTCTAATCTCTTTGTGCATCTCGTTG

AGCCTAGACCGCAG

G/T CTTGTTGGGCCATTGCTGCGGCCATTGCATTCATTGCTTGGA

TTGCTTCAATCATGTCGTTTCTTCCTTGGGGAACCGATTGGT

TTGTGCGACGAGTCAT

Ca_LG_5:24906908 TATGATGATACTTTCATTTTTTGGAGCTTGATATGTTTTCAATA

TGATTTAAAATTGTGGTCTACAATTACAATTGCAATTGCAGCT

GCATTGGCTGCAA

A/T ATGTCAATATTTTACTGTAATGTAAAAGTTCGAAGCATAGCT

GCAATCACAATTTAAAATATGATTTGCATTTTGCTACGTGTAG

AAATGAATGAAGGAC

Ca_LG_5:24961066 AATCCGTGCTCTTCATACACAGATAAGGGATTTGAAACTTCAG

ATCTTCTTGTCTCAACCATTCTATTGTGCTGCTCAGAAACGCA

ATTGAAATTCCTCA

A/C TATTTGCAGGAGTATCAAAAGAAAATTCCACATGAGATGCTG

GTGGTGGATTTAATCTTGCTTGCTCTTGATCCTTCTCTTGAG

CAGAGACAGCTGCAAA

Ca_LG_5:24961088 ATAAGGGATTTGAAACTTCAGATCTTCTTGTCTCAACCATTCTA

TTGTGCTGCTCAGAAACGCAATTGAAATTCCTCATATTTGCAG

GAGTATCAAAAGA

A/T AAATTCCACATGAGATGCTGGTGGTGGATTTAATCTTGCTTG

CTCTTGATCCTTCTCTTGAGCAGAGACAGCTGCAAACTTTGA

TGCTAGCTTTTCACGC

Ca_LG_5:25167090 GCAGAACCAAAACAAGCAGAACCAGAACAAGCAGCACATCAA

AATGCAGAACCAGAACAAGCAGAACCAGAACAAGCAGCACAG

AATAATGCAGAACCAA

A/G AACAAGCAGAACCAGAACAAGCAGCACATCAAAATGCAGAA

CCAGAACAAGCAGCACATAATAATGCAGAACCAGAACAAGC

ACATCAAAATGTAGAACA

Ca_LG_5:25167184 AACCAAAACAAGCAGAACCAGAACAAGCAGCACATCAAAATG

CAGAACCAGAACAAGCAGCACATAATAATGCAGAACCAGAAC

AAGCACATCAAAATGT

T/C AGAACAAGCACATCAAAATGCAGAACAATGCAGAACATCAC

AATGTAGAACAAGCAGCACATCAAAATGCAGAATAATGCAGA

ACAAGCAGCACATCAAA

Ca_LG_5:25167186 CCAAAACAAGCAGAACCAGAACAAGCAGCACATCAAAATGCA

GAACCAGAACAAGCAGCACATAATAATGCAGAACCAGAACAA

GCACATCAAAATGTAG

G/A AACAAGCACATCAAAATGCAGAACAATGCAGAACATCACAAT

GTAGAACAAGCAGCACATCAAAATGCAGAATAATGCAGAAC

AAGCAGCACATCAAAAT
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Ca_LG_5:25167230 ACCAGAACAAGCAGCACATAATAATGCAGAACCAGAACAAGC

ACATCAAAATGTAGAACAAGCACATCAAAATGCAGAACAATGC

AGAACATCACAATGT

T/C AGAACAAGCAGCACATCAAAATGCAGAATAATGCAGAACAA

GCAGCACATCAAAATCCAGAATTGAACTAGCAGAATAAAACC

AGAACAAGCACAAGAAT

Ca_LG_5:25415579 TTCTGGTTTTATTTTGATGTGCTGCTGGTTTTATTCTGATGGTT

CTGTGCTGGTTCTGCTGGTTTTATTCTGGTTTTATTTTGATGTG

CTGCTGGTTTTA

A/T TTCTGTTGGTTCTGTGCTGGTTCTGCTGGTTTTGATGTGCTG

CTGGTTTTGTGCTGGTTCTGCTGGTTTTGTTGTGGTTTAGTT

TTTTTGACATGTTTTT

Ca_LG_5:25415585 TTTTATTTTGATGTGCTGCTGGTTTTATTCTGATGGTTCTGTGC

TGGTTCTGCTGGTTTTATTCTGGTTTTATTTTGATGTGCTGCTG

GTTTTATTCTGT

T/C TGGTTCTGTGCTGGTTCTGCTGGTTTTGATGTGCTGCTGGTT

TTGTGCTGGTTCTGCTGGTTTTGTTGTGGTTTAGTTTTTTTGA

CATGTTTTTGGTTCT

Ca_LG_5:26747814 TATGGAATCAGCAAATATAGATACTTCAGTGAAAAAAGGGAAT

ATAATATCAGTTGATAAGGATGCAGCTCCAGGGCAAGCTTCT

GATTCTTGTGTCGAC

C/T GCCGAGTTGGCATTTAAAGAGAGTGAACAATCTAAGGAGCA

GCAAGCATCCATGTTAAAAGAAACCAGTAATTCAAAATATGT

TTCTTGGGATGGCGACA

Ca_LG_5:27299558 GAGAAATCATTTCTCTCTTTTTCTCTCTTCTCTCTCTTTCTCTCT

TCTCCATCTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCT

TGCTGCATTCG

G/A ATTATGCCGATCTTCTCGCTTGCTACATTTGATTATGCCGAT

CTTCTCGCTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTT

TCCTTCTTTCTTTCT

Ca_LG_5:27299562 AATCATTTCTCTCTTTTTCTCTCTTCTCTCTCTTTCTCTCTTCTC

CATCTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCTTGCT

GCATTCGATTA

A/C TGCCGATCTTCTCGCTTGCTACATTTGATTATGCCGATCTTC

TCGCTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTTTCCT

TCTTTCTTTCTTTCT

Ca_LG_5:27299565 CATTTCTCTCTTTTTCTCTCTTCTCTCTCTTTCTCTCTTCTCCAT

CTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCTTGCTGC

ATTCGATTATGC

C/T CGATCTTCTCGCTTGCTACATTTGATTATGCCGATCTTCTCG

CTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTTTCCTTCT

TTCTTTCTTTCTGGT

Ca_LG_5:27299583 TCTTCTCTCTCTTTCTCTCTTCTCCATCTTCTCTCTTCGTTTCT

CTATCTTGGTCGTTCTCGCTTGCTGCATTCGATTATGCCGATC

TTCTCGCTTGCTA

A/G CATTTGATTATGCCGATCTTCTCGCTTGCTGCATCTGTGCTG

ACATTTTGCCTGTATTTTTCCTTCTTTCTTTCTTTCTGGTTAAG

TTGTCATTTTATTT

Ca_LG_5:27299606 CCATCTTCTCTCTTCGTTTCTCTATCTTGGTCGTTCTCGCTTGC

TGCATTCGATTATGCCGATCTTCTCGCTTGCTACATTTGATTAT

GCCGATCTTCTC

C/T GCTTGCTGCATCTGTGCTGACATTTTGCCTGTATTTTTCCTTC

TTTCTTTCTTTCTGGTTAAGTTGTCATTTTATTTTAAGTCATTA

ACCATATTTATAT

Ca_LG_5:27412391 AAACATTCAAGATGACGAAGTAAAAGCAAGCACGAAAAAGTAT

ACCTCCATGATCTGGAATTTTTTTCAAAATGGCATCGGCTGCT

TTGAGTTCCTTTTT

T/C GTATTGTTTAGTTTCAAAGTATACATCTACATTGTTTTCTGTT

ACTGATGCATGTAAGCATCAGATCTCTCATTGTAACAAGTAT

TTGAAAAATCACAAA

Ca_LG_5:27657951 ACAAGCCACAGGCATAAATGTAATCAAAGTCTGCTTTTGGCAT

ATGCTGTTGCAGCTGCTGCAGCATTGAGTTTGTCAAATCCTTT

TGTAATGGAATACA

A/G AAGGAAATGATAGCAGCAGAGATTCAGAGATGACTGAGAAA

TCTAGCATGGGAGGCAATGATAAGGACATTGATAAAAAAGA

AAAGACAAGGAGAAAGAA

Ca_LG_5:28037026 AAGGAAGGCGGCCACATTACCTAAGGGAGGCGGCCACAAAG

CTCAGACTCAGTGGCTAGGCAACAAACAGAAGGAATGAGAAC

GAAGAAAGACGAAGACA

A/G GCGATGGCTAGGATGACATCACCGACGACAACGACAATACG

GTGGCAGCACGACAATGTCAAAATGCATGGTTGCCGTTGAC

AGCGACGACAGTGACCTT
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Ca_LG_5:28037048 AAGGGAGGCGGCCACAAAGCTCAGACTCAGTGGCTAGGCAA

CAAACAGAAGGAATGAGAACGAAGAAAGACGAAGACAGCGAT

GGCTAGGATGACATCAC

C/A CGACGACAACGACAATACGGTGGCAGCACGACAATGTCAAA

ATGCATGGTTGCCGTTGACAGCGACGACAGTGACCTTCTCT

TCTTATTGCTCATTTGCT

Ca_LG_5:28244603 AATATTTGCATGTACTGTTGGACAAAAACCAAGCAAAGCTAGA

TACTACTTGGATGATAGTGTGAAAGTGATGATGTTACTTCAAG

GTCTTGGTGCTGCA

A/T GCTGCTGAGGCTGCTGCAAAAGTTTCTGCTGAAACCTCTTCT

GAAGTTTGTTCTGAAGATGTTGTTTGAAAATGTGCACTATTTT

TGCTGTCTTGACAAC

Ca_LG_5:29178061 AAATAGAAACCGCAATGAAGGTGGGTGGTAGGTTTATGCGGC

AAATTTATGCGGAAGCAAATAGGTATAAAAAAATCTCAAGTTG

CTGCAATGAAGGCAA

A/G CAAAAAGGCAAAAAGAAATCTCACGTTGCTGCAATGAAGGC

AGTAAAAAGGGCCATTCCATTCTCGAGCATGTTCAATCGTCC

TCCCCAAGTGCTTGTTC

Ca_LG_5:30436997 TCACTGGTTCACATGAGCAGAGATGAATCAACTAAATGATGTA

AGCTAATCTCTAACTGATTTAAAAAGGCCTATAGTCAAGTAAT

TTTCATCTATATTC

C/T TCCTATTTTTGGCACCTCTAACTTTAATCTGGGATATCTATTA

AAACATTGATCAATAGGTAATGCTACTAAACAATATCAACTTG

TTTCAATTGGATAT

Ca_LG_5:30437044 AATCTCTAACTGATTTAAAAAGGCCTATAGTCAAGTAATTTTCA

TCTATATTCTCCTATTTTTGGCACCTCTAACTTTAATCTGGGAT

ATCTATTAAAAC

C/T ATTGATCAATAGGTAATGCTACTAAACAATATCAACTTGTTTC

AATTGGATATGATCTTGATTTCTAAGTCACCCTCCATTCCGA

AATTTTCCAACAGCT

Ca_LG_5:31834738 TGAGTGAAAAGTATCATGTAGTGAGGAATGTCTCGAATCTCAT

GTTAGACAACTAAATGCATCTCGAGGTGATGTAGAGGAACTG

GGGGACCTTCTCGAA

A/G CACATGATAGGCAATTGAGAGACATTTGTTTTCTCTGACACA

TATTGTTTAGTTGCACTTAATAGGTCGACTTTGTCTCTAGCG

GCCAACCACTCATAAT

Ca_LG_5:31834743 GAAAAGTATCATGTAGTGAGGAATGTCTCGAATCTCATGTTAG

ACAACTAAATGCATCTCGAGGTGATGTAGAGGAACTGGGGGA

CCTTCTCGAACACAT

T/G GATAGGCAATTGAGAGACATTTGTTTTCTCTGACACATATTG

TTTAGTTGCACTTAATAGGTCGACTTTGTCTCTAGCGGCCAA

CCACTCATAATTGGTC

Ca_LG_5:32180340 CTAATACCCCAAGAGATGATCCATGATCTACATACAGAACCTC

GTAATCACACTGATGATTCGGGTCATCACAGTGATGATTTTGA

ATTGCAGCGCATAC

C/T GGGATCCGTACATTTCACAATGTTATTATGCGGTTTATAAAG

TTGTTCTACAGGCTGCAAACAAACCAAGTTCAATTCAAAATT

ACCATAACATCATTCC

Ca_LG_5:32180391 ACTGATGATTCGGGTCATCACAGTGATGATTTTGAATTGCAGC

GCATACGGGATCCGTACATTTCACAATGTTATTATGCGGTTTA

TAAAGTTGTTCTAC

C/T AGGCTGCAAACAAACCAAGTTCAATTCAAAATTACCATAACA

TCATTCCTTAGTAGTAACAAAATATTGTAAGGTAAAACATACC

TTGGTGCAACCTGTA

Ca_LG_5:32187420 GAACTTATTGTCATTTGTAAATAAATATGCTGCTAGTGGCTTT

GTTCCGGAGTTTATCACATCGAAGCTTTCTTCCAGCTTATTCA

CCTGTTCCAGGCAA

A/C AAAGCAAGATTATAATTTGATACAAGCTGATGAAGGGTATCG

ATGAATATTCGAAGTATAAATACATGTTTCCAAGTTATTAGTT

AAGCAATTAGCTAAA

Ca_LG_5:33219423 TACTCTTGCTTGAGAAAATCCCAAATTTCTATGGCTAACTTTAG

AGCCATAATTTTTGTAAAGATTACTTCAGAAGCAACATAAAATA

GATAAGATTTTG

G/T TCTTCGATTTTTGATGTTTTCTATCCTCGTGATTTTTTATTTGT

GCAAGCATTGGATTGTCTGATGTTGGATCTATCACACAATCA

TTCTCAGCAGCCTC

Ca_LG_5:33219428 TTGCTTGAGAAAATCCCAAATTTCTATGGCTAACTTTAGAGCC

ATAATTTTTGTAAAGATTACTTCAGAAGCAACATAAAATAGATA

AGATTTTGTCTTC

C/T GATTTTTGATGTTTTCTATCCTCGTGATTTTTTATTTGTGCAA

GCATTGGATTGTCTGATGTTGGATCTATCACACAATCATTCT

CAGCAGCCTCCCAAA
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Ca_LG_5:33219445 AAATTTCTATGGCTAACTTTAGAGCCATAATTTTTGTAAAGATT

ACTTCAGAAGCAACATAAAATAGATAAGATTTTGTCTTCGATTT

TTGATGTTTTCT

T/C ATCCTCGTGATTTTTTATTTGTGCAAGCATTGGATTGTCTGAT

GTTGGATCTATCACACAATCATTCTCAGCAGCCTCCCAAACA

CCATTAGCATCAAGA

Ca_LG_5:33219466 GAGCCATAATTTTTGTAAAGATTACTTCAGAAGCAACATAAAA

TAGATAAGATTTTGTCTTCGATTTTTGATGTTTTCTATCCTCGT

GATTTTTTATTTG

G/C TGCAAGCATTGGATTGTCTGATGTTGGATCTATCACACAATC

ATTCTCAGCAGCCTCCCAAACACCATTAGCATCAAGATAAGC

CTCAATTCTGGTTCCT

Ca_LG_5:33219485 GATTACTTCAGAAGCAACATAAAATAGATAAGATTTTGTCTTC

GATTTTTGATGTTTTCTATCCTCGTGATTTTTTATTTGTGCAAG

CATTGGATTGTCT

T/C GATGTTGGATCTATCACACAATCATTCTCAGCAGCCTCCCAA

ACACCATTAGCATCAAGATAAGCCTCAATTCTGGTTCCTCAT

ATGTGATAGTTCCCAC

Ca_LG_5:33219489 ACTTCAGAAGCAACATAAAATAGATAAGATTTTGTCTTCGATTT

TTGATGTTTTCTATCCTCGTGATTTTTTATTTGTGCAAGCATTG

GATTGTCTGATG

G/T TTGGATCTATCACACAATCATTCTCAGCAGCCTCCCAAACAC

CATTAGCATCAAGATAAGCCTCAATTCTGGTTCCTCATATGT

GATAGTTCCCACCTTA

Ca_LG_5:33219497 AGCAACATAAAATAGATAAGATTTTGTCTTCGATTTTTGATGTT

TTCTATCCTCGTGATTTTTTATTTGTGCAAGCATTGGATTGTCT

GATGTTGGATCT

T/G ATCACACAATCATTCTCAGCAGCCTCCCAAACACCATTAGCA

TCAAGATAAGCCTCAATTCTGGTTCCTCATATGTGATAGTTC

CCACCTTAAAAAATTG

Ca_LG_5:33405843 AAGGGTGGAAAACGTGATTGGAGGCCATTCAAATCTGTGGAT

GAAGAAGGAAGAGGGAAGAAAAATGAGAGCAGCAATGGAATT

AGAGTAGAAAATGAAC

C/T ACGAAATTGGTCATCCCTTGGTTCACTCACCTAGCAATGAAG

AACATAAATATATACCAGTATCCCATTGGAAAGCTGAGGATG

CAGCCAGTTGGCATAA

Ca_LG_5:33412168 GCAAAGACCTGAAGACATGAGTTATGTTAGACCAGTTTCGGTT

TGTGATGGTTCTGCTACCGATTTAGCTGGTGAAATTGTGGCA

GCATTATCTGCGGCG

G/A TCGATGGTATTCAGAGAAGACCAAGATTACTCAGGGAAACTA

GTTCAAGCAGCAGAAAGCCTATATGAGGCAGTTACAAAGGA

AGATCCTAAAAAGCAAG

Ca_LG_5:33760675 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNGCATTTGT

GGCGGCCAAAGCAGCCACAATGCCAACGGATACTATCCATTT

GTGACGGCCTGAGCGGT

T/C CAGAAATGCCAGCTGTATTGGGCCTCCTTTGTGGCGGCATT

TGCAGCCACAAATTCCACGTGCGCATTTCTTTGTGGCGACCT

TTGCAGCCACAAATGCC

Ca_LG_5:35490898 ATTTAAGATGGTATCAGAGCTCCTGATCCTTGGGAGCCTCTG

ACCGTGCCTGTAAACCCTAAGTTGCAGCCTTCATTGTTGCGC

CACCTTTAAGCATTGC

C/T TGCAGCCTTCATTGCAGCGCAACCCTCCGTGCCTGTAAACC

CTAAGTTGCAGCCTTCATTGCTGCGCTACCTTTAAGCATTGT

TGCAGCCTTCATTGCAG

Ca_LG_5:37312384 ATGTAACAGGTATAAAACTTTGTGGCGCCCTGGGCGGCCAAA

AAATGCCATGTAACTTTATTCTTTTGTGGCGGCATTTGCAACC

ACAAAATGCAAAGGC

C/A TCAGGCTTTTGTGGCGGCCTTTGCAGCCACAAAATGTAATGT

CCCTTCAGACATTTGTGGCGGCCTTTACCCTCACAAAATTTA

GATTTTGTGGCTGTAA

Ca_LG_5:37838689 GAACGTCGTTCCGTGGAATATATGACTCATGCTCCTTTAGGTT

CTTTAAATCTCGTTGGCATAGCTACAGAGATTAATGCAGTCAA

TTATGTCTCTCCTG

G/A GAAGTTGGTTAGCTACTTCTCATTTTGTTCTAGAATTCTTCCT

ATTTGTAGGTCATTTATGGAACACGAGAAGAGCTCACACAGC

TGCCACAGAATTTGA

Ca_LG_5:37838723 CTTTAGGTTCTTTAAATCTCGTTGGCATAGCTACAGAGATTAA

TGCAGTCAATTATGTCTCTCCTGGAAGTTGGTTAGCTACTTCT

CATTTTGTTCTAGA

A/G ATTCTTCCTATTTGTAGGTCATTTATGGAACACGAGAAGAGC

TCACACAGCTGCCACAGAATTTGAAAACGGAATTGATCGAG

ATTTTGAGACTGTCCTT
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Ca_LG_5:37838736 AAATCTCGTTGGCATAGCTACAGAGATTAATGCAGTCAATTAT

GTCTCTCCTGGAAGTTGGTTAGCTACTTCTCATTTTGTTCTAG

AATTCTTCCTATTT

T/C GTAGGTCATTTATGGAACACGAGAAGAGCTCACACAGCTGC

CACAGAATTTGAAAACGGAATTGATCGAGATTTTGAGACTGT

CCTTTCCATGACTCCTC

Ca_LG_5:38476695 GGAAAGCAGCACCGAAAAGTGATGTCATTCCAATGACACAAA

ACAACCACGCATAGATGCTAGGCCCATCCATACTTTGCCTTTT

CCTCTGCTGCATTCT

T/C TCTTCTTCGATAACTTCAACTGAATCTCATTCTTTTACGAGAT

CTCATTTCTCTCTTTTATAATAAAATACTGAAGTTGACTAACA

TATTAGAATTTAAC

Ca_LG_5:38569638 AAATCATCATTATATTGCTACCTAAGGAGATTTAATTTGTTAAT

GTCTCTTACTTACAGTGAACAGAGTATGCAGCATTTTTATTGG

CACTTGGCATTAT

T/C ATATCTATAAGATCTTTATGATAACAGGATGTGCATTATAGTT

TTCTTGAAAAATTAATGTGCTGCAAACCAGGATCTCACTTATT

GCTTGAATTTGAAT

Ca_LG_5:39945759 GTTGTGTCAAGTGTTCAAAATTTAAACTTGTTGTTAAAATTGAA

TTTTATAAGAGAAAGAAGGTAGATCACTTATTCAATTTTTAGG

GGTTAGTTAACCT

T/A GCCAAACCTAAAGACACCATGCAAAAAGGCTTCAGTGTGGT

AACTTCTTTACGGCGGGCCATGGCAGCTGCGGCATCCATGG

TGGAAAAACTGAAAAACA

Ca_LG_5:40018134 TATTCCCTCACTCTCTTTTTTTCCTTTACTTTTGTTCTCTCTCTC

TCTCTTTTTCACCCTAACCCCACGACAGCAGCCTTGCAGGCG

CCTCCTTCCTTCT

T/C TTCTTCGTATTGTGCCGCCCTCGTTTTCCCTCACTCACCAGA

AAACTCTCTTGATTTCCCTCTCTTTCCCCCTCATTCACTAGCT

CTCAATTTTCCTTGT

Ca_LG_5:40018146 CTCTTTTTTTCCTTTACTTTTGTTCTCTCTCTCTCTCTTTTTCAC

CCTAACCCCACGACAGCAGCCTTGCAGGCGCCTCCTTCCTTC

TTTCTTCGTATTG

G/T TGCCGCCCTCGTTTTCCCTCACTCACCAGAAAACTCTCTTGA

TTTCCCTCTCTTTCCCCCTCATTCACTAGCTCTCAATTTTCCT

TGTTCTCACTGCCGC

Ca_LG_5:40018181 TCTTTTTCACCCTAACCCCACGACAGCAGCCTTGCAGGCGCC

TCCTTCCTTCTTTCTTCGTATTGTGCCGCCCTCGTTTTCCCTC

ACTCACCAGAAAACT

T/C CTCTTGATTTCCCTCTCTTTCCCCCTCATTCACTAGCTCTCAA

TTTTCCTTGTTCTCACTGCCGCGAACCCAGGCGTTGCCTTCG

CCCAAAGTCGCGAAC

Ca_LG_5:40026045 TGCTCTGAATCGAACCGCTTTATCGTGCAATCGCGGTGCGGA

GTGGAGATCTTCTGCGATGCAGGTCTCTCGATCGGCTATCGC

GGCCGCAAATCGCGCT

T/G GGAATCGCATCCTCGCGCGCGGTACAGGACAGAGGAAAGA

AATCCGAAAATGAAGAATGAAAAAAGGGAAACCTGGATTACT

TTGGACACTGTTTCTGGC

Ca_LG_5:40995033 TTTAAGTGGTGTTTTCAGTGGCAGACGAGTGAGTAACACGTA

AGAACCTGCCCATATGAGGGGGACAACAGCTGGAAACAATTG

CTAATACCCCATAGGT

T/C TGAGGAGCAAAAGGAGGAATCTGCCCACGGAGGGGCTCAC

GTTTGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCGA

TGATCAGTAGCTAGTTCG

Ca_LG_5:40995055 AGACGAGTGAGTAACACGTAAGAACCTGCCCATATGAGGGG

GACAACAGCTGGAAACAATTGCTAATACCCCATAGGTTGAGG

AGCAAAAGGAGGAATCT

T/C GCCCACGGAGGGGCTCACGTTTGATTAGCTAGTTGATGAGG

TAATAGCTTACCAAGGCGATGATCAGTAGCTAGTTCGAGAG

GGTGATCAACCACACTGG

Ca_LG_5:40995061 GTGAGTAACACGTAAGAACCTGCCCATATGAGGGGGACAACA

GCTGGAAACAATTGCTAATACCCCATAGGTTGAGGAGCAAAA

GGAGGAATCTGCCCAC

C/A GGAGGGGCTCACGTTTGATTAGCTAGTTGATGAGGTAATAG

CTTACCAAGGCGATGATCAGTAGCTAGTTCGAGAGGGTGAT

CAACCACACTGGGACGAG

Ca_LG_5:40995072 GTAAGAACCTGCCCATATGAGGGGGACAACAGCTGGAAACAA

TTGCTAATACCCCATAGGTTGAGGAGCAAAAGGAGGAATCTG

CCCACGGAGGGGCTCA

A/G CGTTTGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCG

ATGATCAGTAGCTAGTTCGAGAGGGTGATCAACCACACTGG

GACGAGAGGATAATCAA
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Ca_LG_5:40995076 GAACCTGCCCATATGAGGGGGACAACAGCTGGAAACAATTGC

TAATACCCCATAGGTTGAGGAGCAAAAGGAGGAATCTGCCCA

CGGAGGGGCTCACGTT

T/C TGATTAGCTAGTTGATGAGGTAATAGCTTACCAAGGCGATGA

TCAGTAGCTAGTTCGAGAGGGTGATCAACCACACTGGGACG

AGAGGATAATCAATAGT

Ca_LG_5:40995091 AGGGGGACAACAGCTGGAAACAATTGCTAATACCCCATAGGT

TGAGGAGCAAAAGGAGGAATCTGCCCACGGAGGGGCTCACG

TTTGATTAGCTAGTTGA

A/G TGAGGTAATAGCTTACCAAGGCGATGATCAGTAGCTAGTTC

GAGAGGGTGATCAACCACACTGGGACGAGAGGATAATCAAT

AGTTCGCTTCTTTACTGA

Ca_LG_5:40995209 AGGCGATGATCAGTAGCTAGTTCGAGAGGGTGATCAACCACA

CTGGGACGAGAGGATAATCAATAGTTCGCTTCTTTACTGAGG

ATGATCGATAATGGGA

A/C AAAAGCCTGACAGAGCAATGTCGCGTGGAGGAAGAAGGCAT

ACGGGTCGTCAACTTCTTTCCCCGGAGAAGAAACAATGACG

ATATATAGGAAATAAGCA

Ca_LG_5:40995221 GTAGCTAGTTCGAGAGGGTGATCAACCACACTGGGACGAGA

GGATAATCAATAGTTCGCTTCTTTACTGAGGATGATCGATAAT

GGGAAAAAGCCTGACA

A/G GAGCAATGTCGCGTGGAGGAAGAAGGCATACGGGTCGTCA

ACTTCTTTCCCCGGAGAAGAAACAATGACGATATATAGGAAA

TAAGCAATGACTAACTCT

Ca_LG_5:40995230 TCGAGAGGGTGATCAACCACACTGGGACGAGAGGATAATCAA

TAGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAAGC

CTGACAGAGCAATGT

T/C CGCGTGGAGGAAGAAGGCATACGGGTCGTCAACTTCTTTCC

CCGGAGAAGAAACAATGACGATATATAGGAAATAAGCAATG

ACTAACTCTATGCAAGCA

Ca_LG_5:40995249 CACTGGGACGAGAGGATAATCAATAGTTCGCTTCTTTACTGA

GGATGATCGATAATGGGAAAAAGCCTGACAGAGCAATGTCGC

GTGGAGGAAGAAGGCA

A/C TACGGGTCGTCAACTTCTTTCCCCGGAGAAGAAACAATGAC

GATATATAGGAAATAAGCAATGACTAACTCTATGCAAGCAGT

CGCGATAAGATAGAGGA

Ca_LG_5:40995270 AATAGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAA

GCCTGACAGAGCAATGTCGCGTGGAGGAAGAAGGCATACGG

GTCGTCAACTTCTTTC

C/T CCCGGAGAAGAAACAATGACGATATATAGGAAATAAGCAAT

GACTAACTCTATGCAAGCAGTCGCGATAAGATAGAGGATGC

AAACATTATCCATAAATA

Ca_LG_5:40995273 AGTTCGCTTCTTTACTGAGGATGATCGATAATGGGAAAAAGCC

TGACAGAGCAATGTCGCGTGGAGGAAGAAGGCATACGGGTC

GTCAACTTCTTTCCCC

C/T GGAGAAGAAACAATGACGATATATAGGAAATAAGCAATGACT

AACTCTATGCAAGCAGTCGCGATAAGATAGAGGATGCAAAC

ATTATCCATAAATAATT

Ca_LG_5:40995292 GATGATCGATAATGGGAAAAAGCCTGACAGAGCAATGTCGCG

TGGAGGAAGAAGGCATACGGGTCGTCAACTTCTTTCCCCGGA

GAAGAAACAATGACGA

A/G TATATAGGAAATAAGCAATGACTAACTCTATGCAAGCAGTCG

CGATAAGATAGAGGATGCAAACATTATCCATAAATAATTGGG

CGTAAAGCGTTTGTAG

Ca_LG_5:40995296 ATCGATAATGGGAAAAAGCCTGACAGAGCAATGTCGCGTGGA

GGAAGAAGGCATACGGGTCGTCAACTTCTTTCCCCGGAGAAG

AAACAATGACGATATA

A/C TAGGAAATAAGCAATGACTAACTCTATGCAAGCAGTCGCGAT

AAGATAGAGGATGCAAACATTATCCATAAATAATTGGGCGTA

AAGCGTTTGTAGGTTG

Ca_LG_5:40995298 CGATAATGGGAAAAAGCCTGACAGAGCAATGTCGCGTGGAG

GAAGAAGGCATACGGGTCGTCAACTTCTTTCCCCGGAGAAGA

AACAATGACGATATATA

A/G GGAAATAAGCAATGACTAACTCTATGCAAGCAGTCGCGATAA

GATAGAGGATGCAAACATTATCCATAAATAATTGGGCGTAAA

GCGTTTGTAGGTTGTC

Ca_LG_5:40995301 TAATGGGAAAAAGCCTGACAGAGCAATGTCGCGTGGAGGAA

GAAGGCATACGGGTCGTCAACTTCTTTCCCCGGAGAAGAAAC

AATGACGATATATAGGA

A/G AATAAGCAATGACTAACTCTATGCAAGCAGTCGCGATAAGAT

AGAGGATGCAAACATTATCCATAAATAATTGGGCGTAAAGCG

TTTGTAGGTTGTCTTT
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Ca_LG_5:41083113 ATGACACTAGGATGACAATGGGCTTCCATCAAGTGGAATGGT

TTACTAATGCTGCTGAACAACTACTGATCTTGAATGAGTTGGT

TGTTGCACTAGCATG

G/T CACACTGTTGCCTTGGCTTCCCATGGCTCAAATCTTAAAGGC

ACACTCGGTTTATAGGGCAGCAAATTTGATTGTACAGACTTT

GATCACTTGGGATGTT

Ca_LG_5:41083122 GGATGACAATGGGCTTCCATCAAGTGGAATGGTTTACTAATG

CTGCTGAACAACTACTGATCTTGAATGAGTTGGTTGTTGCACT

AGCATGCACACTGTT

T/A GCCTTGGCTTCCCATGGCTCAAATCTTAAAGGCACACTCGG

TTTATAGGGCAGCAAATTTGATTGTACAGACTTTGATCACTT

GGGATGTTGAAGTAGAT

Ca_LG_5:41896370 GCTCACTAGTAAAACATGATATTTTTTTAATGAAAATAAAGGAA

GAACCGTATAGATTCCATACCAACCACACTGATCCGTGGATAA

ATAAGGAATACAT

T/G AAACAAAAACAGCAATTGGACCGGAGAATGCAATTGCATTAT

AAGAGCGCAATTGAACATAGAGCAAGTTCAAATTCAGTAACA

TAAAATCTATTAATCA

Ca_LG_5:43910046 GTTTTCTGATCGTAAGTTCTCATTCTCTTGGGTGACTTTTTCTA

ACTTTGCTTGCAGCTCTTTTTTCTCCTCTTCAGATTTTAGCAAT

GATGCTTTGAGT

T/C TCTTCTATCTCTTCATTTGCAACAAGAATTGGTTCAGACATTT

CCTGATCATTTGAGGGGGTACTGTGGAAAGGCAACTTAATTT

CTTGGACTCTATTTT

Ca_LG_5:43910103 CTCTTTTTTCTCCTCTTCAGATTTTAGCAATGATGCTTTGAGTT

CTTCTATCTCTTCATTTGCAACAAGAATTGGTTCAGACATTTCC

TGATCATTTGAG

G/T GGGGTACTGTGGAAAGGCAACTTAATTTCTTGGACTCTATTT

TTTACCCATTGTTGATAGGGTTCTTTTGTGCTGCAACTTCTG

CATCCAAGTGCTTTTC

Ca_LG_5:43910106 TTTTTTCTCCTCTTCAGATTTTAGCAATGATGCTTTGAGTTCTT

CTATCTCTTCATTTGCAACAAGAATTGGTTCAGACATTTCCTG

ATCATTTGAGGGG

G/T GTACTGTGGAAAGGCAACTTAATTTCTTGGACTCTATTTTTTA

CCCATTGTTGATAGGGTTCTTTTGTGCTGCAACTTCTGCATC

CAAGTGCTTTTCCTT

Ca_LG_5:43910123 ATTTTAGCAATGATGCTTTGAGTTCTTCTATCTCTTCATTTGCA

ACAAGAATTGGTTCAGACATTTCCTGATCATTTGAGGGGGTAC

TGTGGAAAGGCAA

A/G CTTAATTTCTTGGACTCTATTTTTTACCCATTGTTGATAGGGT

TCTTTTGTGCTGCAACTTCTGCATCCAAGTGCTTTTCCTTTTC

TGATGATCTTCTCC

Ca_LG_5:44874011 GGCGAATGGATGGGTAATACAAGAACCTACCCTTGGGAGAG

GGACAACAGTTGGAAACGGTTGCTAATACCCATAGGCTGAGG

AGCAAAAGGAGGAACCT

T/C GCCCAAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGT

AATAGCTTACCAAGGCGATGGTCAATAGCTGGTCCGAGAGG

ATGATCAGCCACACCGGG

Ca_LG_5:44874037 CTACCCTTGGGAGAGGGACAACAGTTGGAAACGGTTGCTAAT

ACCCATAGGCTGAGGAGCAAAAGGAGGAACCTGCCCAAGGA

GGGTTTGCGTCTGATTT

T/A GCTAGTTGGTGAGGTAATAGCTTACCAAGGCGATGGTCAAT

AGCTGGTCCGAGAGGATGATCAGCCACACCGGGACTAGGA

CAAGGTCCAAATTCCTACG

Ca_LG_5:44874073 GCTAATACCCATAGGCTGAGGAGCAAAAGGAGGAACCTGCC

CAAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATA

GCTTACCAAGGCGATGG

G/A TCAATAGCTGGTCCGAGAGGATGATCAGCCACACCGGGACT

AGGACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATA

CTCTGTTTTGTTTGTTTT

Ca_LG_5:44874077 ATACCCATAGGCTGAGGAGCAAAAGGAGGAACCTGCCCAAG

GAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATAGCTT

ACCAAGGCGATGGTCAA

A/G TAGCTGGTCCGAGAGGATGATCAGCCACACCGGGACTAGG

ACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATACTCT

GTTTTGTTTGTTTTGATT

Ca_LG_5:44874108 CCTGCCCAAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAG

GTAATAGCTTACCAAGGCGATGGTCAATAGCTGGTCCGAGAG

GATGATCAGCCACACC

C/T GGGACTAGGACAAGGTCCAAATTCCTACGGGAGGAATCCAA

ATGATACTCTGTTTTGTTTGTTTTGATTGAGTATTATCTTATCA

TAGGTTACTTAAGTA
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Ca_LG_5:44874115 AAGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATAG

CTTACCAAGGCGATGGTCAATAGCTGGTCCGAGAGGATGATC

AGCCACACCGGGACTA

A/G GGACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATAC

TCTGTTTTGTTTGTTTTGATTGAGTATTATCTTATCATAGGTTA

CTTAAGTATCTTCTG

Ca_LG_5:44874116 AGGAGGGTTTGCGTCTGATTTGCTAGTTGGTGAGGTAATAGC

TTACCAAGGCGATGGTCAATAGCTGGTCCGAGAGGATGATCA

GCCACACCGGGACTAG

G/A GACAAGGTCCAAATTCCTACGGGAGGAATCCAAATGATACT

CTGTTTTGTTTGTTTTGATTGAGTATTATCTTATCATAGGTTA

CTTAAGTATCTTCTGC

Ca_LG_5:44874124 TTGCGTCTGATTTGCTAGTTGGTGAGGTAATAGCTTACCAAGG

CGATGGTCAATAGCTGGTCCGAGAGGATGATCAGCCACACC

GGGACTAGGACAAGGT

T/C CCAAATTCCTACGGGAGGAATCCAAATGATACTCTGTTTTGT

TTGTTTTGATTGAGTATTATCTTATCATAGGTTACTTAAGTAT

CTTCTGCCTGTTGGA

Ca_LG_5:44874128 GTCTGATTTGCTAGTTGGTGAGGTAATAGCTTACCAAGGCGA

TGGTCAATAGCTGGTCCGAGAGGATGATCAGCCACACCGGG

ACTAGGACAAGGTCCAA

A/G ATTCCTACGGGAGGAATCCAAATGATACTCTGTTTTGTTTGT

TTTGATTGAGTATTATCTTATCATAGGTTACTTAAGTATCTTC

TGCCTGTTGGAGACT

Ca_LG_5:44874130 CTGATTTGCTAGTTGGTGAGGTAATAGCTTACCAAGGCGATG

GTCAATAGCTGGTCCGAGAGGATGATCAGCCACACCGGGAC

TAGGACAAGGTCCAAAT

T/C TCCTACGGGAGGAATCCAAATGATACTCTGTTTTGTTTGTTT

TGATTGAGTATTATCTTATCATAGGTTACTTAAGTATCTTCTG

CCTGTTGGAGACTAA

Ca_LG_5:45108199 CACAGCAGAGAGTGAGGCAAAGAGAAAAGTGAGAGAGGAAG

AGCAAAACCTATTTTCGCATAAAACAGAGCAGCTGCACTAGAT

TCACGATTTCTCCTTC

C/T GTTCACCGTCGGATCGGACCGAAATTTAAACAACAGGTTCG

TGACTCATGGTACTTCAATCTGACCGGTTGGATTGTCGATCA

GAGGTATGAGGTGGGAG

Ca_LG_5:45109641 AAACATCAAGAGATTGTTCTACCCAAACACCGTTGACGAAAGA

CAAGCGCGGTCCTCCACCAGGTGAGAGTATAAGGAGTTAAGA

TTAGCGGTGGATTTT

T/G GATCGGAGGAAGGAGAGAAGCTGTTGTTGTGTGGGACCCT

CAGAACCAGCGGTGATGATGCTTAGCACAGTTTGGAGCGAC

AATGGCGAAAACACAATAT

Ca_LG_5:45109645 ATCAAGAGATTGTTCTACCCAAACACCGTTGACGAAAGACAA

GCGCGGTCCTCCACCAGGTGAGAGTATAAGGAGTTAAGATTA

GCGGTGGATTTTGATC

C/T GGAGGAAGGAGAGAAGCTGTTGTTGTGTGGGACCCTCAGA

ACCAGCGGTGATGATGCTTAGCACAGTTTGGAGCGACAATG

GCGAAAACACAATATTCTG

Ca_LG_5:45109665 AAACACCGTTGACGAAAGACAAGCGCGGTCCTCCACCAGGT

GAGAGTATAAGGAGTTAAGATTAGCGGTGGATTTTGATCGGA

GGAAGGAGAGAAGCTGT

T/A TGTTGTGTGGGACCCTCAGAACCAGCGGTGATGATGCTTAG

CACAGTTTGGAGCGACAATGGCGAAAACACAATATTCTGTCT

TTGAAATTTTTCTTTGG

Ca_LG_5:45346468 GACTGAAGCAGCTAATTTGAGGGAAAGATTTGTGCTGGGTAC

AAGTGTTAGCCGTAGGGTTGCTGCTGCGGCCGCATCTGCTGT

AATTAAATGCTTTTTT

T/C CGCATGCCGTTGTTTAAGTATTGTCTAGTATGAAATTAAAGG

ACATTTAACCAAACATAATGAAGATTTACTTGTTGATATGCAG

GCGGAGGCCGCGGCT

Ca_LG_5:45346480 TAATTTGAGGGAAAGATTTGTGCTGGGTACAAGTGTTAGCCG

TAGGGTTGCTGCTGCGGCCGCATCTGCTGTAATTAAATGCTT

TTTTCGCATGCCGTTG

G/A TTTAAGTATTGTCTAGTATGAAATTAAAGGACATTTAACCAAA

CATAATGAAGATTTACTTGTTGATATGCAGGCGGAGGCCGC

GGCTGCTGCTGGTGAA

Ca_LG_5:45389039 CGAGGAGAGATTGTTACACTTGCCCAGGTACCGTGGTTTTAT

TGTATATGTTTGGATCATGTCATTCATTGAAAAGGTTTTCCTGT

CTTTGCAAATTACA

A/C AATAGAAACATTTTATATCTTACACTTAAAAAATAACAAAAAA

CACATGCCTTATTGCCCTTCTAACATTATAGTGCTGCTTTGA

CTAAAATATATAGCT
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Ca_LG_5:45389093 GATCATGTCATTCATTGAAAAGGTTTTCCTGTCTTTGCAAATTA

CAAATAGAAACATTTTATATCTTACACTTAAAAAATAACAAAAA

ACACATGCCTTA

A/T TTGCCCTTCTAACATTATAGTGCTGCTTTGACTAAAATATATA

GCTTGAAAGTTGAATTTGTCTTTGCTGTATAAAGTTTGAAATG

GACTTTTTTCAGTA

Ca_LG_5:45389096 CATGTCATTCATTGAAAAGGTTTTCCTGTCTTTGCAAATTACAA

ATAGAAACATTTTATATCTTACACTTAAAAAATAACAAAAAACA

CATGCCTTATTG

G/T CCCTTCTAACATTATAGTGCTGCTTTGACTAAAATATATAGCT

TGAAAGTTGAATTTGTCTTTGCTGTATAAAGTTTGAAATGGA

CTTTTTTCAGTATAT

Ca_LG_5:45569112 TAAATCACATTCACATAACTCTAACAACCAAATTTCATGACTCT

TTTTTTGAAAAATTGAAGCAACAAAAGTCCAACGGCCAACCCA

GCAACAATAACAA

A/G AAGCAACATAAATGATTGGATTCATGATACATTTCTCTTATTC

CAAATAAAATAAAGAAAATAAATAGTTAATAATATAATCAACC

AAGAAATTATGACT

Ca_LG_5:45569142 AATTTCATGACTCTTTTTTTGAAAAATTGAAGCAACAAAAGTCC

AACGGCCAACCCAGCAACAATAACAAAAGCAACATAAATGATT

GGATTCATGATAC

C/A ATTTCTCTTATTCCAAATAAAATAAAGAAAATAAATAGTTAAT

AATATAATCAACCAAGAAATTATGACTTAAATTATTTCATTCTT

CATATTTATCCGT

Ca_LG_5:45569143 ATTTCATGACTCTTTTTTTGAAAAATTGAAGCAACAAAAGTCCA

ACGGCCAACCCAGCAACAATAACAAAAGCAACATAAATGATT

GGATTCATGATACA

A/G TTTCTCTTATTCCAAATAAAATAAAGAAAATAAATAGTTAATA

ATATAATCAACCAAGAAATTATGACTTAAATTATTTCATTCTT

CATATTTATCCGTT

Ca_LG_5:45569150 GACTCTTTTTTTGAAAAATTGAAGCAACAAAAGTCCAACGGCC

AACCCAGCAACAATAACAAAAGCAACATAAATGATTGGATTCA

TGATACATTTCTCT

T/C TATTCCAAATAAAATAAAGAAAATAAATAGTTAATAATATAAT

CAACCAAGAAATTATGACTTAAATTATTTCATTCTTCATATTTA

TCCGTTTTTTTTT

Ca_LG_5:45569174 CAACAAAAGTCCAACGGCCAACCCAGCAACAATAACAAAAGC

AACATAAATGATTGGATTCATGATACATTTCTCTTATTCCAAAT

AAAATAAAGAAAAT

T/G AAATAGTTAATAATATAATCAACCAAGAAATTATGACTTAAAT

TATTTCATTCTTCATATTTATCCGTTTTTTTTTCCAGACATCAC

ATGACACAAGAAA

Ca_LG_6:2681518 TTGATGAAGTTAAAACATGATCTGACCCCATCTGCACCAACTA

CAGCAGCATGGATTCTAGCTGTTGGATCCTCTAGGGTCAGTT

TCATCCTATACACCC

C/A CCCCAGCAGGAAAGCACAGCTTTTCAGCTTGGTATGGCATT

GCTGCTACCACCCGAACGACACAGTTGAATCTGGCTGTCAC

CTTCAAAACACAGTATAT

Ca_LG_6:3060633 GGTGATATTTGATATATTTTGTTTGGATGTTTCGCATTTGCTGC

TATACTATATCGTGAAAGTACATAACTCAATTTATGATATGTTT

TGTATTTGTAGA

A/G AGTTTGTGCGATGTGTGGCAAGCAAATTCTTGACACCAAGTT

ATATAAACAACGCATTGTGTAGTGCATTTGTCCTGCATTGTG

GTTTTTCAGGGACCTC

Ca_LG_6:3060659 ATGTTTCGCATTTGCTGCTATACTATATCGTGAAAGTACATAA

CTCAATTTATGATATGTTTTGTATTTGTAGAAGTTTGTGCGATG

TGTGGCAAGCAAA

A/G TTCTTGACACCAAGTTATATAAACAACGCATTGTGTAGTGCA

TTTGTCCTGCATTGTGGTTTTTCAGGGACCTCTGAAAACAAA

GGAGGTGGGATGGGAA

Ca_LG_6:3060667 CATTTGCTGCTATACTATATCGTGAAAGTACATAACTCAATTTA

TGATATGTTTTGTATTTGTAGAAGTTTGTGCGATGTGTGGCAA

GCAAATTCTTGAC

C/T ACCAAGTTATATAAACAACGCATTGTGTAGTGCATTTGTCCT

GCATTGTGGTTTTTCAGGGACCTCTGAAAACAAAGGAGGTG

GGATGGGAAATTTCCAA

Ca_LG_6:3060676 CTATACTATATCGTGAAAGTACATAACTCAATTTATGATATGTT

TTGTATTTGTAGAAGTTTGTGCGATGTGTGGCAAGCAAATTCT

TGACACCAAGTTA

A/T TATAAACAACGCATTGTGTAGTGCATTTGTCCTGCATTGTGG

TTTTTCAGGGACCTCTGAAAACAAAGGAGGTGGGATGGGAA

ATTTCCAACCATTTTTT
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Ca_LG_6:3060686 TCGTGAAAGTACATAACTCAATTTATGATATGTTTTGTATTTGT

AGAAGTTTGTGCGATGTGTGGCAAGCAAATTCTTGACACCAA

GTTATATAAACAAC

C/A GCATTGTGTAGTGCATTTGTCCTGCATTGTGGTTTTTCAGGG

ACCTCTGAAAACAAAGGAGGTGGGATGGGAAATTTCCAACC

ATTTTTTGTGCTCAACC

Ca_LG_6:3060690 GAAAGTACATAACTCAATTTATGATATGTTTTGTATTTGTAGAA

GTTTGTGCGATGTGTGGCAAGCAAATTCTTGACACCAAGTTAT

ATAAACAACGCAT

T/A TGTGTAGTGCATTTGTCCTGCATTGTGGTTTTTCAGGGACCT

CTGAAAACAAAGGAGGTGGGATGGGAAATTTCCAACCATTTT

TTGTGCTCAACCTAGA

Ca_LG_6:3491941 CAGAGAAGGAACTTACTAGTCCACCTTTGGATATGTTCCCGC

CAAATAAGAGCAGCATGGAATCAGATATGGCCGTTGAATCCC

TGAGGAATACTGTATT

T/G CACTTTAACCTTTTCATTAAACACTAACCATGGGTATGGAATT

TTGGGTACCGCAGCATTTACTGAGTTCTACACGTGCAGCAC

CAAAATTTTAGAACTT

Ca_LG_6:4971056 GTAATTTGGGAATATTAATTTTTTAAAACATTTGAGGGGTGTG

GGTAGTAAATAAGGGGGTGTTGGTAGCAATATTGTAAGTCTTT

TCTTTTCTCATCAC

C/A GAAAAGTCTTTCTCAAAGATTCTAAGATTCTATAGACATGGA

TATATTATATATCAAAGTATATGATATATGAAATTGAGATAGT

TACCTTTCAGAAAAT

Ca_LG_6:4971063 GGGAATATTAATTTTTTAAAACATTTGAGGGGTGTGGGTAGTA

AATAAGGGGGTGTTGGTAGCAATATTGTAAGTCTTTTCTTTTC

TCATCACGAAAAGT

T/C CTTTCTCAAAGATTCTAAGATTCTATAGACATGGATATATTAT

ATATCAAAGTATATGATATATGAAATTGAGATAGTTACCTTTC

AGAAAATTCCAATA

Ca_LG_6:5380454 TTCCAGGGTTGGCTGCAACGGGCTGCTATCTGGGATTAACTA

CCTAGCTTGAAACCAAGTTCTCACAACAGCAACCCAATTTGCG

TAATTGGAAAAACCG

G/A ACCAATTTTTCGCAAGGAATGAGCAGAAGAGTAGTGAAACT

GAAAGCGCAACGAAAAGCAGCAACAGATACAGTAACGAACA

TGCGATCCACGCGAAGGG

Ca_LG_6:5841978 AGTGATATTTATAGAAAAATCTTGACCTTTGTGGCGGCCAAGC

AGCCACAAAATCCAACGGTAACTAAAGCATTTGTTGCTGCCTA

AGCAGCCACAACGG

G/C GCAACGTGTAATTCGGCATTTGTGGCAGCCTTTGCAGCCAC

AAAGTGTAACGGTCCAGTGTTTTTGTGGCAGCTTGGGCGGT

CATAAATGGTTTGCCTTT

Ca_LG_6:5842033 CAACGGTAACTAAAGCATTTGTTGCTGCCTAAGCAGCCACAA

CGGGCAACGTGTAATTCGGCATTTGTGGCAGCCTTTGCAGCC

ACAAAGTGTAACGGTC

C/T CAGTGTTTTTGTGGCAGCTTGGGCGGTCATAAATGGTTTGC

CTTTGTGGCGGCCTTTACTCTTATAAATGGGTGATTTTGTGG

TTGAGAAAGCTCTCACA

Ca_LG_6:5842049 ATTTGTTGCTGCCTAAGCAGCCACAACGGGCAACGTGTAATT

CGGCATTTGTGGCAGCCTTTGCAGCCACAAAGTGTAACGGTC

CAGTGTTTTTGTGGCA

A/G GCTTGGGCGGTCATAAATGGTTTGCCTTTGTGGCGGCCTTT

ACTCTTATAAATGGGTGATTTTGTGGTTGAGAAAGCTCTCAC

AAAGGACTACAATTTCA

Ca_LG_6:5842063 AAGCAGCCACAACGGGCAACGTGTAATTCGGCATTTGTGGCA

GCCTTTGCAGCCACAAAGTGTAACGGTCCAGTGTTTTTGTGG

CAGCTTGGGCGGTCAT

T/C AAATGGTTTGCCTTTGTGGCGGCCTTTACTCTTATAAATGGG

TGATTTTGTGGTTGAGAAAGCTCTCACAAAGGACTACAATTT

CAACTGGATTTTGTGG

Ca_LG_6:6389358 GATGGAGGATGTTTTGGAGGAAGAAATCAAAGTGATCAATGA

TACAGTGGGACCTGAGGAGCATGTTATTTGTGCCTTATCTGG

TGGTGTTGATTCCACT

T/C GTTGCTGCTACCATTGTTCATAAAGCCATTGGGAATAGGCTT

CATTGTGTTTTTGTTGACAATGGATTGCTAAGGTTACTATAAG

TCTGTTTTTTTCCAT

Ca_LG_6:7116485 TTCTTGGTGTGCATGAAAGATGATAGTATTGAGGGGATTTATG

ATACTTTGAAGGAGTGTGCTGTTATTAGTAAATCTGCAGGAGG

AATTGGTGTTTCTG

G/A TTCATAACATACGTGCACATGGTAGTTACATTCGAGGAACAA

ATGGGACATCTAATGGTATTGTTCCAATGCTCCGTGTGTTTA

ATGACACTGCCCGCTA
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Ca_LG_6:7116502 AGATGATAGTATTGAGGGGATTTATGATACTTTGAAGGAGTGT

GCTGTTATTAGTAAATCTGCAGGAGGAATTGGTGTTTCTGTTC

ATAACATACGTGCA

A/C CATGGTAGTTACATTCGAGGAACAAATGGGACATCTAATGGT

ATTGTTCCAATGCTCCGTGTGTTTAATGACACTGCCCGCTAT

GTTGATCAGGGTGGAG

Ca_LG_6:7116520 GATTTATGATACTTTGAAGGAGTGTGCTGTTATTAGTAAATCT

GCAGGAGGAATTGGTGTTTCTGTTCATAACATACGTGCACAT

GGTAGTTACATTCGA

A/T GGAACAAATGGGACATCTAATGGTATTGTTCCAATGCTCCGT

GTGTTTAATGACACTGCCCGCTATGTTGATCAGGGTGGAGG

CAAGAGGAAAGGTATAA

Ca_LG_6:7116535 GAAGGAGTGTGCTGTTATTAGTAAATCTGCAGGAGGAATTGG

TGTTTCTGTTCATAACATACGTGCACATGGTAGTTACATTCGA

GGAACAAATGGGACA

A/G TCTAATGGTATTGTTCCAATGCTCCGTGTGTTTAATGACACT

GCCCGCTATGTTGATCAGGGTGGAGGCAAGAGGAAAGGTAT

AAAGAAACCATTTTGAG

Ca_LG_6:7118057 ACTAGGAATGTCATTTGATTCACCAGAGGTAAATATATTTTAT

GTGGTTGCCAAATTTCATACAGTTCAAATTTGATAGCTTACATT

ACATGTATATGGA

A/G TTGCAGGCTCAACAGTTGAACAAGGACATTTTTGAGACTATA

TACTATCATGCTCTGAAAACTTCTTGTGAATTGGCTGCAAAG

GAAGGACCCTATGAAA

Ca_LG_6:7118058 CTAGGAATGTCATTTGATTCACCAGAGGTAAATATATTTTATGT

GGTTGCCAAATTTCATACAGTTCAAATTTGATAGCTTACATTAC

ATGTATATGGAT

T/G TGCAGGCTCAACAGTTGAACAAGGACATTTTTGAGACTATAT

ACTATCATGCTCTGAAAACTTCTTGTGAATTGGCTGCAAAGG

AAGGACCCTATGAAAC

Ca_LG_6:7854519 TACGCCTTACCATCAAAGTCTGTAATTAATCTATCCATTAAGCA

TCAAAAAAGGCTCTAGATGAACTAAGTTTCAATTCTTACTGTA

AACAGATGAACGC

C/A ATGTCTCAAATTATCTTTTGAAAGAAATGTACATGTAATTTTC

ATACACCAAGCTGCACATAATTAAGTTAACGATTCATTAGTA

CGCCTTACCATCAAA

Ca_LG_6:7854524 CTTACCATCAAAGTCTGTAATTAATCTATCCATTAAGCATCAAA

AAAGGCTCTAGATGAACTAAGTTTCAATTCTTACTGTAAACAG

ATGAACGCATGTC

C/T TCAAATTATCTTTTGAAAGAAATGTACATGTAATTTTCATACA

CCAAGCTGCACATAATTAAGTTAACGATTCATTAGTACGCCT

TACCATCAAAGTCTG

Ca_LG_6:8076698 ATCTCAAAACTTTATCTTCATGTTCTTTAATCACGTATCCCATT

GGCAGCTCAACATAGACCTCTTCTTCAAGATAGCCATTTAGAA

ATGTCGATTTTAC

C/T ATCAAGTTGATAAAGTTTCCACTTATTTTGAGCTTCTATAGAG

ATTAGCAAATGAATAGTGTCCATGCGATCAACTGGTGCAAAA

ACTTCTTCATAGTCA

Ca_LG_6:8076700 CTCAAAACTTTATCTTCATGTTCTTTAATCACGTATCCCATTGG

CAGCTCAACATAGACCTCTTCTTCAAGATAGCCATTTAGAAAT

GTCGATTTTACAT

T/G CAAGTTGATAAAGTTTCCACTTATTTTGAGCTTCTATAGAGAT

TAGCAAATGAATAGTGTCCATGCGATCAACTGGTGCAAAAAC

TTCTTCATAGTCAAC

Ca_LG_6:8076713 CTTCATGTTCTTTAATCACGTATCCCATTGGCAGCTCAACATA

GACCTCTTCTTCAAGATAGCCATTTAGAAATGTCGATTTTACAT

CAAGTTGATAAAG

G/T TTTCCACTTATTTTGAGCTTCTATAGAGATTAGCAAATGAATA

GTGTCCATGCGATCAACTGGTGCAAAAACTTCTTCATAGTCA

ACTCCATGTTTTTGT

Ca_LG_6:8086128 ACGAAGAACCCTAACCCAAAAAATTCCTAAATCAAATCTTTCT

TTTAGCAAATTAAAAACCCTAAACCGCTGCTTCTTCTGCTGAA

ATCGTGATTCTCGC

C/T TTCATTCGGCTGCGATTCTCCTTACAGGTTAGAATTGGAAAA

GTTTCTGATTGTTGATGATGCTACTTTGTTTTCACTGAGCTAC

AAATTTTTTATTGCT

Ca_LG_6:8147968 TATCTCAACCTCAATATTTTGGTGCTTTAGGAAGTTTTAGAGAT

AGCCAGCGAGGTGAAATAGGATGCAGTTACACGGATAATATT

TTTTAGCACCCTCA

A/T TCTGGAGCCATACTCATCTACTTGTCTTGAATTTGAATTGCT

GCTTTTAGCCGTTTACCGTCTCTTGCTACCAAAACCATCTCC

ATTCCAAGATTTTTAT
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Ca_LG_6:8147975 ACCTCAATATTTTGGTGCTTTAGGAAGTTTTAGAGATAGCCAG

CGAGGTGAAATAGGATGCAGTTACACGGATAATATTTTTTAGC

ACCCTCATCTGGAG

G/C CCATACTCATCTACTTGTCTTGAATTTGAATTGCTGCTTTTAG

CCGTTTACCGTCTCTTGCTACCAAAACCATCTCCATTCCAAG

ATTTTTATTATTATA

Ca_LG_6:8153021 AGTCACTAAACTAAATTGCATGAGAAACACCAAAAAGGAAGCA

GCGCGACTCTAATGAAACGAAACAGGAGAGACAATGGTTGTT

TCGGAAAACTTGCTG

G/A GAAAACTTTTCCAGCAGCGACAACAGATGGAAGGCAGCAGT

AGACGGCGGATCTTGGAGGCATTAGAGGCACATGAGCGCG

TGCGGTGCAACTTTTAACC

Ca_LG_6:8153022 GTCACTAAACTAAATTGCATGAGAAACACCAAAAAGGAAGCA

GCGCGACTCTAATGAAACGAAACAGGAGAGACAATGGTTGTT

TCGGAAAACTTGCTGG

G/A AAAACTTTTCCAGCAGCGACAACAGATGGAAGGCAGCAGTA

GACGGCGGATCTTGGAGGCATTAGAGGCACATGAGCGCGT

GCGGTGCAACTTTTAACCT

Ca_LG_6:8153028 AAACTAAATTGCATGAGAAACACCAAAAAGGAAGCAGCGCGA

CTCTAATGAAACGAAACAGGAGAGACAATGGTTGTTTCGGAA

AACTTGCTGGAAAACT

T/G TTTCCAGCAGCGACAACAGATGGAAGGCAGCAGTAGACGG

CGGATCTTGGAGGCATTAGAGGCACATGAGCGCGTGCGGT

GCAACTTTTAACCTAAAAAA

Ca_LG_6:8153035 ATTGCATGAGAAACACCAAAAAGGAAGCAGCGCGACTCTAAT

GAAACGAAACAGGAGAGACAATGGTTGTTTCGGAAAACTTGC

TGGAAAACTTTTCCAG

G/A CAGCGACAACAGATGGAAGGCAGCAGTAGACGGCGGATCT

TGGAGGCATTAGAGGCACATGAGCGCGTGCGGTGCAACTTT

TAACCTAAAAAAATATGGG

Ca_LG_6:8274170 AGTATCCGTACCTGGTTTGAAAAAGAGGGGGAAATTAACCAA

AATATAAGTAAAGATATCATACACAAGTTCTCTGCTAGAATTGT

CAAATAGCAGCAAC

C/T ACAAAGCTATTGCATAGCGGAATTTTACTAAAATGTTATTATA

TAGAGCTATAGCATAGCCAAATTTTAATAAAATTTTAGTAGAA

AGTGTCATCAAATA

Ca_LG_6:8274198 GGGAAATTAACCAAAATATAAGTAAAGATATCATACACAAGTT

CTCTGCTAGAATTGTCAAATAGCAGCAACACAAAGCTATTGCA

TAGCGGAATTTTAC

C/A TAAAATGTTATTATATAGAGCTATAGCATAGCCAAATTTTAAT

AAAATTTTAGTAGAAAGTGTCATCAAATAGTGGTTATAGNNN

NNNNNNNNNNNNNNN

Ca_LG_6:8503370 AGGGTATAAAGAGATTTCAAAATGCATTGATCCAACTCCCAAT

TCTCCGTACAAAGCTAGAAACATGTGGAAAAATGCATTGATCA

AACACCCAAATCAA

A/C AAAGTGCTTTTCCATAATAGATTCCACGAATGGAACATGGAA

TAGTAAAACTACTAGGGTCTTGCATTTTTGTAAGGAGCTTTT

GGTGTAACATTATATG

Ca_LG_6:8503381 AGATTTCAAAATGCATTGATCCAACTCCCAATTCTCCGTACAA

AGCTAGAAACATGTGGAAAAATGCATTGATCAAACACCCAAAT

CAAAAAGTGCTTTT

T/C CCATAATAGATTCCACGAATGGAACATGGAATAGTAAAACTA

CTAGGGTCTTGCATTTTTGTAAGGAGCTTTTGGTGTAACATT

ATATGCATTCCTTAGG

Ca_LG_6:8503385 TTCAAAATGCATTGATCCAACTCCCAATTCTCCGTACAAAGCT

AGAAACATGTGGAAAAATGCATTGATCAAACACCCAAATCAAA

AAGTGCTTTTCCAT

T/C AATAGATTCCACGAATGGAACATGGAATAGTAAAACTACTAG

GGTCTTGCATTTTTGTAAGGAGCTTTTGGTGTAACATTATAT

GCATTCCTTAGGGTTA

Ca_LG_6:8503393 GCATTGATCCAACTCCCAATTCTCCGTACAAAGCTAGAAACAT

GTGGAAAAATGCATTGATCAAACACCCAAATCAAAAAGTGCTT

TTCCATAATAGATT

T/A CCACGAATGGAACATGGAATAGTAAAACTACTAGGGTCTTG

CATTTTTGTAAGGAGCTTTTGGTGTAACATTATATGCATTCCT

TAGGGTTACAATTTCA

Ca_LG_6:8503398 GATCCAACTCCCAATTCTCCGTACAAAGCTAGAAACATGTGGA

AAAATGCATTGATCAAACACCCAAATCAAAAAGTGCTTTTCCA

TAATAGATTCCACG

G/C AATGGAACATGGAATAGTAAAACTACTAGGGTCTTGCATTTT

TGTAAGGAGCTTTTGGTGTAACATTATATGCATTCCTTAGGG

TTACAATTTCAAACTC
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Ca_LG_6:8503410 AATTCTCCGTACAAAGCTAGAAACATGTGGAAAAATGCATTGA

TCAAACACCCAAATCAAAAAGTGCTTTTCCATAATAGATTCCA

CGAATGGAACATGG

G/A AATAGTAAAACTACTAGGGTCTTGCATTTTTGTAAGGAGCTT

TTGGTGTAACATTATATGCATTCCTTAGGGTTACAATTTCAAA

CTCCCGAATTCTTAT

Ca_LG_6:8503417 CGTACAAAGCTAGAAACATGTGGAAAAATGCATTGATCAAACA

CCCAAATCAAAAAGTGCTTTTCCATAATAGATTCCACGAATGG

AACATGGAATAGTA

A/G AAACTACTAGGGTCTTGCATTTTTGTAAGGAGCTTTTGGTGT

AACATTATATGCATTCCTTAGGGTTACAATTTCAAACTCCCGA

ATTCTTATTCTTTTG

Ca_LG_6:8503425 GCTAGAAACATGTGGAAAAATGCATTGATCAAACACCCAAATC

AAAAAGTGCTTTTCCATAATAGATTCCACGAATGGAACATGGA

ATAGTAAAACTACT

T/C AGGGTCTTGCATTTTTGTAAGGAGCTTTTGGTGTAACATTAT

ATGCATTCCTTAGGGTTACAATTTCAAACTCCCGAATTCTTAT

TCTTTTGGTGATTAT

Ca_LG_6:8503445 TGCATTGATCAAACACCCAAATCAAAAAGTGCTTTTCCATAAT

AGATTCCACGAATGGAACATGGAATAGTAAAACTACTAGGGT

CTTGCATTTTTGTAA

A/G GGAGCTTTTGGTGTAACATTATATGCATTCCTTAGGGTTACA

ATTTCAAACTCCCGAATTCTTATTCTTTTGGTGATTATATCCT

TTAAAAACTTTGCAT

Ca_LG_6:9102986 TCATTTTTTCCACACTAGAAGAAATCTATCTCTAAAATAAGATA

AGTGTCATCAAAGTATTTGCCACCCCAACCTGCACTCCCACTA

AGCAATTTTTTGC

C/A TTGGCAACAATGTTTGTAGCTCAAAGAGATGACAAAAAATAG

CTGTTTCAGATGCATCATTGTCAAGGCAGAAGAATTGGTGGT

GCCACTAGCTGACGCA

Ca_LG_6:9689078 GCTAATATTCAAAATGGTTAATGACTTTTGGCACTATCTACACT

CCCTGATGTGATCTCTGTAGATGTAGCTTAAGGGAATTGCTCC

TCAATCCAGCATT

T/C CTTGCCACATATTGGGCAAACTTTCATCGTTGGTTTCCGCCA

CCGCCGCCACTCCATTGAAACCTTTCCATACAGTTTTTGATC

AAGTTCCTGTAAGATC

Ca_LG_6:9689117 ACACTCCCTGATGTGATCTCTGTAGATGTAGCTTAAGGGAATT

GCTCCTCAATCCAGCATTCTTGCCACATATTGGGCAAACTTTC

ATCGTTGGTTTCCG

G/A CCACCGCCGCCACTCCATTGAAACCTTTCCATACAGTTTTTG

ATCAAGTTCCTGTAAGATCTTAGCAAAGCCATCATTCGGCTG

CGCTCGATGGTGAACT

Ca_LG_6:9826466 CACTCGCCAAGGCACTTTGTACAGCTTTTGTAATTCCTATGAC

ACTCTGTGTTATCATCTACTCATTACTTTACTGCACGTACCCG

AGAGACAGAGAGCG

G/A AGCGAGAATGGTTGCATTAGAGGAATCAGAAATGCAGCAAC

TAGATGTGGAAGATTGCACAAGAGAAGAATATTGTGAAATTC

ATGTTTTAGAATCAAAT

Ca_LG_6:10242193 AAACACCTAAAATCATGAACCCTAAACAAATCAAAATCAAAAA

CATTCATTAACTCATCGTGTCCCAGATCTGATGTGTAATGAAA

CATCCATTGTGACG

G/A ACTCGACTCCATTTTATCTTGCTCATTGAATGTTTACGCACCC

CATATTACCAACGAGGTCTGGTGGTTCTGACGGTGGACGTT

TAGGCAACATGTATGT

Ca_LG_6:10242230 CAAAAACATTCATTAACTCATCGTGTCCCAGATCTGATGTGTA

ATGAAACATCCATTGTGACGACTCGACTCCATTTTATCTTGCT

CATTGAATGTTTAC

C/T GCACCCCATATTACCAACGAGGTCTGGTGGTTCTGACGGTG

GACGTTTAGGCAACATGTATGTTGGCCAATGCTCAATTAATA

ACCCATCTTTTGCAGCT

Ca_LG_6:10242248 CATCGTGTCCCAGATCTGATGTGTAATGAAACATCCATTGTGA

CGACTCGACTCCATTTTATCTTGCTCATTGAATGTTTACGCAC

CCCATATTACCAAC

C/T GAGGTCTGGTGGTTCTGACGGTGGACGTTTAGGCAACATGT

ATGTTGGCCAATGCTCAATTAATAACCCATCTTTTGCAGCTA

CCCTACTTGATAATGGC

Ca_LG_6:10242249 ATCGTGTCCCAGATCTGATGTGTAATGAAACATCCATTGTGAC

GACTCGACTCCATTTTATCTTGCTCATTGAATGTTTACGCACC

CCATATTACCAACG

G/C AGGTCTGGTGGTTCTGACGGTGGACGTTTAGGCAACATGTA

TGTTGGCCAATGCTCAATTAATAACCCATCTTTTGCAGCTAC

CCTACTTGATAATGGCT
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Ca_LG_6:10242531 TCGGGTTACTGCAATGGTGGTGGCGGAATCAGATTTCTGAGA

GTACCACAAAGGAGTTGCAATTCTGCCCCTTCCGATTCTGAAA

ATAACCCATTATCAT

T/G AAACCTTCTCGTCATTCTTCCTCTTATGAGCGTCATTCTTCCT

CTTATCGCTCATAATGTGATTGTTGCCCATTCCTTGTTTGTTC

TCCACAAGGACCTT

Ca_LG_6:10719698 TTGCAATTCTGGTATCTTCTTCTCCTTCTATATGGATTTTTATA

TCTTCATTGTTCTCAAGAAGATCCATTCTGGATAGTGAACATG

GCTGCTATTTTCC

C/G GACGTGACATCGGTGATTTTCCTTCCTCCAACCATTTCAAGC

AGCAGCATCCCATAACTATAAACATCAGACTTATATGATACA

TTGCCGAAGTTCCTAG

Ca_LG_6:10719700 GCAATTCTGGTATCTTCTTCTCCTTCTATATGGATTTTTATATC

TTCATTGTTCTCAAGAAGATCCATTCTGGATAGTGAACATGGC

TGCTATTTTCCGA

A/C CGTGACATCGGTGATTTTCCTTCCTCCAACCATTTCAAGCAG

CAGCATCCCATAACTATAAACATCAGACTTATATGATACATTG

CCGAAGTTCCTAGAA

Ca_LG_6:10770645 TCCCCGTATCCACTTCATGCTTTCGTCCTACGCACCTGTGATC

TCTGCTGCCAAGGCATACCATGAGCAGCTCTCTGTGCCTGAA

ATCACCAATGCTGTA

A/G TTTGAGCCTGCTAGCATGATGGCCAAGTGTGATCCAAGGCA

CGGGAAATACATGGCTTGCTGCTTGATGTATCGTGGAGATG

TTGTACCCAAGGATGTAA

Ca_LG_6:10782487 AACTTCAAAAATAAAATAAAAAACTAGTTAAACAGAAGCACAT

CTAACCTGTACACGAGGATTCTGAAAATCATCCATCGCAGCA

GCTAGTGCTGGCAAC

C/G ACCCCTTGATGGTATTGAACTTGCAAATCTGGACCCAAATCA

GTGGACAGTTGCCCGATTGCATTAATAGCTGCCCACCTTACA

CGAGGATGTTGATCAG

Ca_LG_6:11104497 CTTCCTAGAAGATTGGCTGCTATATTAATCCATCTGCTGGTAA

TGCTTCTATAGTGTTGCTATAGCAAGTAGGATCTATGTATAAT

ATCTACAGGATCAT

T/G AGAAAGCAAAAAATTAAGTCACATAATGACACTCTGAAGACT

TCAGCAGCATAAGACGGCGTAGCAAACAATCAAATGAATAT

GCTAAGGAAATGAGAAA

Ca_LG_6:11865385 TAAATGCATGAATGTGTTTCAGAAAATGGCTTCAGGCGGAGC

AGCTCCCCAAAGAGGAAGTGCAGCAGCTACTGCAAGCATGA

GGAGAAGGAAGACAGCT

T/C GGTGGCGGGGCCTCTGGAGGAGCTGCAGGGACTATGCTTC

AGTTTTACACTGATGATGCCCCTGGACTCAAGATCTCCCCAA

ATGTGGTTCTTGTAATGA

Ca_LG_6:12035671 ACAAAATCCAGCTATGGGGGGAAATGGAACACTGATCTCTCA

AACAAACGACACAACAGCTTCTGCAGCAGGAGCTAATGATTC

TATGCAAAACCTGAAT

T/C CAGGTCAGCAACTCCATTCAGAAAACCTTGGGCCTTATCCAC

CAGCTTTACCTTACAGTGTCTACCTTCAACGCTGCCTTTCAA

ATGCCACTCCTCCAAC

Ca_LG_6:12035743 AGCTAATGATTCTATGCAAAACCTGAATCAGGTCAGCAACTCC

ATTCAGAAAACCTTGGGCCTTATCCACCAGCTTTACCTTACAG

TGTCTACCTTCAAC

C/T GCTGCCTTTCAAATGCCACTCCTCCAACGCATGTATTTCTAC

ACAATCCCTTATAATGCATTTTTTCTGTTTTACTTTTTGTCTAT

GTCCCAAATTGATA

Ca_LG_6:12036343 AACTTAACATTTCTGTTTGGGGCAGAATTTTCGCAAGCATCTT

TTGGAGGAATTGGAGCAGAACTTCCCTGATGAGGTTGAAAGT

TTTAGAGAGAGTCGC

C/T GCTGCTTCCGCTGCTGTAAGTGTTACTTATTTGGTCTTTTATT

TCAATGTATCCATAACTATTGAATAACCTTCCTACATCATTGG

CTGTTCCCAATTTT

Ca_LG_6:12253096 TAAAATACTACAGTGTCAGATCAGGAAGCAGCTACTACGGCA

AAGAAAGCATAGTCAAAGTTCAATTCCGTAAAGATCCAATAGG

CATGGTTAAAGCTAG

G/T GGTTTCAAGAAAGAGATAATAGTGACTATCGCTGGCCAGTAA

ACTAGTTCAGTCTGCAACAGCAGCCACTACAGCCATGACAA

CCGTCCCTCACATTAAA

Ca_LG_6:12277946 AACTGCAGCTAAATGTTTTGGAAATGAACTTTGTTCTATATATT

ATTTAATTTAATATTCATATACATACAAAATTCAGAATTAGCAG

TCATCCCGCAAC

C/T GCTCCATCTTGCTTTAGTGTTTTGAGGTGGCTGCTACACACT

GCTATCCAGGATCAATAACTGCCAATTATACTTGGTTTCTGT

TTTATATAGTTGGGTT
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Ca_LG_6:12279324 AGCTATGAATTCTTCACTTGCTTCATCCTCCCTCCCTTTGATG

ATGCAGCAAGCTGTTGCCATGCAACAAATGCAATTCCAGCAA

GCGCTGCTTATGCAG

G/A CAAACTATGACTGCACAGCAGGCTGCTAACCGAGCTGCAAC

CATGAAATCTGCCACAGATTTAGCAGCAGCACGAGCTGCAG

AAATTAGTAAGAAATTGA

Ca_LG_6:12315924 ACTAGTATATTTATAGTTGAAGAGAGACACAGTGAAAAGCAAA

AAATATGATGATAAAAGTATAATATTTTACGGTGGTACTTAACG

AAAAAAAGATTCA

A/G TTAAAGCAGGTTTTGAAAAGCTCACTAACCAAACAGTACCCA

CACTTCATTTCTCTCTTTCTCTCTCTCTCTCTGCGCACACACC

CGCAGCCATGGCGTC

Ca_LG_6:12318605 TTGCAATAGCGGTCATCCCGGAATCCGCTATCCCATTTTTAGG

GTTGGGCGTTCCGCGCTGCTATTTGAGATCGGCAACATAGGT

AGTATGAGAGGGTAG

G/A AAGATGACACAAACATTATTGGTTTGCTTAATCATTCCTGGG

GAGTTTTTAAGCAGTCTTGCTGCATGTGGTGCTCCAGCAGC

ACCACTGGCACTAACTC

Ca_LG_6:12325718 GAGTTACTAGCAGCTAACTTGAAACTTTGTTGTTAGCATAAAC

TGGAACAGAAACTACTGTCGGAATTGAGCTAAGGATAATGCT

CTTCTGATTGTACAA

A/G ATACTTTTTGAGTACTTTTTTGGAAATGCTTCCCTTCTTTAAG

CTTCACCAGCTGCTGCCAGTATATGTTACTTCTTTTGTTGGTT

ACTTTGTAATCGTA

Ca_LG_6:12325750 TTAGCATAAACTGGAACAGAAACTACTGTCGGAATTGAGCTAA

GGATAATGCTCTTCTGATTGTACAAATACTTTTTGAGTACTTTT

TTGGAAATGCTTC

C/T CCTTCTTTAAGCTTCACCAGCTGCTGCCAGTATATGTTACTT

CTTTTGTTGGTTACTTTGTAATCGTAGTAACCACAAATTTTAT

GGCTTTCTCTCACCT

Ca_LG_6:12330400 GATGGGATCCACGTGTCCACCTCCAATATCAAATGGGTCTGC

TTCCTTGTGTGTGGGACCTTCTTCAGATATTAGGCTTCCATCA

GTTCCACTTTGGGAG

G/T GCTGCACTTTTCAATGTTACAATTAGTTAGTTTTGATAATGTG

TTTGGATCATATTTTGATCTCGAATATAATTGATTTTGTAAAA

CTAATTTGATTATA

Ca_LG_6:12331372 GTGACCAAGTTGGGTGTTTGGATTTGATGAGTGCTGCTATTC

CTGCCACATGGGGACAAGACATTGATGTTCCAGATAAAAATG

TAAATCCACTGCTCTC

C/T TTTACTGTTCTTTGGTGGAAATGCAGCCAAAATGTCCACACC

AGGTGCAGCTATGTCAGGCTATATCTCCATGAACCATTCCCA

GAAGAGTACAGGTTTT

Ca_LG_6:12362493 AAAACCCTGTTCCCGCCATTTACATACGTATAACTAGGCGCCA

AATTTCACTGTTCGAAAGAGCGCAGCAGCCATGAACGTGACC

CGAAACTCCCGCAAG

G/A CGGAGCCACAAATCTCAGCCCATCTCTGGTAGATTCACCCG

CAGCAGTTCTCAGCTCTTTTTACACCGTAACCGCTCCGGTCA

AATTCGCCCCGACCCCG

Ca_LG_6:12362511 TTTACATACGTATAACTAGGCGCCAAATTTCACTGTTCGAAAG

AGCGCAGCAGCCATGAACGTGACCCGAAACTCCCGCAAGCG

GAGCCACAAATCTCAG

G/A CCCATCTCTGGTAGATTCACCCGCAGCAGTTCTCAGCTCTTT

TTACACCGTAACCGCTCCGGTCAAATTCGCCCCGACCCCGT

TCGGTTTCCGAGACAGA

Ca_LG_6:12433128 AGCATCAAAGTATATTCCAAATGGTGGCTAATGGCTATGCTCA

ATTTCTGAAAAAGATGGACTAAGAGGAAAGAGATTGGGGGTA

GTAATATTAAACAAT

T/G ATTGGAAATTACACTTTTTGGCATGAAACTTTCAAGCTGCAC

CTGAAAATGTTAAGGTATCAAAAGTTATTATGTGACTGAATTC

TAATACTTGTAAGGA

Ca_LG_6:12851342 TGGAATTGGAAAAAGTGTACTTGGTCTTTGAAATCTTTATATG

GTTTTGGTTAATGAAACAAGGCTGGAGGCTACAAGGCAGCAA

CCAATCCTTTTTTTC

C/A TGTTCTTTTTGGGCATTAGTAGAATATACGATGTGCAGCACA

ACAACAACCACTGATCCTTCTTTTCTCTTCTTTTTGGGAATTA

GTGGGATGTACAATG

Ca_LG_6:12973204 CATTAAGTTACACATCCAATTATATTTTTCAAGATTTCATGCTC

TTAAATACATATAAATAACTTTGAATAAGATGAAAAGGGTCAAA

ACTCAAATTTTC

C/A CTTTTCAAATATGATTTCAATACCTTAGGAGCACAATATCCAA

GTGTTTCTTCTATTGATGGATGATCGTCACCTAAAAGATGCC

TAACAGTGCCCAAAA
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Ca_LG_6:12973227 ATTTTTCAAGATTTCATGCTCTTAAATACATATAAATAACTTTG

AATAAGATGAAAAGGGTCAAAACTCAAATTTTCCTTTTCAAATA

TGATTTCAATAC

C/T CTTAGGAGCACAATATCCAAGTGTTTCTTCTATTGATGGATG

ATCGTCACCTAAAAGATGCCTAACAGTGCCCAAAATATCTTT

TTTTTTCCAACATGAC

Ca_LG_6:13350032 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNGGCAGTAAGAAT

CAAGCATTTTTCATAGGC

C/T ATCTTTACTTATGAGTTATATATATATGTCCATTCATTCTATTC

TATTTTTCCAGGCATATATTCAGCAACTTGAATCAAGCAGGA

TTAGGCTTAATCAG

Ca_LG_6:13668978 GTTTTTTATACAAGCCCTTGTAGAACATGTGCCAATTGCCGAA

ACATGTGTGAGCCGTGTGCAGCACACAGCCTTAGCAGTTAGC

ACCCATAAACTCTTT

T/C TGTAGTGTCAAATTGCTTTCCACTAATTTTGCGGTCTTGCTTT

CACAAAGCTTGGGGACACTAGTTTTGAAGCATATGGATGAT

GGAATCACAAAACCCG

Ca_LG_6:14673690 CAATCGAATACGAGAGAAGGTCTTCCTAGAAAGATCAATTGCT

GTGATAACATCTTCCAAATTATCTCTCATCAACACATAGTTAGC

AGCTTCTATTGCA

A/T ATATCTGTCCCAGCACCAATTGCCATACCAACATCTGCAGCA

GCTAATGCAGGAGAGTCATTTATACCATCACCCACCATTGCA

ACTATACTTCCATCTT

Ca_LG_6:14673693 TCGAATACGAGAGAAGGTCTTCCTAGAAAGATCAATTGCTGT

GATAACATCTTCCAAATTATCTCTCATCAACACATAGTTAGCA

GCTTCTATTGCAATA

A/G TCTGTCCCAGCACCAATTGCCATACCAACATCTGCAGCAGCT

AATGCAGGAGAGTCATTTATACCATCACCCACCATTGCAACT

ATACTTCCATCTTTTT

Ca_LG_6:14673717 AGAAAGATCAATTGCTGTGATAACATCTTCCAAATTATCTCTC

ATCAACACATAGTTAGCAGCTTCTATTGCAATATCTGTCCCAG

CACCAATTGCCATA

A/T CCAACATCTGCAGCAGCTAATGCAGGAGAGTCATTTATACCA

TCACCCACCATTGCAACTATACTTCCATCTTTTTGGAATGAA

CGAACAACATCAGCTT

Ca_LG_6:14987662 TTTATATAGTCCCCCGGCTTATCACCGACATAAGCCGACAGTC

TATTCAGGGTTCCAAACTCAATGTTGGCAACTAAACACAAAGG

TTGCGCTCGTTGCA

A/G GGACTTAACCCAACACCTTACGGCACGAGCTGACGACAGCC

ATGCACCACCTGTCCGCGTTCCCGAAGGCATCCCTCTCTTT

CAAGAGGATTCGCGACAT

Ca_LG_6:14987678 GCTTATCACCGACATAAGCCGACAGTCTATTCAGGGTTCCAA

ACTCAATGTTGGCAACTAAACACAAAGGTTGCGCTCGTTGCA

GGACTTAACCCAACAC

C/T CTTACGGCACGAGCTGACGACAGCCATGCACCACCTGTCCG

CGTTCCCGAAGGCATCCCTCTCTTTCAAGAGGATTCGCGAC

ATGTCAAGCCTTGGTAAG

Ca_LG_6:14987681 TATCACCGACATAAGCCGACAGTCTATTCAGGGTTCCAAACTC

AATGTTGGCAACTAAACACAAAGGTTGCGCTCGTTGCAGGAC

TTAACCCAACACCTT

T/C ACGGCACGAGCTGACGACAGCCATGCACCACCTGTCCGCG

TTCCCGAAGGCATCCCTCTCTTTCAAGAGGATTCGCGACAT

GTCAAGCCTTGGTAAGATT

Ca_LG_6:14987685 ACCGACATAAGCCGACAGTCTATTCAGGGTTCCAAACTCAAT

GTTGGCAACTAAACACAAAGGTTGCGCTCGTTGCAGGACTTA

ACCCAACACCTTACGG

G/A CACGAGCTGACGACAGCCATGCACCACCTGTCCGCGTTCCC

GAAGGCATCCCTCTCTTTCAAGAGGATTCGCGACATGTCAA

GCCTTGGTAAGATTCTTC

Ca_LG_6:16141527 GAAATAACAACATTGTGATTTTGTGAAGGCTTAGGCAACCATA

AAATCAAGCTAAATATTTAAGATTTTTGTGAGGGCTTTTTCAGC

CACAAAATCAACT

T/C CTTTGTGAGGGTAAAGGCTGCCACAAAGGCAAGCCATTTGC

GGCCGCCCATGCCGCCACAAAGGCAAGCCATTTACGGCCG

CCACAAAGGCAAGCCGTTT

Ca_LG_6:16141528 AAATAACAACATTGTGATTTTGTGAAGGCTTAGGCAACCATAA

AATCAAGCTAAATATTTAAGATTTTTGTGAGGGCTTTTTCAGC

CACAAAATCAACTC

C/T TTTGTGAGGGTAAAGGCTGCCACAAAGGCAAGCCATTTGCG

GCCGCCCATGCCGCCACAAAGGCAAGCCATTTACGGCCGC

CACAAAGGCAAGCCGTTTG
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Ca_LG_6:16141538 ATTGTGATTTTGTGAAGGCTTAGGCAACCATAAAATCAAGCTA

AATATTTAAGATTTTTGTGAGGGCTTTTTCAGCCACAAAATCAA

CTCTTTGTGAGGG

G/T TAAAGGCTGCCACAAAGGCAAGCCATTTGCGGCCGCCCATG

CCGCCACAAAGGCAAGCCATTTACGGCCGCCACAAAGGCAA

GCCGTTTGCGGCCGCCCA

Ca_LG_6:16158052 CGCACACAATGAAAGTGGTTGTGTCAGAAAACTTTTCCAGCA

GCGATGGCAGGCAACAGTAGCAGACAGGGCAACAACGACGA

CAGGCAGCAGACGGCGG

G/A CAGCGACAACTCTACTTGCATGAGAGATTAGCAACGCGTGT

GACGGCTTTTGGCGACGCGTTTTCAGGCATGAACTGATCTG

AAGATGACTGCTATTCAT

Ca_LG_6:16836434 TGGCTCATTCGCCGCCGCGATGAAGCTTCGTAATGTTACGGT

AGTTACAACTACCATGAATGTTGCTGCGCCTTATAGTGAGACT

GTTGCGTTGAGGGGG

G/A CTTGTACCGCTTCACGTGCCGTTGCAGCAACGGTTGCCGAT

TTTCGACGGTGTTGTGGATATTGTTCGGTGTGGGCGTGCGG

TGAACCGGTGGATTCCGG

Ca_LG_6:16939746 AAATCAAACTAATAGTAATTGTTCTGCCTAGGCCTGATTGTAA

AATCCTTTCAACTTTAAATTAACGAATACTAATTATTAAGGCTA

AGCTGCCTATGCC

C/T TGCGGAACTAACTTTTCAAGACATCCTAGCCACACGTGTTTT

CATTAGCTATATGTCCAAGCAGCTAGCTGTATTCCCAGCCAA

TCATGATTTCAAACCC

Ca_LG_6:17125227 CTCCTCTTGAGTTGAATGTGAAATATGCTTCTTCAGATGTTGT

TCCTTTACCATATCTCACTTTGTATTGTACTTTGATTGACAGCT

TGATGTATCTTAC

C/T GATTACCAAACCTGATATTGCTTATGTTGTTCATGTTGTCAGT

CAGTTTGTTGTGTCTTCCACTACAATACATTGTGATGTAGCT

AAATATCACTAGAGG

Ca_LG_6:17125266 TTGTTCCTTTACCATATCTCACTTTGTATTGTACTTTGATTGAC

AGCTTGATGTATCTTACGATTACCAAACCTGATATTGCTTATGT

TGTTCATGTTGT

T/A CAGTCAGTTTGTTGTGTCTTCCACTACAATACATTGTGATGT

AGCTAAATATCACTAGAGGGGGGGGGGGGTTGAATATGGAT

TTTGCTGTTTAAAAATA

Ca_LG_6:17125282 TCTCACTTTGTATTGTACTTTGATTGACAGCTTGATGTATCTTA

CGATTACCAAACCTGATATTGCTTATGTTGTTCATGTTGTCAG

TCAGTTTGTTGTG

G/C TCTTCCACTACAATACATTGTGATGTAGCTAAATATCACTAGA

GGGGGGGGGGGGTTGAATATGGATTTTGCTGTTTAAAAATA

ATTTTCAAGAGATTGT

Ca_LG_6:17125284 TCACTTTGTATTGTACTTTGATTGACAGCTTGATGTATCTTACG

ATTACCAAACCTGATATTGCTTATGTTGTTCATGTTGTCAGTCA

GTTTGTTGTGTC

C/A TTCCACTACAATACATTGTGATGTAGCTAAATATCACTAGAG

GGGGGGGGGGGTTGAATATGGATTTTGCTGTTTAAAAATAA

TTTTCAAGAGATTGTAA

Ca_LG_6:17462641 CATTTAATCATGTAAAAGCTGAAATTATTGTTTTGTTTGGGTGA

ATTATCTGCTGCCTAACAATCAAATGGTTGTGATAAGAAGTGT

TCAATTTTCCGCA

A/G CTCTTGCTACCATTTAGAGATCCTCCTTGGATAATTCACCCA

GCTGAAGGGCAGCTATAGTCTCCTTAAGTTATCTGACTAATC

AAGTAAACTCTAGTCT

Ca_LG_6:18143990 TCATAAGCTTTCTTTGAGGCTTTAAATGAATGAAACCTTTTCTA

TAGGCAATGGTAAGTGGTTAGTATGTTATGAGATTTGGATTTA

CTGCAGCCAGCAT

T/C GTTAGTGGTCGACGATTCGAGATCAAAGGATCTAGATGTCA

ATTTAGATTTTGATTGTTTTAAAAAAAAACTGAAATATCAAGC

TTAAAGTTTGGACCAT

Ca_LG_6:18395040 ATATTGTTGTTACTAAAGAAATAAAGGAGGCTATTTGGATGGG

AGGAATGGTTAAGAGCATGGAGACAAAACAAGTTGTTACCAA

GGTGTTCTGTGATAA

A/G TCAAAGTAGTATTCACTTGGCAAGAAATCAAGTATACCATGA

TGAGAGGACAAAACACATAGATGACAAGCTACATTTTGTGAG

AGAAGTCATTGCAAAA

Ca_LG_6:18395048 GTTACTAAAGAAATAAAGGAGGCTATTTGGATGGGAGGAATG

GTTAAGAGCATGGAGACAAAACAAGTTGTTACCAAGGTGTTC

TGTGATAATCAAAGTA

A/G GTATTCACTTGGCAAGAAATCAAGTATACCATGATGAGAGGA

CAAAACACATAGATGACAAGCTACATTTTGTGAGAGAAGTCA

TTGCAAAAGGAAAGAT
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Ca_LG_6:19731770 TCCAAGAAGGGATGACACAACAAGAGTCAACGACAATGGGGA

TGATCAAATGGCCGAAGCTATGAATAACATGGTTACTTCTGTT

GCTGCATAGACTCTG

G/A CGAGATCTGGAGAAGAGGGAAATAGAGATATGTGCTGCTGC

GTCAAGGGGATTAGAAAATTTTCGTCGTTACCATCCTCCAAA

GTTCAAGGGTGATGAGA

Ca_LG_6:21241988 AACCAATAATGGTGGTGGTGGGTTCACGGCTTTGGACGAAGG

CAGCGCCTGGGTTCGCGGCAGTGAGAACGAGGAAAATTGAG

AGTTGGTGAATGAGGGT

T/G AAAAGAGAAACAAATCAAGAGGGTTTTCTGGTGAGTGAGGG

AAAACGAGGGCGACACAATACGAAGAAGGAAGGAAAGAGG

CGAAGGCGGCGCCTGCAAG

Ca_LG_6:21241993 ATAATGGTGGTGGTGGGTTCACGGCTTTGGACGAAGGCAGC

GCCTGGGTTCGCGGCAGTGAGAACGAGGAAAATTGAGAGTT

GGTGAATGAGGGTAAAAG

G/A AGAAACAAATCAAGAGGGTTTTCTGGTGAGTGAGGGAAAAC

GAGGGCGACACAATACGAAGAAGGAAGGAAAGAGGCGAAG

GCGGCGCCTGCAAGGCTGC

Ca_LG_6:21241997 TGGTGGTGGTGGGTTCACGGCTTTGGACGAAGGCAGCGCCT

GGGTTCGCGGCAGTGAGAACGAGGAAAATTGAGAGTTGGTG

AATGAGGGTAAAAGAGAA

A/G ACAAATCAAGAGGGTTTTCTGGTGAGTGAGGGAAAACGAGG

GCGACACAATACGAAGAAGGAAGGAAAGAGGCGAAGGCGG

CGCCTGCAAGGCTGCCGCC

Ca_LG_6:21241998 GGTGGTGGTGGGTTCACGGCTTTGGACGAAGGCAGCGCCTG

GGTTCGCGGCAGTGAGAACGAGGAAAATTGAGAGTTGGTGA

ATGAGGGTAAAAGAGAAA

A/G CAAATCAAGAGGGTTTTCTGGTGAGTGAGGGAAAACGAGGG

CGACACAATACGAAGAAGGAAGGAAAGAGGCGAAGGCGGC

GCCTGCAAGGCTGCCGCCG

Ca_LG_6:21241999 GTGGTGGTGGGTTCACGGCTTTGGACGAAGGCAGCGCCTGG

GTTCGCGGCAGTGAGAACGAGGAAAATTGAGAGTTGGTGAAT

GAGGGTAAAAGAGAAAC

C/G AAATCAAGAGGGTTTTCTGGTGAGTGAGGGAAAACGAGGGC

GACACAATACGAAGAAGGAAGGAAAGAGGCGAAGGCGGCG

CCTGCAAGGCTGCCGCCGT

Ca_LG_6:21242042 TCGCGGCAGTGAGAACGAGGAAAATTGAGAGTTGGTGAATGA

GGGTAAAAGAGAAACAAATCAAGAGGGTTTTCTGGTGAGTGA

GGGAAAACGAGGGCGA

A/G CACAATACGAAGAAGGAAGGAAAGAGGCGAAGGCGGCGCC

TGCAAGGCTGCCGCCGTGGGATTAGGGTGAAAAAGATAGAA

AGAACAAAAGTAAAGGAAA

Ca_LG_6:22563748 TAAAAATAAGAATGCAGGCTGCATAAAAATAAGAATGCATTGC

ATTAACCCCCAAATCCGATGACAGAAAAAATACATATAAGATT

TATATCGAATTTTA

A/G TTCCTTAAATAAAATTATATTTAATTTTGTTTGTGCCACAAGTT

CTAATACAAGAAAGCTGCAGGCTGCATACTTTTAGCATCAAA

TAGAAAGTTGCAGG

Ca_LG_6:22628491 AATAGACATGCAGCAACAGCTATGACTGGAGCCAGAAGAACA

GAAGCCATCACTGGAATTGGAAACAGGAGACCAATAACTCAA

GCCATCCCATACAAAG

G/T ACCTTTGCAAGAGCAGCATGATCATCATACCAATGGAGACAT

AAATGAAGAAAGAGTGGAGTCAAGAAGACCTCAAAGGGCAA

GGCAACTACCAACACAT

Ca_LG_6:22687498 AGTTTTTCAATTATAAAAATAGGTCATGTTTGACACATATGCAG

ATTCTTCAGTATTTCTCTTTTTTCCGCTATTGCCGCTATGTCAG

CTAGCAGAAACA

A/T GGAAGCAGCGGCCGCTATTGCCCTTATAGTGAAACTAGGAT

AGCGCAGCGATTTTCATAGCAAACTCATGAAAATCTGCCTAT

GCTATAGGGCTATCGCC

Ca_LG_6:23853490 TTGCTGTCGAAGCGCTAAACTTAGCTAAAGATTTCAACATGTT

GTCCTATATATAATTCTCTTCTGCGGCTACTACACTTTCTTTTA

GCTTCTATTTTCT

T/C TAAGTTGGATGAGGAAACATCATGTGAGTACAGAGATCTACC

GGAGCCTATCAAAAAACCAGGTTGCATACCACTCCATATGG

CAGCGATCTTCTTACAC

Ca_LG_6:23853533 GTCCTATATATAATTCTCTTCTGCGGCTACTACACTTTCTTTTA

GCTTCTATTTTCTTAAGTTGGATGAGGAAACATCATGTGAGTA

CAGAGATCTACCG

G/A GAGCCTATCAAAAAACCAGGTTGCATACCACTCCATATGGCA

GCGATCTTCTTACACCGGCTCAAGATAGATGGAGTCAAGCT

TACAAACACTTCCTCCA
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Ca_LG_6:23853547 TCTCTTCTGCGGCTACTACACTTTCTTTTAGCTTCTATTTTCTT

AAGTTGGATGAGGAAACATCATGTGAGTACAGAGATCTACCG

GAGCCTATCAAAAA

A/T ACCAGGTTGCATACCACTCCATATGGCAGCGATCTTCTTACA

CCGGCTCAAGATAGATGGAGTCAAGCTTACAAACACTTCCT

CCAACATTCTAAAACCA

Ca_LG_6:23858669 AGCAGCCACAAAATCCACTTAAATTTTTAAGATTTTTGTGAAG

GCTTTTTCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGGTC

GCCACAAAATCCTG

G/A AAGTGACATTACAATTTGTGGCTGCAAAGGCCGCCACAAAA

GCCTGAGTCGTTATATTTTGTGGCTGCAAAGGCCGCCACAA

AGGAACCAAAGTAACGTT

Ca_LG_6:23858693 TTTTAAGATTTTTGTGAAGGCTTTTTCAGCCACAAAATCTAAAT

TTTGTGAGGGTCAAGGTCGCCACAAAATCCTGAAGTGACATT

ACAATTTGTGGCTG

G/A CAAAGGCCGCCACAAAAGCCTGAGTCGTTATATTTTGTGGC

TGCAAAGGCCGCCACAAAGGAACCAAAGTAACGTTGCATTT

TTTGCTGTTCAGGCCGCC

Ca_LG_6:23858700 ATTTTTGTGAAGGCTTTTTCAGCCACAAAATCTAAATTTTGTGA

GGGTCAAGGTCGCCACAAAATCCTGAAGTGACATTACAATTT

GTGGCTGCAAAGGC

C/T CGCCACAAAAGCCTGAGTCGTTATATTTTGTGGCTGCAAAG

GCCGCCACAAAGGAACCAAAGTAACGTTGCATTTTTTGCTGT

TCAGGCCGCCACAAAGT

Ca_LG_6:23858712 GCTTTTTCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGGTC

GCCACAAAATCCTGAAGTGACATTACAATTTGTGGCTGCAAAG

GCCGCCACAAAAGC

C/T CTGAGTCGTTATATTTTGTGGCTGCAAAGGCCGCCACAAAG

GAACCAAAGTAACGTTGCATTTTTTGCTGTTCAGGCCGCCAC

AAAGTTTTAAACCGTTA

Ca_LG_6:23858718 TCAGCCACAAAATCTAAATTTTGTGAGGGTCAAGGTCGCCAC

AAAATCCTGAAGTGACATTACAATTTGTGGCTGCAAAGGCCG

CCACAAAAGCCTGAGT

T/C CGTTATATTTTGTGGCTGCAAAGGCCGCCACAAAGGAACCA

AAGTAACGTTGCATTTTTTGCTGTTCAGGCCGCCACAAAGTT

TTAAACCGTTACCTTTT

Ca_LG_6:23858724 ACAAAATCTAAATTTTGTGAGGGTCAAGGTCGCCACAAAATCC

TGAAGTGACATTACAATTTGTGGCTGCAAAGGCCGCCACAAA

AGCCTGAGTCGTTAT

T/C ATTTTGTGGCTGCAAAGGCCGCCACAAAGGAACCAAAGTAA

CGTTGCATTTTTTGCTGTTCAGGCCGCCACAAAGTTTTAAAC

CGTTACCTTTTGTGGCT

Ca_LG_6:23858730 TCTAAATTTTGTGAGGGTCAAGGTCGCCACAAAATCCTGAAGT

GACATTACAATTTGTGGCTGCAAAGGCCGCCACAAAAGCCTG

AGTCGTTATATTTTG

G/T TGGCTGCAAAGGCCGCCACAAAGGAACCAAAGTAACGTTGC

ATTTTTTGCTGTTCAGGCCGCCACAAAGTTTTAAACCGTTAC

CTTTTGTGGCTGCAAAG

Ca_LG_6:23965648 TATTATATTTTTGTAATTTGTCAGGAGTGAAGAGACCAAAATAT

TGTTCAGTTGCTGCACCAGGCTTCTGATTTTCATCAAACATAG

CAAACAAATAAGC

C/T CTCAATAGGTTGACCAGGCCGCATAGGAGTTCCAATCCCAC

TATTGACATGATTAATCAAATTAGTATAATATGCAGCAGCATT

TTCAGTTGTGGCCCCT

Ca_LG_6:23965669 CAGGAGTGAAGAGACCAAAATATTGTTCAGTTGCTGCACCAG

GCTTCTGATTTTCATCAAACATAGCAAACAAATAAGCCTCAAT

AGGTTGACCAGGCCG

G/T CATAGGAGTTCCAATCCCACTATTGACATGATTAATCAAATTA

GTATAATATGCAGCAGCATTTTCAGTTGTGGCCCCTTCCCCA

CCTGCAGATGGCCAT

Ca_LG_6:23965683 CCAAAATATTGTTCAGTTGCTGCACCAGGCTTCTGATTTTCAT

CAAACATAGCAAACAAATAAGCCTCAATAGGTTGACCAGGCC

GCATAGGAGTTCCAA

A/T TCCCACTATTGACATGATTAATCAAATTAGTATAATATGCAGC

AGCATTTTCAGTTGTGGCCCCTTCCCCACCTGCAGATGGCC

ATCCACTCTCAGACAC

Ca_LG_6:24202956 TTTTTTCAGCCACAAAATCAACCATTTGTGTAGGTAAAGGCCG

CTACAAAATTTCAAAGTGACGTTACCTTTTGTAGATGCAAAGG

CCGCCACAAAAGCT

T/C TGAGCTGTTACCTTTTGTGGCTGCAAAGGCCGCCACAAAAT

CCCAAAGTGACGTTGCCTTTTGTGACCGTCCAGGCCGCCAC

AAACGCTTATAGTCGTTG
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Ca_LG_6:24222466 TGAATTTTGTACAAACCTGAAAGCAAGCACCACAAGCAGCTC

CATCATAGAAAAGTGAAGAAACACCAGCTGCAAGTTGTCCAC

CACTAAAGTCCAATGC

C/G TAAAGAACCATACCCACATGCCCCAGCTGCATAAAAATAAAT

ATAAAAATTAAACAATGAAAAAATATTTGTTAACAAAAGAACT

CTATATGAAATGAAA

Ca_LG_6:24222480 ACCTGAAAGCAAGCACCACAAGCAGCTCCATCATAGAAAAGT

GAAGAAACACCAGCTGCAAGTTGTCCACCACTAAAGTCCAAT

GCTAAAGAACCATACC

C/T CACATGCCCCAGCTGCATAAAAATAAATATAAAAATTAAACA

ATGAAAAAATATTTGTTAACAAAAGAACTCTATATGAAATGAA

AATTGTTAATTACAT

Ca_LG_6:24222487 AGCAAGCACCACAAGCAGCTCCATCATAGAAAAGTGAAGAAA

CACCAGCTGCAAGTTGTCCACCACTAAAGTCCAATGCTAAAG

AACCATACCCACATGC

C/T CCCAGCTGCATAAAAATAAATATAAAAATTAAACAATGAAAAA

ATATTTGTTAACAAAAGAACTCTATATGAAATGAAAATTGTTA

ATTACATGAGAGAG

Ca_LG_6:25357840 CCCTACTCCAATTACCACCCACACCTTTGACAAGTCCTCCTGT

TTTACAACCACCTCTGGTGAATCCAATGCCTTAGGCGAGCTC

AGTGCTGCCTGCATT

T/C AACCCTATCAACCTCTCTGCAAATTTGCAAAAACTCTCAGTG

ACAATAACTTTCTCTGGTGGAAGCAGCAAAGTAAGCTAGTTT

TGAAGGGTCATCGCCA

Ca_LG_6:25407372 AACGCTATTTTCCATGATGCAACATTGGCTGCCGCTTGCTACA

ACTCAAACATTTCGAATTACTGGAATTGTTGTTGATGCATGAA

CAATAGGTTACTCG

G/A ATCAGTGGAATTTGTTTCTAGTAAATGCAAGGTAACACTGCC

TAGTACCTACAATATATTCACAATGAGTTTGACCCTTCACTTG

ACCCGATTACGGCAG

Ca_LG_6:25407394 CATTGGCTGCCGCTTGCTACAACTCAAACATTTCGAATTACTG

GAATTGTTGTTGATGCATGAACAATAGGTTACTCGATCAGTGG

AATTTGTTTCTAGT

T/C AAATGCAAGGTAACACTGCCTAGTACCTACAATATATTCACA

ATGAGTTTGACCCTTCACTTGACCCGATTACGGCAGCAGCT

CTATAGTATCATGTTTC

Ca_LG_6:25407408 TGCTACAACTCAAACATTTCGAATTACTGGAATTGTTGTTGAT

GCATGAACAATAGGTTACTCGATCAGTGGAATTTGTTTCTAGT

AAATGCAAGGTAAC

C/G ACTGCCTAGTACCTACAATATATTCACAATGAGTTTGACCCT

TCACTTGACCCGATTACGGCAGCAGCTCTATAGTATCATGTT

TCCCTATCTTAACTCT

Ca_LG_6:25407425 TTCGAATTACTGGAATTGTTGTTGATGCATGAACAATAGGTTA

CTCGATCAGTGGAATTTGTTTCTAGTAAATGCAAGGTAACACT

GCCTAGTACCTACA

A/C ATATATTCACAATGAGTTTGACCCTTCACTTGACCCGATTAC

GGCAGCAGCTCTATAGTATCATGTTTCCCTATCTTAACTCTC

CCAAATTCAATAACAC

Ca_LG_6:25407427 CGAATTACTGGAATTGTTGTTGATGCATGAACAATAGGTTACT

CGATCAGTGGAATTTGTTTCTAGTAAATGCAAGGTAACACTGC

CTAGTACCTACAAT

T/C ATATTCACAATGAGTTTGACCCTTCACTTGACCCGATTACGG

CAGCAGCTCTATAGTATCATGTTTCCCTATCTTAACTCTCCCA

AATTCAATAACACAA

Ca_LG_6:25407433 ACTGGAATTGTTGTTGATGCATGAACAATAGGTTACTCGATCA

GTGGAATTTGTTTCTAGTAAATGCAAGGTAACACTGCCTAGTA

CCTACAATATATTC

C/T ACAATGAGTTTGACCCTTCACTTGACCCGATTACGGCAGCA

GCTCTATAGTATCATGTTTCCCTATCTTAACTCTCCCAAATTC

AATAACACAAAAAAAA

Ca_LG_6:25599940 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNTTCTAAGTTTGCTGCCCCATTTTTAAAAAGGGGGAAAAA

ATTCAAATTTTTAAAA

A/T TGTTAGAAAAATCTGGTATTCTAGTTTTTTGAAAAAGTGTATA

ATCTTAAGGGATAAAATCCGGTAAATTCTAAGTTTGCTGCCC

TTTTTTTGAAAATCT

Ca_LG_6:25599980 NNNNNTTCTAAGTTTGCTGCCCCATTTTTAAAAAGGGGGAAAA

AATTCAAATTTTTAAAATGTTAGAAAAATCTGGTATTCTAGTTT

TTTGAAAAAGTGT

T/A ATAATCTTAAGGGATAAAATCCGGTAAATTCTAAGTTTGCTG

CCCTTTTTTTGAAAATCTGGTATTCTGTTTCAGATTTTTAAGG

TGTAAAAAATTTGGA
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Ca_LG_6:25599994 TGCTGCCCCATTTTTAAAAAGGGGGAAAAAATTCAAATTTTTA

AAATGTTAGAAAAATCTGGTATTCTAGTTTTTTGAAAAAGTGTA

TAATCTTAAGGGA

A/G TAAAATCCGGTAAATTCTAAGTTTGCTGCCCTTTTTTTGAAAA

TCTGGTATTCTGTTTCAGATTTTTAAGGTGTAAAAAATTTGGA

ACATCTTTATAATC

Ca_LG_6:25600066 TTTTGAAAAAGTGTATAATCTTAAGGGATAAAATCCGGTAAATT

CTAAGTTTGCTGCCCTTTTTTTGAAAATCTGGTATTCTGTTTCA

GATTTTTAAGGT

T/G GTAAAAAATTTGGAACATCTTTATAATCTTAACTCTTATTTTAA

AATTTTTAAAGTTTTTAAATGAATTTGAGTTTTAATTTTAATAT

TATAAGTCTATT

Ca_LG_6:26811992 GATTATTCTTTTATATGTAATGTAGAAACATTAAAACAACTTAT

GAAAATGGTTTCGAATTTCTTAACCTTACTAATGTTGTTCCTTG

CTGCTCTTATCT

T/C TTGTTCCACAAGGACTTGCTGATGTAAGCCCACAAATCTCCA

AGACACCAATTCCTAAACCACCTAATTACGACAAAAAAGGAG

AACTCGACATTATTAG

Ca_LG_6:27599897 AGAAAGTCTAGCTTGTCAACCTTTCAGATATAGCGAGCCTCAT

TTACATCGATTAATCCAGGAAGTGCATAGAGGATGATAGCAG

CAAGGATAGCCATAA

A/T GGGTGTAGTATAAGAGCCTTGCAAATAATTGCAGGAACAAA

ATCACACTAATGGCCATCACAATATTTGAGACTGTTGTTTGA

CATTTTACACTATAGTT

Ca_LG_6:27599902 GTCTAGCTTGTCAACCTTTCAGATATAGCGAGCCTCATTTACA

TCGATTAATCCAGGAAGTGCATAGAGGATGATAGCAGCAAGG

ATAGCCATAAGGGTG

G/A TAGTATAAGAGCCTTGCAAATAATTGCAGGAACAAAATCACA

CTAATGGCCATCACAATATTTGAGACTGTTGTTTGACATTTTA

CACTATAGTTAACTG

Ca_LG_6:27599910 TGTCAACCTTTCAGATATAGCGAGCCTCATTTACATCGATTAA

TCCAGGAAGTGCATAGAGGATGATAGCAGCAAGGATAGCCAT

AAGGGTGTAGTATAA

A/G GAGCCTTGCAAATAATTGCAGGAACAAAATCACACTAATGGC

CATCACAATATTTGAGACTGTTGTTTGACATTTTACACTATAG

TTAACTGTTGTCCTT

Ca_LG_6:29978947 CTTGGATCCATTGATCCGCCTTCTCTGAATTCTCATCCCCCTT

AAACTTGGGAGGATTGTAACGACGAAAGTCTTCTAATCCTCTT

GACTCTGCAGCACG

G/A GATCTCTCTTTCCCTCTTTTCAAGATCACGTCGAGTCTTGGC

AGCAGTCTGTGCAGCAACAAAAGCAACCATGTTATTCATAGC

TTCCGCCATTCGATCG

Ca_LG_6:29978955 CATTGATCCGCCTTCTCTGAATTCTCATCCCCCTTAAACTTGG

GAGGATTGTAACGACGAAAGTCTTCTAATCCTCTTGACTCTGC

AGCACGGATCTCTC

C/T TTTCCCTCTTTTCAAGATCACGTCGAGTCTTGGCAGCAGTCT

GTGCAGCAACAAAAGCAACCATGTTATTCATAGCTTCCGCCA

TTCGATCGTCCCTATT

Ca_LG_6:29978961 TCCGCCTTCTCTGAATTCTCATCCCCCTTAAACTTGGGAGGAT

TGTAACGACGAAAGTCTTCTAATCCTCTTGACTCTGCAGCACG

GATCTCTCTTTCCC

C/A TCTTTTCAAGATCACGTCGAGTCTTGGCAGCAGTCTGTGCAG

CAACAAAAGCAACCATGTTATTCATAGCTTCCGCCATTCGAT

CGTCCCTATTAGCATT

Ca_LG_6:29978996 GGGAGGATTGTAACGACGAAAGTCTTCTAATCCTCTTGACTCT

GCAGCACGGATCTCTCTTTCCCTCTTTTCAAGATCACGTCGAG

TCTTGGCAGCAGTC

C/A TGTGCAGCAACAAAAGCAACCATGTTATTCATAGCTTCCGCC

ATTCGATCGTCCCTATTAGCATTGGCTCTTGGAACGTCATTC

CTTCTTGGCGGCATGG

Ca_LG_6:29979009 CGACGAAAGTCTTCTAATCCTCTTGACTCTGCAGCACGGATCT

CTCTTTCCCTCTTTTCAAGATCACGTCGAGTCTTGGCAGCAGT

CTGTGCAGCAACAA

A/T AAGCAACCATGTTATTCATAGCTTCCGCCATTCGATCGTCCC

TATTAGCATTGGCTCTTGGAACGTCATTCCTTCTTGGCGGCA

TGGTTTTCCTATAAAA

Ca_LG_6:29979042 GCACGGATCTCTCTTTCCCTCTTTTCAAGATCACGTCGAGTCT

TGGCAGCAGTCTGTGCAGCAACAAAAGCAACCATGTTATTCA

TAGCTTCCGCCATTC

C/T GATCGTCCCTATTAGCATTGGCTCTTGGAACGTCATTCCTTC

TTGGCGGCATGGTTTTCCTATAAAACCATCATCAAGTAGAGT

CTTAACACTACTTCAA
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Ca_LG_6:29979074 ACGTCGAGTCTTGGCAGCAGTCTGTGCAGCAACAAAAGCAAC

CATGTTATTCATAGCTTCCGCCATTCGATCGTCCCTATTAGCA

TTGGCTCTTGGAACG

G/A TCATTCCTTCTTGGCGGCATGGTTTTCCTATAAAACCATCAT

CAAGTAGAGTCTTAACACTACTTCAAATAATTCCATAACTAGC

TTCCGACCACATCAA

Ca_LG_6:30005970 AAGCAAAACTTCCTTTTTCCCATCTGGTGCAAGATCAAGCATT

TTTATGAAGTTCGCTGCTGATTCTAGCTGTTGTTCGTTTGGCT

GACACGATGCTGGA

A/G AAATTACTGAAAGAAGGAAATTGAAACTCTCGCACGTCCTCG

GCAAAAGGAAGAACGTTGAAGTAAAACGAATCAGGCTGCAC

AGCATAATCAGAGAAGC

Ca_LG_6:30006012 TTTTATGAAGTTCGCTGCTGATTCTAGCTGTTGTTCGTTTGGC

TGACACGATGCTGGAAAATTACTGAAAGAAGGAAATTGAAACT

CTCGCACGTCCTCG

G/A GCAAAAGGAAGAACGTTGAAGTAAAACGAATCAGGCTGCAC

AGCATAATCAGAGAAGCAAGAAATTATTGTTAAATGAAAAAA

TGAAATCGCAGAATAGA

Ca_LG_6:30214653 GAGTTGGGTTAGGTTCCTCTGTTGCTTGACGATCGATGTCTG

CTATATCTTCAAATGACAGCTTTATGCCCAAATGCGCTTGAAT

TGCAGCCACATCCTA

A/G AACAACTGAATTCAGGGAAGTCTGAAGAGTGGTCAAGGCAG

CTTCCATTCTTGCCTGTGACTCTAGCATTTTGGCATTGTGAG

CCATCTGAGCTACTATA

Ca_LG_6:30215552 TTGACGACCGATGTCTGCTATATCTTCAAATGACAGCTTTATG

CCCAAATGCGCTTGAATTGCAGCCACATCTTGAACAACTGAAT

TCAGGAAAGTCTGA

A/G AGAGTGGTCAAGGCAACTTCCATTCTTGCCTGTGACTCTAGC

ATTTTGGCATTGTGAGCCACCTGAGCTTCTATAAATTCCATT

AATTTTGCGACAAACT

Ca_LG_6:30215558 ACCGATGTCTGCTATATCTTCAAATGACAGCTTTATGCCCAAA

TGCGCTTGAATTGCAGCCACATCTTGAACAACTGAATTCAGGA

AAGTCTGAAGAGTG

G/T GTCAAGGCAACTTCCATTCTTGCCTGTGACTCTAGCATTTTG

GCATTGTGAGCCACCTGAGCTTCTATAAATTCCATTAATTTT

GCGACAAACTCAGGAG

Ca_LG_6:30417319 ACGGTATTTGAAGAAGGCACCAAGACAAAGCTTATTTTTCCAA

TGGACTCAGAACTATAACTTAGTGGTTTTAGTGGTGCTGGCTG

GGGAACATGCAAGA

A/G ACACTAGAAGATCATATTTTGGAAGTAGTATCTTCTTAGGAA

ACTCATTAATAAGTTGGAAGACTAATAAGCAAACAATAGTAG

CAAAATCATCATCAGT

Ca_LG_6:30417335 GCACCAAGACAAAGCTTATTTTTCCAATGGACTCAGAACTATA

ACTTAGTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGAA

CACTAGAAGATCATA

A/T TTTTGGAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTGG

AAGACTAATAAGCAAACAATAGTAGCAAAATCATCATCAGTG

GCTGAGTATAGGGCA

Ca_LG_6:30417338 CCAAGACAAAGCTTATTTTTCCAATGGACTCAGAACTATAACT

TAGTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGAACAC

TAGAAGATCATATTT

T/C TGGAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTGGAA

GACTAATAAGCAAACAATAGTAGCAAAATCATCATCAGTGGC

TGAGTATAGGGCACTT

Ca_LG_6:30417340 AAGACAAAGCTTATTTTTCCAATGGACTCAGAACTATAACTTA

GTGGTTTTAGTGGTGCTGGCTGGGGAACATGCAAGAACACTA

GAAGATCATATTTTG

G/A GAAGTAGTATCTTCTTAGGAAACTCATTAATAAGTTGGAAGA

CTAATAAGCAAACAATAGTAGCAAAATCATCATCAGTGGCTG

AGTATAGGGCACTTGC

Ca_LG_6:30417346 AAGCTTATTTTTCCAATGGACTCAGAACTATAACTTAGTGGTTT

TAGTGGTGCTGGCTGGGGAACATGCAAGAACACTAGAAGATC

ATATTTTGGAAGTA

A/T GTATCTTCTTAGGAAACTCATTAATAAGTTGGAAGACTAATAA

GCAAACAATAGTAGCAAAATCATCATCAGTGGCTGAGTATAG

GGCACTTGCAACTGC

Ca_LG_6:30417349 CTTATTTTTCCAATGGACTCAGAACTATAACTTAGTGGTTTTAG

TGGTGCTGGCTGGGGAACATGCAAGAACACTAGAAGATCATA

TTTTGGAAGTAGTA

A/G TCTTCTTAGGAAACTCATTAATAAGTTGGAAGACTAATAAGC

AAACAATAGTAGCAAAATCATCATCAGTGGCTGAGTATAGGG

CACTTGCAACTGCCAC
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Ca_LG_6:30417351 TATTTTTCCAATGGACTCAGAACTATAACTTAGTGGTTTTAGTG

GTGCTGGCTGGGGAACATGCAAGAACACTAGAAGATCATATT

TTGGAAGTAGTATC

C/T TTCTTAGGAAACTCATTAATAAGTTGGAAGACTAATAAGCAA

ACAATAGTAGCAAAATCATCATCAGTGGCTGAGTATAGGGCA

CTTGCAACTGCCACTA

Ca_LG_6:30417365 ACTCAGAACTATAACTTAGTGGTTTTAGTGGTGCTGGCTGGG

GAACATGCAAGAACACTAGAAGATCATATTTTGGAAGTAGTAT

CTTCTTAGGAAACTC

C/T ATTAATAAGTTGGAAGACTAATAAGCAAACAATAGTAGCAAA

ATCATCATCAGTGGCTGAGTATAGGGCACTTGCAACTGCCA

CTAGTGAACTTCAATGA

Ca_LG_6:30835321 TTAATTGACTAACTAAATATAAGAAACAACATACTCAACACACA

CACACACACGCGTGCGCGTAAACACGCACACACGCGCACAC

ACACGCGCGCACGCG

G/T CACACACACACACGCACCCACGCACACACGCGCGCGCGCG

CACACACACACACACACATACACACACCCCCACACACGCAC

ACACGCGCACATGCAGACA

Ca_LG_6:31061072 ATTCTTTCATTCAACCACTTCAGTAATGTAGAAGAATTCACAAT

CATGTCTTCCTCCAAATTAAACATCATTGATTTAAGCAACAATG

ATCTATCAGGGT

T/C CTTTTCCAACATCTATCTTACAGCTCGGTTCACTTTCTGTCCT

CGATGTTTCCTCTAACAGGTTGAATGGGTCGCTGCAGCTAG

ATAAGTTTTTGGAGCT

Ca_LG_6:31061092 CAGTAATGTAGAAGAATTCACAATCATGTCTTCCTCCAAATTA

AACATCATTGATTTAAGCAACAATGATCTATCAGGGTCTTTTC

CAACATCTATCTTA

A/C CAGCTCGGTTCACTTTCTGTCCTCGATGTTTCCTCTAACAGG

TTGAATGGGTCGCTGCAGCTAGATAAGTTTTTGGAGCTTAGA

AATTTAACGTATCTAG

Ca_LG_6:31061099 GTAGAAGAATTCACAATCATGTCTTCCTCCAAATTAAACATCA

TTGATTTAAGCAACAATGATCTATCAGGGTCTTTTCCAACATCT

ATCTTACAGCTCG

G/A GTTCACTTTCTGTCCTCGATGTTTCCTCTAACAGGTTGAATG

GGTCGCTGCAGCTAGATAAGTTTTTGGAGCTTAGAAATTTAA

CGTATCTAGACCTTTC

Ca_LG_6:31061111 ACAATCATGTCTTCCTCCAAATTAAACATCATTGATTTAAGCAA

CAATGATCTATCAGGGTCTTTTCCAACATCTATCTTACAGCTC

GGTTCACTTTCTG

G/A TCCTCGATGTTTCCTCTAACAGGTTGAATGGGTCGCTGCAG

CTAGATAAGTTTTTGGAGCTTAGAAATTTAACGTATCTAGAC

CTTTCATTCAATAACTT

Ca_LG_6:31061120 TCTTCCTCCAAATTAAACATCATTGATTTAAGCAACAATGATCT

ATCAGGGTCTTTTCCAACATCTATCTTACAGCTCGGTTCACTT

TCTGTCCTCGATG

G/C TTTCCTCTAACAGGTTGAATGGGTCGCTGCAGCTAGATAAGT

TTTTGGAGCTTAGAAATTTAACGTATCTAGACCTTTCATTCAA

TAACTTCTCAATCAA

Ca_LG_6:31061125 CTCCAAATTAAACATCATTGATTTAAGCAACAATGATCTATCAG

GGTCTTTTCCAACATCTATCTTACAGCTCGGTTCACTTTCTGT

CCTCGATGTTTCC

C/G TCTAACAGGTTGAATGGGTCGCTGCAGCTAGATAAGTTTTTG

GAGCTTAGAAATTTAACGTATCTAGACCTTTCATTCAATAACT

TCTCAATCAATGTGA

Ca_LG_6:31979751 TCACGATCAGGCACGAGAATGACAACAACCACGATCAAGCAA

GAATGAAGATCAAGGAAGCTAGCAACAATAGCGACAACCAAT

AACGAGCAAGAATGAC

C/G GATCAACAAACCAGAATCAAGATCGAGCAGCAGCGAGAAAC

AACCCAGAAGCACAATCTCAACACTGAAAAATTGTGAAAGAC

AATAAGGAATCACAAAG

Ca_LG_6:31979771 GACAACAACCACGATCAAGCAAGAATGAAGATCAAGGAAGCT

AGCAACAATAGCGACAACCAATAACGAGCAAGAATGACGATC

AACAAACCAGAATCAA

A/C GATCGAGCAGCAGCGAGAAACAACCCAGAAGCACAATCTCA

ACACTGAAAAATTGTGAAAGACAATAAGGAATCACAAAGATG

AAACCAGGAGTCGACAG

Ca_LG_6:32153312 ACGATTGAATGAGGATCTCCTCATGAAAGTGACATGATGATG

ACGACGACGACATGTGTTTAAGTGCATGTGTCTAGGGAGTAT

TGTATTATTTAGTATC

C/T TACAAATTGTGGTGATGATATTCACCATATATGCAACTATCTT

TATAGTGTTCAACATAATAAGAGGAGCAATATAAATAGATTAA

TTGTTGAAATATTT
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Ca_LG_6:32153321 TGAGGATCTCCTCATGAAAGTGACATGATGATGACGACGACG

ACATGTGTTTAAGTGCATGTGTCTAGGGAGTATTGTATTATTT

AGTATCTACAAATTG

G/C TGGTGATGATATTCACCATATATGCAACTATCTTTATAGTGTT

CAACATAATAAGAGGAGCAATATAAATAGATTAATTGTTGAA

ATATTTTTCAGAATA

Ca_LG_6:32153322 GAGGATCTCCTCATGAAAGTGACATGATGATGACGACGACGA

CATGTGTTTAAGTGCATGTGTCTAGGGAGTATTGTATTATTTA

GTATCTACAAATTGT

T/C GGTGATGATATTCACCATATATGCAACTATCTTTATAGTGTTC

AACATAATAAGAGGAGCAATATAAATAGATTAATTGTTGAAAT

ATTTTTCAGAATAA

Ca_LG_6:32317480 AGATTTGATGTCAACAAGTTAATCATGGTGATTAGGTGAGCTG

GCAGCTGCAGTACTTGTGTCAATTTCCAAAGGAGTAGCAGAA

CAAGATGCAGGGGAA

A/G AGGGGAGGGGATGCAATATTATGAAAATCATCAAATACAAG

ACCATTGTTATTAGGGAGAGGATTTGGTTGCTGCAAAGTAGA

ATTAACTATAGAATAAG

Ca_LG_6:32317500 AATCATGGTGATTAGGTGAGCTGGCAGCTGCAGTACTTGTGT

CAATTTCCAAAGGAGTAGCAGAACAAGATGCAGGGGAAAGG

GGAGGGGATGCAATATT

T/C ATGAAAATCATCAAATACAAGACCATTGTTATTAGGGAGAGG

ATTTGGTTGCTGCAAAGTAGAATTAACTATAGAATAAGGAAA

TATAAACTAAAAAAAA

Ca_LG_6:32317501 ATCATGGTGATTAGGTGAGCTGGCAGCTGCAGTACTTGTGTC

AATTTCCAAAGGAGTAGCAGAACAAGATGCAGGGGAAAGGG

GAGGGGATGCAATATTA

A/G TGAAAATCATCAAATACAAGACCATTGTTATTAGGGAGAGGA

TTTGGTTGCTGCAAAGTAGAATTAACTATAGAATAAGGAAAT

ATAAACTAAAAAAAAA

Ca_LG_6:33379159 TTGGTGAGAGTTATGATCGTTTAAATAGTTCATCAAACTGAAG

AAGTGATGGATGAATGTGAGAATTGCAGTGGCGGCGGCATCT

AGCGTGGAAGAAGAT

T/C TGCATCTGGAAGAAGGTTGCGATGCAGATTTTTAATTTGTGC

AGAAGTGGTGGAGCTAGCAATTATCTAGGTGCCCAAAGTAG

CAGATTTAAAATACCTA

Ca_LG_6:33379166 GAGTTATGATCGTTTAAATAGTTCATCAAACTGAAGAAGTGAT

GGATGAATGTGAGAATTGCAGTGGCGGCGGCATCTAGCGTG

GAAGAAGATTGCATCT

T/G GGAAGAAGGTTGCGATGCAGATTTTTAATTTGTGCAGAAGTG

GTGGAGCTAGCAATTATCTAGGTGCCCAAAGTAGCAGATTTA

AAATACCTAAAACAGA

Ca_LG_6:33379175 TCGTTTAAATAGTTCATCAAACTGAAGAAGTGATGGATGAATG

TGAGAATTGCAGTGGCGGCGGCATCTAGCGTGGAAGAAGATT

GCATCTGGAAGAAGG

G/A TTGCGATGCAGATTTTTAATTTGTGCAGAAGTGGTGGAGCTA

GCAATTATCTAGGTGCCCAAAGTAGCAGATTTAAAATACCTA

AAACAGAGTGGGTCAA

Ca_LG_6:33379176 CGTTTAAATAGTTCATCAAACTGAAGAAGTGATGGATGAATGT

GAGAATTGCAGTGGCGGCGGCATCTAGCGTGGAAGAAGATT

GCATCTGGAAGAAGGT

T/C TGCGATGCAGATTTTTAATTTGTGCAGAAGTGGTGGAGCTAG

CAATTATCTAGGTGCCCAAAGTAGCAGATTTAAAATACCTAA

AACAGAGTGGGTCAAA

Ca_LG_6:33667124 TAGCTTCCATCCTTGCATTTGACTCTAATATTTTGGCGTTGTGT

TCCATTTGAGCTGCCATAAATTCCATCAGCTTTGAAACAAATG

CAGGAGCCTCAGC

C/T TGCTGATTCAGATGCTTGTGGAGGAGTTGGTTCAACATTTGG

CATTGGTCTAATCCAAACATTATCTACTTTCTTCAGTTTCATC

TGATTCACAATCGCT

Ca_LG_6:34119146 TGTTCAAGATTCTTTTGTTCAAGTTCAATCGTTAAAGCTTCAAT

CTTAGCTTCCATAGTAGCAACTTTTCCTGATGATACATCAGAA

ACTGTAGACGATA

A/G ATTTTATGAATGCTTTGGTAGTTGCAGCTTGAGATCCTAATC

CAAATATGTGTCCTTTCTTGTTAATGCCTCCAACAACTTCCAT

GTATATACTATTATT

Ca_LG_6:34119147 GTTCAAGATTCTTTTGTTCAAGTTCAATCGTTAAAGCTTCAATC

TTAGCTTCCATAGTAGCAACTTTTCCTGATGATACATCAGAAA

CTGTAGACGATAA

A/G TTTTATGAATGCTTTGGTAGTTGCAGCTTGAGATCCTAATCC

AAATATGTGTCCTTTCTTGTTAATGCCTCCAACAACTTCCATG

TATATACTATTATTA
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Ca_LG_6:34119159 TTTGTTCAAGTTCAATCGTTAAAGCTTCAATCTTAGCTTCCATA

GTAGCAACTTTTCCTGATGATACATCAGAAACTGTAGACGATA

ATTTTATGAATGC

C/T TTTGGTAGTTGCAGCTTGAGATCCTAATCCAAATATGTGTCC

TTTCTTGTTAATGCCTCCAACAACTTCCATGTATATACTATTA

TTAAACAGTTGGCTA

Ca_LG_6:34119164 TCAAGTTCAATCGTTAAAGCTTCAATCTTAGCTTCCATAGTAG

CAACTTTTCCTGATGATACATCAGAAACTGTAGACGATAATTT

TATGAATGCTTTGG

G/A TAGTTGCAGCTTGAGATCCTAATCCAAATATGTGTCCTTTCTT

GTTAATGCCTCCAACAACTTCCATGTATATACTATTATTAAAC

AGTTGGCTACTACC

Ca_LG_6:34484889 TTCATATTTGGAGAAACTTTTCCGATTCTTGTAAATTATAATGA

CTCAATTATTTATCCAAAGGCATTTCCTTATTTATTTCTCTGTTT

TAGTTTAATCT

T/C CTTTTGAAAAAAAAAATATACCCTCGCTTTGAAAAACGGGGT

GTTACAGTTAGCATAAGCATTTCTATTAGCATTTATGTTATAA

GCAAATACACAAGTG

Ca_LG_6:35297705 GGATCTTGCTTAGGACAGAGGGGACACAACCACCCAAAAAAA

AAAGTTTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAA

ATTACAATAATACT

T/C TAAACCCTAAATCATATCATCTCTCTTCCTTTCTCTCCTGTGC

GCTGCTCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTC

GCGTCGCTGTCGTGC

Ca_LG_6:35297710 TTGCTTAGGACAGAGGGGACACAACCACCCAAAAAAAAAAGT

TTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAAATTAC

AATAATACTTAAAC

C/T CCTAAATCATATCATCTCTCTTCCTTTCTCTCCTGTGCGCTGC

TCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTCGCGTC

GCTGTCGTGCCTCCC

Ca_LG_6:35297711 TGCTTAGGACAGAGGGGACACAACCACCCAAAAAAAAAAGTT

TGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAAATTACA

ATAATACTTAAACC

C/T CTAAATCATATCATCTCTCTTCCTTTCTCTCCTGTGCGCTGCT

CTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTCGCGTCG

CTGTCGTGCCTCCCT

Ca_LG_6:35297746 AAAAGTTTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAA

AATTACAATAATACTTAAACCCTAAATCATATCATCTCTCTTCC

TTTCTCTCCTGT

T/C GCGCTGCTCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCG

TCGCGTCGCTGTCGTGCCTCCCTCTTGCCGTCTTCACCGCT

GCTACCTCGCCTCGGTC

Ca_LG_6:35297751 TTTGGTAAAATGACCAAAATGCTCTTATTAAAATTACAAAATTA

CAATAATACTTAAACCCTAAATCATATCATCTCTCTTCCTTTCT

CTCCTGTGCGCT

T/G GCTCTCTCTTCCTCTCTCACTCTCCTGTTGTGTTGCGTCGCG

TCGCTGTCGTGCCTCCCTCTTGCCGTCTTCACCGCTGCTAC

CTCGCCTCGGTCGTTTG

Ca_LG_6:35297779 TAAAATTACAAAATTACAATAATACTTAAACCCTAAATCATATC

ATCTCTCTTCCTTTCTCTCCTGTGCGCTGCTCTCTCTTCCTCTC

TCACTCTCCTGT

T/C TGTGTTGCGTCGCGTCGCTGTCGTGCCTCCCTCTTGCCGTC

TTCACCGCTGCTACCTCGCCTCGGTCGTTTGTCGTCAAAACT

CCAAAGGTTTGGATTTT

Ca_LG_6:35297782 AATTACAAAATTACAATAATACTTAAACCCTAAATCATATCATC

TCTCTTCCTTTCTCTCCTGTGCGCTGCTCTCTCTTCCTCTCTCA

CTCTCCTGTTGT

T/C GTTGCGTCGCGTCGCTGTCGTGCCTCCCTCTTGCCGTCTTC

ACCGCTGCTACCTCGCCTCGGTCGTTTGTCGTCAAAACTCC

AAAGGTTTGGATTTTGCT

Ca_LG_6:35297794 ACAATAATACTTAAACCCTAAATCATATCATCTCTCTTCCTTTC

TCTCCTGTGCGCTGCTCTCTCTTCCTCTCTCACTCTCCTGTTG

TGTTGCGTCGCGT

T/C CGCTGTCGTGCCTCCCTCTTGCCGTCTTCACCGCTGCTACC

TCGCCTCGGTCGTTTGTCGTCAAAACTCCAAAGGTTTGGATT

TTGCTGATTTATTGAAC

Ca_LG_6:35791158 GTACTGTCAACCACAGAGCTGTTGAATTAAGAGTGATAAAATA

ACTTAAATTTTCTCGTACTTAATTCAATGGCTTTATAAGTGCTG

CAGAAGATCCAGA

A/G CACAAAAATGATAGGTTTAAATATAGGAGATAGAGAGTAAAA

GTATGACAGAGAGAGAGAGAATGTAGATAGCGCAGCGAAAA

ATAGAATGCAAATTATC
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Ca_LG_6:37224650 CGACAACAATATCCTGCGTTTTTGTTTTGACATAGCAGCAACT

ATCATCTCCCAACATTTTCATGCACTGCCTCCCAACATCCTAC

CCCTTACCAAATCA

A/G GACTCCAAACACATTTGGTGTGGCGACTTTATCCCTCAACAT

AGACTTGTGATAAAATATGTCCTTAAATGAAACTGAGGCAAA

CCCTTGGATTTGTATC

Ca_LG_6:37224668 TTTTTGTTTTGACATAGCAGCAACTATCATCTCCCAACATTTTC

ATGCACTGCCTCCCAACATCCTACCCCTTACCAAATCAGACTC

CAAACACATTTGG

G/T TGTGGCGACTTTATCCCTCAACATAGACTTGTGATAAAATAT

GTCCTTAAATGAAACTGAGGCAAACCCTTGGATTTGTATCCG

ATGATTAATGGACTAC

Ca_LG_6:37224671 TTGTTTTGACATAGCAGCAACTATCATCTCCCAACATTTTCATG

CACTGCCTCCCAACATCCTACCCCTTACCAAATCAGACTCCAA

ACACATTTGGTGT

T/C GGCGACTTTATCCCTCAACATAGACTTGTGATAAAATATGTC

CTTAAATGAAACTGAGGCAAACCCTTGGATTTGTATCCGATG

ATTAATGGACTACGGC

Ca_LG_6:37224694 TCATCTCCCAACATTTTCATGCACTGCCTCCCAACATCCTACC

CCTTACCAAATCAGACTCCAAACACATTTGGTGTGGCGACTTT

ATCCCTCAACATAG

G/A ACTTGTGATAAAATATGTCCTTAAATGAAACTGAGGCAAACC

CTTGGATTTGTATCCGATGATTAATGGACTACGGCAATCCCT

TCACTTTGCTATTGAG

Ca_LG_6:37224695 CATCTCCCAACATTTTCATGCACTGCCTCCCAACATCCTACCC

CTTACCAAATCAGACTCCAAACACATTTGGTGTGGCGACTTTA

TCCCTCAACATAGA

A/T CTTGTGATAAAATATGTCCTTAAATGAAACTGAGGCAAACCC

TTGGATTTGTATCCGATGATTAATGGACTACGGCAATCCCTT

CACTTTGCTATTGAGC

Ca_LG_6:37224701 CCAACATTTTCATGCACTGCCTCCCAACATCCTACCCCTTACC

AAATCAGACTCCAAACACATTTGGTGTGGCGACTTTATCCCTC

AACATAGACTTGTG

G/C ATAAAATATGTCCTTAAATGAAACTGAGGCAAACCCTTGGAT

TTGTATCCGATGATTAATGGACTACGGCAATCCCTTCACTTT

GCTATTGAGCCATGTT

Ca_LG_6:37225042 TTTTATAGCCCTCACTTCTTGACCTAATGGGCCCTTCTTTGGA

AGTCCAATCCCATTAAGATAAATCTCTAAGATCCACACCACTT

GTCCTACGAGTATT

T/A ACAGCGCATGAAGCTGGCTGCCCCTTCTCCATGCAGTTTTT

CCTTACAGGGGGCATGGAGCTGGAGCATGCGTAGCTCATGT

TACTCGTCTGTGTAGGGA

Ca_LG_6:38186331 ATGCGATACACGTCATCCTTTTTTCCAATAGCAGCATACTTAG

TTAGAAGAGATTCATATGCAGCTCTCTTTGACTTGCCTTTAAT

CAACTGTTCAGATT

T/C TTTTCAACATTGCCAATGACTTGTCTAATTGGCCAGCTTTAAT

ATATCCATCTGCTGCAACAGAATACAGGAACCAGCCCAAAAT

TACGCCGCGATCAAC

Ca_LG_6:38477318 TGACATCTTGGTTTATAGTAGAGATGAGGCTGCACATGAAGAT

CATTTGCGGAAAGTGCTGGAAGCATTAAGAGGAAATTCCTTA

CTGGTCAACAAAAAA

A/T AAATGTAGTTTTGTTCAGCCAAGCCTAGAGTATTTGGGTCAT

GTTATCTCTGAGGCAGGAGTGGCAGCCGACCAGACAAAGGT

AGAGGCTGTAAAATCTT

Ca_LG_6:38706508 ATCATTCACATTGATTGAAATGTTATTGAATGAAAGGTCTATTG

CAGTTAAATTTATAAGCTTCAAAAGCTCATCTAGCTGCAGTGA

ACCATTCAACCTA

A/G TTAGAGGAAAGATCCAAGAAAGAAAGTGAACTGAGCTGGAA

GATAGATATTGGAAAAGGCCCTGATAGACTATTGCTACTTAA

ATCAAGAGTGTTCACTA

Ca_LG_6:38706514 CACATTGATTGAAATGTTATTGAATGAAAGGTCTATTGCAGTT

AAATTTATAAGCTTCAAAAGCTCATCTAGCTGCAGTGAACCAT

TCAACCTATTAGAG

G/C GAAAGATCCAAGAAAGAAAGTGAACTGAGCTGGAAGATAGA

TATTGGAAAAGGCCCTGATAGACTATTGCTACTTAAATCAAG

AGTGTTCACTACAGATG

Ca_LG_6:38706523 TGAAATGTTATTGAATGAAAGGTCTATTGCAGTTAAATTTATAA

GCTTCAAAAGCTCATCTAGCTGCAGTGAACCATTCAACCTATT

AGAGGAAAGATCC

C/G AAGAAAGAAAGTGAACTGAGCTGGAAGATAGATATTGGAAA

AGGCCCTGATAGACTATTGCTACTTAAATCAAGAGTGTTCAC

TACAGATGAAGACAAAA
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Ca_LG_6:38706525 AAATGTTATTGAATGAAAGGTCTATTGCAGTTAAATTTATAAGC

TTCAAAAGCTCATCTAGCTGCAGTGAACCATTCAACCTATTAG

AGGAAAGATCCAA

A/G GAAAGAAAGTGAACTGAGCTGGAAGATAGATATTGGAAAAG

GCCCTGATAGACTATTGCTACTTAAATCAAGAGTGTTCACTA

CAGATGAAGACAAAATT

Ca_LG_6:38706528 TGTTATTGAATGAAAGGTCTATTGCAGTTAAATTTATAAGCTTC

AAAAGCTCATCTAGCTGCAGTGAACCATTCAACCTATTAGAGG

AAAGATCCAAGAA

A/T AGAAAGTGAACTGAGCTGGAAGATAGATATTGGAAAAGGCC

CTGATAGACTATTGCTACTTAAATCAAGAGTGTTCACTACAG

ATGAAGACAAAATTATG

Ca_LG_6:38706557 AAATTTATAAGCTTCAAAAGCTCATCTAGCTGCAGTGAACCAT

TCAACCTATTAGAGGAAAGATCCAAGAAAGAAAGTGAACTGA

GCTGGAAGATAGATA

A/G TTGGAAAAGGCCCTGATAGACTATTGCTACTTAAATCAAGAG

TGTTCACTACAGATGAAGACAAAATTATGAACTTGTCAAATTT

ACTAAACTGGTTGAA

Ca_LG_6:39323188 CCTCCAAGAAGGAACGACGCTGCAAGAGTCAACATCAACAGG

GACGATCAAATGGCTGAAGCAATGAATTATATGGCTGCTTCTG

TTGCTGCAAAGACTA

A/C TGTGGGATCTGGAGAAGAGGAAAAGATAGATTTGTGCTGCT

TAATCCAGGGGATTGGAAGATTCGTTGTTACAATCCTCCAAA

GTTCAAGGGTGATGAGA

Ca_LG_6:39323221 ATCAACAGGGACGATCAAATGGCTGAAGCAATGAATTATATG

GCTGCTTCTGTTGCTGCAAAGACTATGTGGGATCTGGAGAAG

AGGAAAAGATAGATTT

T/C GTGCTGCTTAATCCAGGGGATTGGAAGATTCGTTGTTACAAT

CCTCCAAAGTTCAAGGGTGATGAGAGCCCGAAAACGGACTG

AAGTATGAGATTCAAGA

Ca_LG_6:39367917 CTAATGATGAAATACTCTTAAACTTTGCAATGAAGTTTGCTCG

GAATTTGCTGCGGAATTTGCTGCAGAAGTTGCTGCGGACAAT

TGCCGCAGATAAATC

C/T CTATGGAAAAAGATGAAGTTTGCTGCGGACGTATAGTCGTAT

GTAAATCCGCAGCAAATGAAAACGTTACCTGCCGTGTTACCT

GCGGAACACGAAACCG

Ca_LG_6:39831795 GCAATTGCAGACGGGGTTGATATAATATCAGCCTCAATTGCAT

CAACATCAAATCAAACTGTCCATTTTAGAGATGCAATCTCTATT

GGAGCATTCCATT

T/G CTATGCAACGTGGAGTGCTTACAGTGTTGGCAGCAGGGAAC

GCATGTCCACATCCTTCCACTCTGCATAATTTTTCTCCTTGG

GCTATTGTGGTGGGTGC

Ca_LG_6:39831815 TATAATATCAGCCTCAATTGCATCAACATCAAATCAAACTGTC

CATTTTAGAGATGCAATCTCTATTGGAGCATTCCATTCTATGC

AACGTGGAGTGCTT

T/G ACAGTGTTGGCAGCAGGGAACGCATGTCCACATCCTTCCAC

TCTGCATAATTTTTCTCCTTGGGCTATTGTGGTGGGTGCTAC

CACATTAGACATGAGGT

Ca_LG_6:42495225 ATCTTGTGTAGTCTAATTAGACATACAAAAATACAAACAACAAA

ACAAAAGAAACATGTTTCTATTTTGACCACACCGGTTGATTAA

TTAAAAGCAGATT

T/A GCTGGAAAGATCAACAAAATTATTAGAGATACAGATCTTCGA

GAGCTTGGGCAGTTGGAGCAAGATCTTGTTTTTGGGGATGC

AGCAGCCAAGGACGTTA

Ca_LG_6:42495249 ACAAAAATACAAACAACAAAACAAAAGAAACATGTTTCTATTTT

GACCACACCGGTTGATTAATTAAAAGCAGATTGCTGGAAAGA

TCAACAAAATTATT

T/C AGAGATACAGATCTTCGAGAGCTTGGGCAGTTGGAGCAAGA

TCTTGTTTTTGGGGATGCAGCAGCCAAGGACGTTATTAGTTT

TTTAAGAACAAAACAGG

Ca_LG_6:42495276 AAACATGTTTCTATTTTGACCACACCGGTTGATTAATTAAAAG

CAGATTGCTGGAAAGATCAACAAAATTATTAGAGATACAGATC

TTCGAGAGCTTGGG

G/A CAGTTGGAGCAAGATCTTGTTTTTGGGGATGCAGCAGCCAA

GGACGTTATTAGTTTTTTAAGAACAAAACAGGTCTTGTACTG

AATCCATCTGTTCGACT

Ca_LG_6:42495279 CATGTTTCTATTTTGACCACACCGGTTGATTAATTAAAAGCAG

ATTGCTGGAAAGATCAACAAAATTATTAGAGATACAGATCTTC

GAGAGCTTGGGCAG

G/A TTGGAGCAAGATCTTGTTTTTGGGGATGCAGCAGCCAAGGA

CGTTATTAGTTTTTTAAGAACAAAACAGGTCTTGTACTGAATC

CATCTGTTCGACTAGA
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Ca_LG_6:42594667 TCAGTTTTTACCGCTCCTAACTAGAAAAGTCGAATGCAGCCGC

GAAGACATCATCTCTCATGGCGCTATACTATGATAGGCCCTTC

GGAATTATGGGGTG

G/T CCCGAGTCCTACATCGAGTAGTGCAGGATGCTCAGTGAAGT

GTTTAAGTGACATGGTTGTGCCTCATGATAGCTAGTTGTTAA

GGAAGGGTTTTCCCGAG

Ca_LG_6:42594670 GTTTTTACCGCTCCTAACTAGAAAAGTCGAATGCAGCCGCGA

AGACATCATCTCTCATGGCGCTATACTATGATAGGCCCTTCG

GAATTATGGGGTGCCC

C/T GAGTCCTACATCGAGTAGTGCAGGATGCTCAGTGAAGTGTT

TAAGTGACATGGTTGTGCCTCATGATAGCTAGTTGTTAAGGA

AGGGTTTTCCCGAGTAT

Ca_LG_6:42594682 CCTAACTAGAAAAGTCGAATGCAGCCGCGAAGACATCATCTC

TCATGGCGCTATACTATGATAGGCCCTTCGGAATTATGGGGT

GCCCGAGTCCTACATC

C/T GAGTAGTGCAGGATGCTCAGTGAAGTGTTTAAGTGACATGG

TTGTGCCTCATGATAGCTAGTTGTTAAGGAAGGGTTTTCCCG

AGTATTGCATAATGCAT

Ca_LG_6:43273560 TATGCACCCATTCCACTGTCTCCAACTTCCCCAAATGGCAAAG

TATAAACCACAAGCTGCACAAGGAAAAGGAAAAGGAAAAAAC

AGATAAGATTAACAC

C/A CATTGCATGACAAGGATATATGTACTTAATGCATTCATACAA

AAGTTTTAAAAATAAAACAAGAGATTACATGTAAGGCAGTGT

CATTAATAAGCAAACC

Ca_LG_6:43365171 CTAAATTAAAAATATCTGCAACCCAATACGTTTGACTACATATC

AGTAGTCATAAAGACAATATTTAACCCTTCTCCTTGCTTTAAGA

GTTGTAAACACC

C/G AAGTTTTACAACCTTAAGATGTCATTCTCTTGCACAATGCATA

AATCGAGACAAAATGCTTCTAACATTCAAAGTATCAAGTCGA

TTGGTTTTGAGATAC

Ca_LG_6:43365198 ACGTTTGACTACATATCAGTAGTCATAAAGACAATATTTAACC

CTTCTCCTTGCTTTAAGAGTTGTAAACACCAAGTTTTACAACCT

TAAGATGTCATTC

C/T TCTTGCACAATGCATAAATCGAGACAAAATGCTTCTAACATT

CAAAGTATCAAGTCGATTGGTTTTGAGATACATCAAACAACC

AACTAGACTTCTAAAA

Ca_LG_6:43365199 CGTTTGACTACATATCAGTAGTCATAAAGACAATATTTAACCC

TTCTCCTTGCTTTAAGAGTTGTAAACACCAAGTTTTACAACCTT

AAGATGTCATTCT

T/A CTTGCACAATGCATAAATCGAGACAAAATGCTTCTAACATTC

AAAGTATCAAGTCGATTGGTTTTGAGATACATCAAACAACCA

ACTAGACTTCTAAAAT

Ca_LG_6:43365200 GTTTGACTACATATCAGTAGTCATAAAGACAATATTTAACCCTT

CTCCTTGCTTTAAGAGTTGTAAACACCAAGTTTTACAACCTTAA

GATGTCATTCTC

C/T TTGCACAATGCATAAATCGAGACAAAATGCTTCTAACATTCA

AAGTATCAAGTCGATTGGTTTTGAGATACATCAAACAACCAA

CTAGACTTCTAAAATA

Ca_LG_6:43365204 GACTACATATCAGTAGTCATAAAGACAATATTTAACCCTTCTC

CTTGCTTTAAGAGTTGTAAACACCAAGTTTTACAACCTTAAGA

TGTCATTCTCTTGC

C/T ACAATGCATAAATCGAGACAAAATGCTTCTAACATTCAAAGT

ATCAAGTCGATTGGTTTTGAGATACATCAAACAACCAACTAG

ACTTCTAAAATATGCT

Ca_LG_6:43365206 CTACATATCAGTAGTCATAAAGACAATATTTAACCCTTCTCCTT

GCTTTAAGAGTTGTAAACACCAAGTTTTACAACCTTAAGATGT

CATTCTCTTGCAC

C/T AATGCATAAATCGAGACAAAATGCTTCTAACATTCAAAGTAT

CAAGTCGATTGGTTTTGAGATACATCAAACAACCAACTAGAC

TTCTAAAATATGCTAG

Ca_LG_6:44544817 CCCTCTTTTCTAGATCCTATCGAGTCTTTGCAGCAGTCTGGGC

AGCAACAGAAGCAGCCATGTTATTCATAGCTTCTGCCATTTGG

TCATCCCTATTGAC

C/T ATTGACTCTTGGAGCGTCATTCCTTCTTGGCGGAATGGTTTC

CTACAAAACCATAATGGAGAAGAGTCTTAACAACACTTCGAA

TAATTCCAAAACGAAC

Ca_LG_6:44544833 CTATCGAGTCTTTGCAGCAGTCTGGGCAGCAACAGAAGCAGC

CATGTTATTCATAGCTTCTGCCATTTGGTCATCCCTATTGACAT

TGACTCTTGGAGCG

G/A TCATTCCTTCTTGGCGGAATGGTTTCCTACAAAACCATAATG

GAGAAGAGTCTTAACAACACTTCGAATAATTCCAAAACGAAC

TTCCGACTACATCAAC
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Ca_LG_6:45164540 GTGGTGGCCTATGCAGCTACAAATGGACATGTCACTTCAGTC

ATTTGTGACGGCTTTGCCCCTCACAAATGTTATTTTTTGTGGC

TGTAAAAGCCCTCAT

T/C AAAATTCTTAAAAATTTAACTGGATTTTGTGGCTGTCTAAGCC

CTCACAAAATCACAACGTTGTGATTTTGTGTGGGCTTAGGCA

GCCACAAAATCCAGT

Ca_LG_6:45764381 ACCCGACAAAAATCGACTGAAATCCGTAGGCCAGGCTCAGAC

CTTTCAAAGTCTGACCTATTACCACCCCTAATTGCACATCACA

CCATAGAGCGACATG

G/T TGGTAAGCTCGTTTTTAAGGCCAAACCATAAGCAGCACCTCT

CGAATCAGGAAATATCCTCGGAAAACCACCATGTGCTATGA

CCAACGGCAGATTACCT

Ca_LG_6:45764382 CCCGACAAAAATCGACTGAAATCCGTAGGCCAGGCTCAGACC

TTTCAAAGTCTGACCTATTACCACCCCTAATTGCACATCACAC

CATAGAGCGACATGT

T/C GGTAAGCTCGTTTTTAAGGCCAAACCATAAGCAGCACCTCTC

GAATCAGGAAATATCCTCGGAAAACCACCATGTGCTATGAC

CAACGGCAGATTACCTG

Ca_LG_6:45764396 ACTGAAATCCGTAGGCCAGGCTCAGACCTTTCAAAGTCTGAC

CTATTACCACCCCTAATTGCACATCACACCATAGAGCGACATG

TGGTAAGCTCGTTTT

T/C TAAGGCCAAACCATAAGCAGCACCTCTCGAATCAGGAAATAT

CCTCGGAAAACCACCATGTGCTATGACCAACGGCAGATTAC

CTGCAAAACAATCAACA

Ca_LG_6:45905256 CCTCCCAAGGGCAGGTTCTTACGCGTTACTCACCCGTCCGCC

ACTGGAAACACCACTTCCCGTCCGACTTGCATGTGTAAAGCA

TGCCGCCAGCGTTCAT

T/A CCTGAGCCAGGATCAAACTCTCCATGAGATTCCTAGTTGCAT

TACTTATAGCTTCCTTGCTCGTAGACAAAGCTGATTCGGAAT

TTTATTTCATTTCAAG

Ca_LG_6:45905257 CTCCCAAGGGCAGGTTCTTACGCGTTACTCACCCGTCCGCCA

CTGGAAACACCACTTCCCGTCCGACTTGCATGTGTAAAGCAT

GCCGCCAGCGTTCATC

C/T CTGAGCCAGGATCAAACTCTCCATGAGATTCCTAGTTGCATT

ACTTATAGCTTCCTTGCTCGTAGACAAAGCTGATTCGGAATT

TTATTTCATTTCAAGG

Ca_LG_6:46091122 GAAGATGGGTGACAGAGATCAAAGACTCTATACAGAAAATTA

GGCTCTGGCTCGGTACATTTGATACAGCTGAAGATGCAGCTC

GTGCTTATGACACTGC

C/T TGCATGAGCTTTAAGAGGTGCTAATGCATGAACAAACTTTGA

TTTGCCACAAGCTGCAACCAGTGGTGTTGGTGGTGGTGCCA

AACGTGGTGCTAGTTCA

Ca_LG_6:46544744 TGTATGCAATATTTTTGTTCACTACATTATTTTACTGTTCTGATT

ATTTTCCACCCAATAAAAAGTATCTCTCTACCAACACAAGGCA

TTGAAGTACTTC

C/T AAACCTGTTGCGGGAATGGGAATTCATTTATACGTAGCACAT

TAATTAATTTATTGATACAAAAACAAAAAAAAAAGACAACATG

CAGCATATTGCTAGT

Ca_LG_6:46647588 CAGTCAAACTAAATTGATCACCATGAGTTGTAGCTTGATTGTT

TGAATCTTGATCATCATGAGTTGCAGCTTGATTGTTTAAAGCA

TGATCATCATGAGT

T/C TGCAGCTTGATTGTTTGAAGCTTGATCATTATTTGCAGCAGC

TTGATGATCATGAGTTGAAGATTGATCATCATGAATTGCAGT

TTGATCATGAGTTGCA

Ca_LG_6:46647651 TTGCAGCTTGATTGTTTAAAGCATGATCATCATGAGTTGCAGC

TTGATTGTTTGAAGCTTGATCATTATTTGCAGCAGCTTGATGA

TCATGAGTTGAAGA

A/C TTGATCATCATGAATTGCAGTTTGATCATGAGTTGCAGCTTG

ATCATCATGAATAGTTGGCAAAAATCCAGATGTTGGTGAAGG

GCAATTAGTATGTCCT

Ca_LG_6:46647662 TTGTTTAAAGCATGATCATCATGAGTTGCAGCTTGATTGTTTG

AAGCTTGATCATTATTTGCAGCAGCTTGATGATCATGAGTTGA

AGATTGATCATCAT

T/C GAATTGCAGTTTGATCATGAGTTGCAGCTTGATCATCATGAA

TAGTTGGCAAAAATCCAGATGTTGGTGAAGGGCAATTAGTAT

GTCCTTCTACAAATAG

Ca_LG_6:46647672 CATGATCATCATGAGTTGCAGCTTGATTGTTTGAAGCTTGATC

ATTATTTGCAGCAGCTTGATGATCATGAGTTGAAGATTGATCA

TCATGAATTGCAGT

T/C TTGATCATGAGTTGCAGCTTGATCATCATGAATAGTTGGCAA

AAATCCAGATGTTGGTGAAGGGCAATTAGTATGTCCTTCTAC

AAATAGTTTGGAATCT
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Ca_LG_6:46647704 GAAGCTTGATCATTATTTGCAGCAGCTTGATGATCATGAGTTG

AAGATTGATCATCATGAATTGCAGTTTGATCATGAGTTGCAGC

TTGATCATCATGAA

A/G TAGTTGGCAAAAATCCAGATGTTGGTGAAGGGCAATTAGTAT

GTCCTTCTACAAATAGTTTGGAATCTTCTCCAGGGATAACTT

TTTCTGAATTTGAATT

Ca_LG_6:46647714 CATTATTTGCAGCAGCTTGATGATCATGAGTTGAAGATTGATC

ATCATGAATTGCAGTTTGATCATGAGTTGCAGCTTGATCATCA

TGAATAGTTGGCAA

A/T AAATCCAGATGTTGGTGAAGGGCAATTAGTATGTCCTTCTAC

AAATAGTTTGGAATCTTCTCCAGGGATAACTTTTTCTGAATTT

GAATTACCACCAAAC

Ca_LG_6:46979685 AAGAAATATGGAGAAGTCGGTAACTGATTTTCTGGAATCGGG

GCATGCTGCTCGGTCACTATCACTAAAAGTTGAAATGTTGAAG

AAGAAGAGAAGAATG

G/A AACCTTTTCCGGGGCAGCCCTTAATATAATGAAGAATACGAG

TAGCAACATGAAAATGTGAAGAAATAGGATTTGATACAAATT

GACTAAGTTTGTGAGT

Ca_LG_6:46979688 AAATATGGAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCA

TGCTGCTCGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAG

AAGAGAAGAATGAAC

C/T CTTTTCCGGGGCAGCCCTTAATATAATGAAGAATACGAGTAG

CAACATGAAAATGTGAAGAAATAGGATTTGATACAAATTGAC

TAAGTTTGTGAGTAGA

Ca_LG_6:46979693 TGGAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCATGCTG

CTCGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAG

AAGAATGAACCTTTT

T/C CCGGGGCAGCCCTTAATATAATGAAGAATACGAGTAGCAAC

ATGAAAATGTGAAGAAATAGGATTTGATACAAATTGACTAAG

TTTGTGAGTAGAAAAGG

Ca_LG_6:46979694 GGAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCATGCTGC

TCGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAGA

AGAATGAACCTTTTC

C/A CGGGGCAGCCCTTAATATAATGAAGAATACGAGTAGCAACA

TGAAAATGTGAAGAAATAGGATTTGATACAAATTGACTAAGT

TTGTGAGTAGAAAAGGA

Ca_LG_6:46979695 GAGAAGTCGGTAACTGATTTTCTGGAATCGGGGCATGCTGCT

CGGTCACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAGAA

GAATGAACCTTTTCC

C/T GGGGCAGCCCTTAATATAATGAAGAATACGAGTAGCAACAT

GAAAATGTGAAGAAATAGGATTTGATACAAATTGACTAAGTT

TGTGAGTAGAAAAGGAG

Ca_LG_6:46979700 GTCGGTAACTGATTTTCTGGAATCGGGGCATGCTGCTCGGTC

ACTATCACTAAAAGTTGAAATGTTGAAGAAGAAGAGAAGAATG

AACCTTTTCCGGGGC

C/T AGCCCTTAATATAATGAAGAATACGAGTAGCAACATGAAAAT

GTGAAGAAATAGGATTTGATACAAATTGACTAAGTTTGTGAG

TAGAAAAGGAGAGATT

Ca_LG_6:47577936 CACAATAGCTTTCATCTTCCAATTGGAGAGATGATCATTACTC

TGGACGGTGTCTCCTCGCTGCTGCATATACCCATCACCGGTG

CATTCTTCAGCGTTA

A/G GTATATTTAACAAGGATGACGCTGCAAAATTATTGGGTGAGC

TTCTTGGGGTTAGTCTGGCTATTGCATATGTTGGGTTTAACT

TGACGCGGACAACCAC

Ca_LG_6:47577937 ACAATAGCTTTCATCTTCCAATTGGAGAGATGATCATTACTCT

GGACGGTGTCTCCTCGCTGCTGCATATACCCATCACCGGTGC

ATTCTTCAGCGTTAG

G/A TATATTTAACAAGGATGACGCTGCAAAATTATTGGGTGAGCT

TCTTGGGGTTAGTCTGGCTATTGCATATGTTGGGTTTAACTT

GACGCGGACAACCACT

Ca_LG_6:47803203 AGAAAAAGAGATCGATAGCGTCGAAAGGCGATTACAAGGAGG

ATGCCCTATGTCACCAAGAGAAGCAGCCATTTTTCTCAAGGC

CATGGGATACCCTTCA

A/C ACTACAACAATCTACATTGTTGCAGGCCCTATCTATGGAAGC

AATAGTATGACAGCCTTTCGCGCCGAGTATCCTAATGTCTTT

ACTCATTCCACCCTTG

Ca_LG_6:47803225 GAAAGGCGATTACAAGGAGGATGCCCTATGTCACCAAGAGAA

GCAGCCATTTTTCTCAAGGCCATGGGATACCCTTCAACTACAA

CAATCTACATTGTTG

G/A CAGGCCCTATCTATGGAAGCAATAGTATGACAGCCTTTCGC

GCCGAGTATCCTAATGTCTTTACTCATTCCACCCTTGCAACT

GAGGAGGAGCTAGAGCC
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Ca_LG_6:48317273 CAGAGTACATTATTAGATATTAATTTTGTATGTATCATAGCAGC

ATACCACAATTAATCAAGTCAGAATCAGATATCAGAATTGTCA

ATCAGAGCAATAT

T/G CACAAGTTAAATTTGATACCAATCTCCCCCTTTTGTCATTAAA

TTCAAAAAGAAAAAAAAATACAAGAGACATACTGAAACAAAA

TTTACAAAACAATAA

Ca_LG_6:48646958 GTGGCGGCCAAAGCAGCCACAATGAGCAACTGATATACGAC

GTTTGTGGCGGCCAAAACGGTCAGAAATGCAGGGATTTGTGG

GGGCCTGGGCGGCCACT

T/A ACTGGCAACGGTCCTTTGGGTGTTTGTGGCGGCCTTTGCAG

CCACAAAAGGTAACAGATATAAAACTTTGTGGCGGCCTGGG

CGGCCAAAAAAAGCAACG

Ca_LG_6:48647035 TTGTGGGGGCCTGGGCGGCCACTACTGGCAACGGTCCTTTG

GGTGTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAACAGATA

TAAAACTTTGTGGCGGC

C/T CTGGGCGGCCAAAAAAAGCAACGTCACTTTATTCGTTTGTG

GCGGCCTTTGCAGCCATAAAAGGTAACGACTCAGGCTTTTG

TGGCGGCCTTTGCAGCCA

Ca_LG_6:48647052 GCCACTACTGGCAACGGTCCTTTGGGTGTTTGTGGCGGCCTT

TGCAGCCACAAAAGGTAACAGATATAAAACTTTGTGGCGGCC

TGGGCGGCCAAAAAAA

A/G GCAACGTCACTTTATTCGTTTGTGGCGGCCTTTGCAGCCATA

AAAGGTAACGACTCAGGCTTTTGTGGCGGCCTTTGCAGCCA

CAAAGGGTAACATCACT

Ca_LG_6:48647078 TGTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAACAGATATA

AAACTTTGTGGCGGCCTGGGCGGCCAAAAAAAGCAACGTCAC

TTTATTCGTTTGTGGC

C/T GGCCTTTGCAGCCATAAAAGGTAACGACTCAGGCTTTTGTG

GCGGCCTTTGCAGCCACAAAGGGTAACATCACTTTAGGATT

TTGTGGCGGCCTTTACAC

Ca_LG_6:48647093 TTGCAGCCACAAAAGGTAACAGATATAAAACTTTGTGGCGGC

CTGGGCGGCCAAAAAAAGCAACGTCACTTTATTCGTTTGTGG

CGGCCTTTGCAGCCAT

T/C AAAAGGTAACGACTCAGGCTTTTGTGGCGGCCTTTGCAGCC

ACAAAGGGTAACATCACTTTAGGATTTTGTGGCGGCCTTTAC

ACTCACAAAATTTAGAT

Ca_LG_6:48711058 TCCTTCTCAACCGTTTATCCACGAAAGGTAACTTGTTGAAGCG

AGGTTCTTTGTAGCGAGTTCGAGGTTTTGTGTTGGGCTGCAG

AGTGGATGAAGATGC

C/T GCAAAATCTATTTTTTGATTGCCCCATGGCTGCTGGATGTGG

GGGGATGTTTTGAAGTGGTGGAGTTTTTAGTGTGCTCTTCCA

ATTAGTGTGTTGGGTC

Ca_LG_6:48711063 CTCAACCGTTTATCCACGAAAGGTAACTTGTTGAAGCGAGGTT

CTTTGTAGCGAGTTCGAGGTTTTGTGTTGGGCTGCAGAGTGG

ATGAAGATGCGCAAA

A/C ATCTATTTTTTGATTGCCCCATGGCTGCTGGATGTGGGGGG

ATGTTTTGAAGTGGTGGAGTTTTTAGTGTGCTCTTCCAATTA

GTGTGTTGGGTCATGCA

Ca_LG_6:48711123 GGTTTTGTGTTGGGCTGCAGAGTGGATGAAGATGCGCAAAAT

CTATTTTTTGATTGCCCCATGGCTGCTGGATGTGGGGGGATG

TTTTGAAGTGGTGGAG

G/A TTTTTAGTGTGCTCTTCCAATTAGTGTGTTGGGTCATGCAATT

CAATGTAGTGAATTAGGGAGGCAGCGAAGGAATAGCCTACA

AGTCTTGAATCTTATT

Ca_LG_6:49097971 CTTGAAGTCAAGGAAATTAAAATTGGAGAACTGAGGTTGGTG

GTTTCTGTGGTGAAAATTGTTATGAACAGTATCAATAGCAGTA

GAATTAATTAATTAT

T/G CTACTCAATGGTCAAAATGTACTGTAGAAGAGAATGGCAGC

CTTGGACTTATTGATGAGCTACTTCATACTCAAGTGCAGCCA

GAGTAGAGACAGTGACC

Ca_LG_6:49280873 GGTTCATATTTTAGAATGATAGTAAGATTTGTAAAAAAAAAACA

ACGGTCATACTTTCAGCAGTAACAGTCATCAGTGTGTGCCAC

GTCTTTCATAACAC

C/T TATCATCAACCTCTAACTGGTCAAACTTTTAAAATGATAGTAA

GATTTGTAAACAAAAACAACAATCATACTTTCAGCAGCAACA

GTTATCAGTGTGTGC

Ca_LG_6:49280875 TTCATATTTTAGAATGATAGTAAGATTTGTAAAAAAAAAACAAC

GGTCATACTTTCAGCAGTAACAGTCATCAGTGTGTGCCACGT

CTTTCATAACACTA

A/G TCATCAACCTCTAACTGGTCAAACTTTTAAAATGATAGTAAGA

TTTGTAAACAAAAACAACAATCATACTTTCAGCAGCAACAGT

TATCAGTGTGTGCCA
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Ca_LG_6:49280878 ATATTTTAGAATGATAGTAAGATTTGTAAAAAAAAAACAACGGT

CATACTTTCAGCAGTAACAGTCATCAGTGTGTGCCACGTCTTT

CATAACACTATCA

A/C TCAACCTCTAACTGGTCAAACTTTTAAAATGATAGTAAGATTT

GTAAACAAAAACAACAATCATACTTTCAGCAGCAACAGTTAT

CAGTGTGTGCCACCT

Ca_LG_6:50237614 TTTTGTTCAAACTATTTGCAGCCAAATTCTTTTCATGTTTTTGT

CCAAATTATATGCAGCCAAAGTATAGATAACAAGTTATTTGCA

GCCAAATAATTTG

G/T GACAAATTAGTGTTTTTGTCCAAATTATTTGCAGCCAAATTAT

TTGGAGAAATTATTGCAGCCAAAGTATAGATAACAAGTTATT

GCAGCCAAATTATTT

Ca_LG_6:50237632 CAGCCAAATTCTTTTCATGTTTTTGTCCAAATTATATGCAGCCA

AAGTATAGATAACAAGTTATTTGCAGCCAAATAATTTGGACAA

ATTAGTGTTTTTG

G/A TCCAAATTATTTGCAGCCAAATTATTTGGAGAAATTATTGCAG

CCAAAGTATAGATAACAAGTTATTGCAGCCAAATTATTTGGA

CAAATGAGTGTTTTT

Ca_LG_6:50237663 TTATATGCAGCCAAAGTATAGATAACAAGTTATTTGCAGCCAA

ATAATTTGGACAAATTAGTGTTTTTGTCCAAATTATTTGCAGCC

AAATTATTTGGAG

G/C AAATTATTGCAGCCAAAGTATAGATAACAAGTTATTGCAGCC

AAATTATTTGGACAAATGAGTGTTTTTGTCCAAATTATTTGCA

GTCAAATTCTTTTCA

Ca_LG_6:50237676 AAGTATAGATAACAAGTTATTTGCAGCCAAATAATTTGGACAA

ATTAGTGTTTTTGTCCAAATTATTTGCAGCCAAATTATTTGGAG

AAATTATTGCAGC

C/T CAAAGTATAGATAACAAGTTATTGCAGCCAAATTATTTGGAC

AAATGAGTGTTTTTGTCCAAATTATTTGCAGTCAAATTCTTTT

CATATTTTTGTCCAA

Ca_LG_6:50240576 TCCGTGACGGTTAAAAAACTCTTGTGACCAAAGAGAGTAATCA

TTTGCTGCTTTAAAATCAGCCAACTTATCTTGTTCAGCTATGAT

TTCAATGTCTAAC

C/G ACTCTTGCCATGTCAGCAGCAGCTTGTTTGGCGTTTCCTTCA

ACGATTGCAGTGTAACGACCTGTTTCAGGCATTTTCATTCTC

CAATAGTAAGTTAACA

Ca_LG_6:50356695 TTGTCATGTAACAATTAAAGTATTAATTACGGAAAATGGTTTTG

AGATTTACCTTATTATGAGGAGCAGCACAAAAACCACAAGTAG

GTGAAGAAGCCTG

G/T TAAACACCTCCTACAATTCCATCTATCATTGTGAGGTCTCAA

AACCATAGGTAAGTGAATTTGAGTCTCATGAAAAACAACAGT

CAAAAGAGTCAAAGAG

Ca_LG_6:50356706 CAATTAAAGTATTAATTACGGAAAATGGTTTTGAGATTTACCTT

ATTATGAGGAGCAGCACAAAAACCACAAGTAGGTGAAGAAGC

CTGTAAACACCTCC

C/A TACAATTCCATCTATCATTGTGAGGTCTCAAAACCATAGGTA

AGTGAATTTGAGTCTCATGAAAAACAACAGTCAAAAGAGTCA

AAGAGAGAAAAACACC

Ca_LG_6:50466017 ATGTGGATGGTAATGGAGCTGCCATCAGCAAAGCAACAAGCT

CAAAAAATGCTGCAGGGAGCAGCAAGGGGAGAACTGGGAGA

GGAAAGGGAGCTTTCCG

G/A AACCACCATGACCAGCAGAACGTCTGATGATAGTCACTGGT

GCTGTGACCATTGTACCTCTACAAATGTCAGATCTGCCACTG

TATGCCAGATTTGCAAT

Ca_LG_6:50965456 TGATACATGAGTTGGTTTCAAAATCTCAATCAGATTGAGAAAC

AGAAAAATCTGAAGTTCTGATCTAAATTAAGTAAATACAATTCA

CATGAATATATTG

G/C ATACCTAAGACATTGCAGCAAACTCTCAGAAGCAGCAGCCT

CTTGTATAGCCTCAGTTGCTGCCATTTGTGCTGCATCTCTGT

GCTTCATTACTTCCTGT

Ca_LG_6:50965474 CAAAATCTCAATCAGATTGAGAAACAGAAAAATCTGAAGTTCT

GATCTAAATTAAGTAAATACAATTCACATGAATATATTGATACC

TAAGACATTGCAG

G/A CAAACTCTCAGAAGCAGCAGCCTCTTGTATAGCCTCAGTTGC

TGCCATTTGTGCTGCATCTCTGTGCTTCATTACTTCCTGTCA

ATATGTAAAAAAAATA

Ca_LG_6:51288474 CTTGGCTACCAAGGGCCTCCAGTTTTTCAAGCTTATCGTAGTC

CAACAAACTATCAAAACCCATCCTAGGAGAATCAAAGTTCGCA

GCCACACAATGTCA

A/G GCCATCCTCTGTTATGGGAGTGTGAAATCGGGATTCAGAAC

TCATGCAACTCACGGCAGCCAAATCCACTAGATTCAGCCAT

GGGGAATGAAGTTCACGG
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Ca_LG_6:51316854 TCGAATACAGCATCCACAACAAAAAACATGTATTTTGTGAGGG

CCAAAAGCCCTCATAAAGGGGAAAAAACAGCCACAAAGGGG

GCATTTGTGGCGGCCT

T/A TAGGCAGCCACAAATAAGGTGGTCACAAACCTTTGTGGCGG

CCAAAACGGCCACCAAGTGTGAAATTTACGTTGTCCTTTGTG

AGGACAAATGCTGTCAC

Ca_LG_6:51422804 AATGCTGATCCAATTTGATTTGGCTGCTCCAAATCACATTCCA

CAATTTCAAGCTTCTCTACAGCTGGGCTAAAAACCAAAAACAT

TCTGTTATCCAACA

A/C CAGCAGCATTTTTTGTCAATGAGAAAAAACTTTCTTGGCTTA

CCTTCACTCCCTCCACTTGTAGCAGCATCAAGCTTCAATTGT

TTAACACTCTGCACAT

Ca_LG_6:51462417 ACAATAAAGCCACAATTAGTACAAAGTATTGTCAAATAGCAGC

AGTATAGCCTTGTAGCATAGCAGAATTTGAACAAATTGCTATA

TTTTGCAATCCAAT

T/A TTTCTAGCAGCCTGTCTGCCCACTTCCATAAAATAACATTGT

GGCAATGTAGACCTTAGTGGTCATGTATATTGGATATTTGGG

AGCCATAACAAGTGTG

Ca_LG_6:51914766 CAGCCAATAATTTAGCAAATCATTCTAAAATCAGCAATTTAGC

CATCATTCTAATCAGACAACCAACAATTTAGCAAATCATTCTAA

AATCAACAATTTA

A/G ACAATTTAACAATTTATACATAGTTCTAAACAGACAGCCGAC

AATTTAGCAAATCATTCTAAAGAGACAACCAACACTTTAGCA

ATTTAACACTTTAGCA

Ca_LG_6:51914784 ATCATTCTAAAATCAGCAATTTAGCCATCATTCTAATCAGACAA

CCAACAATTTAGCAAATCATTCTAAAATCAACAATTTAACAATT

TAACAATTTATA

A/C CATAGTTCTAAACAGACAGCCGACAATTTAGCAAATCATTCT

AAAGAGACAACCAACACTTTAGCAATTTAACACTTTAGCAAA

TCAGCAAACACCTTGT

Ca_LG_6:51946358 TCACTTTCCGCCGGTAATCGCCGCTAACCACCGTCAACCGCG

CACTGCCACTGCCTTCTTTTTTTCGGTGTGTTTTTGGACATAT

AGCTGATGAAAACAT

T/C GCGTGGCTAGAATGTCTTGAAAAGTTCCGCAGGCATAGGCA

ACTTAGCCTTAATAGTTAGTATTTGCTAGTTTAAAGCTGAAAA

GATTTTGCAATCAGGC

Ca_LG_6:51946369 CGGTAATCGCCGCTAACCACCGTCAACCGCGCACTGCCACTG

CCTTCTTTTTTTCGGTGTGTTTTTGGACATATAGCTGATGAAAA

CATGCGTGGCTAGA

A/G ATGTCTTGAAAAGTTCCGCAGGCATAGGCAACTTAGCCTTAA

TAGTTAGTATTTGCTAGTTTAAAGCTGAAAAGATTTTGCAATC

AGGCCTAGGCAGAAC

Ca_LG_6:52270736 GTGTGTATTCAGTAAAAAAATATATACAACATCGTCTAATGAAA

TGAAAGTTAGACATTCGTCTTTGACTGAATTCATTTCGAACAA

AGTAGCTTCTCTG

G/A AAAGTGGAGCATTTTGCTTGAAGATTATTCATTAATTGCATTC

TTACAAAGATAATTCGGTAAAACGTGGAGTAGTGACTTCAGA

TAATTCTTTGTGTAT

Ca_LG_6:52270741 TATTCAGTAAAAAAATATATACAACATCGTCTAATGAAATGAAA

GTTAGACATTCGTCTTTGACTGAATTCATTTCGAACAAAGTAG

CTTCTCTGAAAGT

T/G GGAGCATTTTGCTTGAAGATTATTCATTAATTGCATTCTTACA

AAGATAATTCGGTAAAACGTGGAGTAGTGACTTCAGATAATT

CTTTGTGTATTTTTG

Ca_LG_6:52270742 ATTCAGTAAAAAAATATATACAACATCGTCTAATGAAATGAAA

GTTAGACATTCGTCTTTGACTGAATTCATTTCGAACAAAGTAG

CTTCTCTGAAAGTG

G/T GAGCATTTTGCTTGAAGATTATTCATTAATTGCATTCTTACAA

AGATAATTCGGTAAAACGTGGAGTAGTGACTTCAGATAATTC

TTTGTGTATTTTTGG

Ca_LG_6:52270780 TGAAAGTTAGACATTCGTCTTTGACTGAATTCATTTCGAACAA

AGTAGCTTCTCTGAAAGTGGAGCATTTTGCTTGAAGATTATTC

ATTAATTGCATTCT

T/C TACAAAGATAATTCGGTAAAACGTGGAGTAGTGACTTCAGAT

AATTCTTTGTGTATTTTTGGGTGTGGTGGCAATAAGACCATG

CAACATGTATTCTTTG

Ca_LG_6:52270795 CGTCTTTGACTGAATTCATTTCGAACAAAGTAGCTTCTCTGAA

AGTGGAGCATTTTGCTTGAAGATTATTCATTAATTGCATTCTTA

CAAAGATAATTCG

G/A GTAAAACGTGGAGTAGTGACTTCAGATAATTCTTTGTGTATT

TTTGGGTGTGGTGGCAATAAGACCATGCAACATGTATTCTTT

GATTGCTTATTTTTTT
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Ca_LG_6:52368625 AGATTTTTGTGAGGGCTTTTTCAGCCACAAAATACAAATTTTG

TGAGGGTAAAGGCAGCCACAAATACTTGAAGTGACGTTGCAG

TTTGTGGCTGTAAAG

G/T GCCGCCACAAAAGCCTGACATGTTGCATTTTGTGGCTGCAA

AGGCTGCCAGAAAGGAATAAAGAGACGTTGGCTTTTTTGGC

TGTCCAGGCCGCCACAAA

Ca_LG_6:53602784 AATGTGAATTTCCTCTCAAATAGGTAAAGGAGTGGCTCGCAG

ACTAGGAGGCTGAAGCATTGAGATGCCAGAAGCTGCTGGTG

GAGGAGGAGGAAGCTGT

T/C ACAGACAAACACCACATGGACCACTCCTAAGCTGAATTTATT

GTTGTCAATAAGCTGAATTCACGTGGAGAAGGGCATTGAGC

ATCGACCGAAGCTTCTT

Ca_LG_6:53602828 TAGGAGGCTGAAGCATTGAGATGCCAGAAGCTGCTGGTGGA

GGAGGAGGAAGCTGTACAGACAAACACCACATGGACCACTC

CTAAGCTGAATTTATTGT

T/C TGTCAATAAGCTGAATTCACGTGGAGAAGGGCATTGAGCAT

CGACCGAAGCTTCTTAGCTGAGATTTCAACTCTTGGAAATAC

CAGGCACAGGAACATTG

Ca_LG_6:53602863 GGTGGAGGAGGAGGAAGCTGTACAGACAAACACCACATGGA

CCACTCCTAAGCTGAATTTATTGTTGTCAATAAGCTGAATTCA

CGTGGAGAAGGGCATT

T/C GAGCATCGACCGAAGCTTCTTAGCTGAGATTTCAACTCTTGG

AAATACCAGGCACAGGAACATTGTGAAGCTACATGAATTCTT

TGAAAATAATTTTGAT

Ca_LG_6:53602904 CCACTCCTAAGCTGAATTTATTGTTGTCAATAAGCTGAATTCA

CGTGGAGAAGGGCATTGAGCATCGACCGAAGCTTCTTAGCTG

AGATTTCAACTCTTG

G/A GAAATACCAGGCACAGGAACATTGTGAAGCTACATGAATTCT

TTGAAAATAATTTTGATGCGAAATTACCTGCGGAATTTGATTC

AAAAAGTATTTTAGT

Ca_LG_6:53738002 ATAACCTTAGCATATAAAGAAAGTGAACTTCTGATTGACAAAT

TAGGGCACTGTTTAAACAATATTGGCAGCTTTCACTTTCTTTTT

AATAGTTTTTTCA

A/G TATTTGATTTGAATTTTAAACAATATTTGAAGTGTCAAAAAGG

GTTGTTAAATAGCAGCTTTAGTGCTATGGCATAGCGGAATTC

TAACCAATTGCTATT

Ca_LG_6:53740800 AGCCGTATCCCATGCAAAAGCAGCCAATGTACCAATTGTAGTT

GCAATCAATAAATGTGATAAACCAGGTGCAAATCCTGAAAAAG

TAAAACTACAGCTC

C/T GCTTCTGAGGGCTTGCTGCTGGAGGAAATGGGTGGGGATAT

TCAGGTTGTTGAAGTTTCAGCGATTAAAAAGACTGGACTGGA

TAACCTAGAGGTAGCTG

Ca_LG_6:53824208 AAACAAGTTTCCCCCCCCCCCCCCCCCTATGTTAGTAAACATA

TGAACTGGGGATACTAATGAAAAAAATTTTATCAGAGCACAAA

CGATATGCAGCTTG

G/A AACATAGTATGGCAATGTATATCAGAGAATAATGAATGAACT

TGCTTATATATCATATAAAAACAAAACACAAAACAGCAAAAAA

AACAAGACATCACAA

Ca_LG_6:54107084 AGACTTTTCATTTTTACGAAGGACAACTAGGATAGATGAACGA

CAATATTTATATTATAAATATGTTATCCTCATGGTGCTGCTAAG

TGTAAGATCGTGG

G/A TTGAATAGTTGGGTAGATTTGAAAACGCGTCTTGTTTTGGAC

CAATTAATTAACCAAACTAAATATAACAACCACACACATACC

GTGCTGCTCTATAGTT

Ca_LG_6:54107089 TTTCATTTTTACGAAGGACAACTAGGATAGATGAACGACAATA

TTTATATTATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAA

GATCGTGGTTGAA

A/T TAGTTGGGTAGATTTGAAAACGCGTCTTGTTTTGGACCAATT

AATTAACCAAACTAAATATAACAACCACACACATACCGTGCT

GCTCTATAGTTTCATT

Ca_LG_6:54107093 ATTTTTACGAAGGACAACTAGGATAGATGAACGACAATATTTA

TATTATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAAGAT

CGTGGTTGAATAGT

T/C TGGGTAGATTTGAAAACGCGTCTTGTTTTGGACCAATTAATT

AACCAAACTAAATATAACAACCACACACATACCGTGCTGCTC

TATAGTTTCATTAAAA

Ca_LG_6:54107096 TTTACGAAGGACAACTAGGATAGATGAACGACAATATTTATAT

TATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAAGATCGT

GGTTGAATAGTTGG

G/A GTAGATTTGAAAACGCGTCTTGTTTTGGACCAATTAATTAAC

CAAACTAAATATAACAACCACACACATACCGTGCTGCTCTAT

AGTTTCATTAAAATCA
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Ca_LG_6:54107103 AGGACAACTAGGATAGATGAACGACAATATTTATATTATAAAT

ATGTTATCCTCATGGTGCTGCTAAGTGTAAGATCGTGGTTGAA

TAGTTGGGTAGATT

T/C TGAAAACGCGTCTTGTTTTGGACCAATTAATTAACCAAACTA

AATATAACAACCACACACATACCGTGCTGCTCTATAGTTTCA

TTAAAATCAAATATAG

Ca_LG_6:54107104 GGACAACTAGGATAGATGAACGACAATATTTATATTATAAATA

TGTTATCCTCATGGTGCTGCTAAGTGTAAGATCGTGGTTGAAT

AGTTGGGTAGATTT

T/A GAAAACGCGTCTTGTTTTGGACCAATTAATTAACCAAACTAA

ATATAACAACCACACACATACCGTGCTGCTCTATAGTTTCAT

TAAAATCAAATATAGA

Ca_LG_6:54107108 AACTAGGATAGATGAACGACAATATTTATATTATAAATATGTTA

TCCTCATGGTGCTGCTAAGTGTAAGATCGTGGTTGAATAGTTG

GGTAGATTTGAAA

A/C ACGCGTCTTGTTTTGGACCAATTAATTAACCAAACTAAATATA

ACAACCACACACATACCGTGCTGCTCTATAGTTTCATTAAAA

TCAAATATAGATAAA

Ca_LG_6:54107127 CAATATTTATATTATAAATATGTTATCCTCATGGTGCTGCTAAG

TGTAAGATCGTGGTTGAATAGTTGGGTAGATTTGAAAACGCG

TCTTGTTTTGGACC

C/A AATTAATTAACCAAACTAAATATAACAACCACACACATACCGT

GCTGCTCTATAGTTTCATTAAAATCAAATATAGATAAAGAGAC

AAGAGTATCACACG

Ca_LG_6:54107135 ATATTATAAATATGTTATCCTCATGGTGCTGCTAAGTGTAAGAT

CGTGGTTGAATAGTTGGGTAGATTTGAAAACGCGTCTTGTTTT

GGACCAATTAATT

T/A AACCAAACTAAATATAACAACCACACACATACCGTGCTGCTC

TATAGTTTCATTAAAATCAAATATAGATAAAGAGACAAGAGTA

TCACACGAATAATGT

Ca_LG_6:54124381 GGAAATCGATTGAATGAATAGCTGAGCCCCTGTGTTAAAGCC

AATCGATTTCCAAATCGATTTTGTCAAAATGGCTGAGCTCATG

TAATGCAGCCAATTA

A/G ATTGCCAAAAATCGATTTTGTCAAAATGGCTGAGCTCCTGTA

ATGCAGCCAATCAATTGCCAAATCGATTTTGTCAAAATAGCA

TAGCTCTTGTAATGAA

Ca_LG_6:54238582 GGGGTAGTGGTCACTCCAAATATATATATATATATATATAAAAT

GACCAAAATGTAATACCTAAACCCTAAATTGTATCCTCTCTCTT

CCTCTCTCACCT

T/C GCGCACGGTGCCGCCCTCTTACCGTCTTGCGCTGCTGCTAC

CTCGCTTCAGCTCGCCTTGCCTTGATTTCGTCTCGCCACGCT

TCAGCTCACCTTGATCG

Ca_LG_6:54238603 ATATATATATATATATATAAAATGACCAAAATGTAATACCTAAA

CCCTAAATTGTATCCTCTCTCTTCCTCTCTCACCTGCGCACGG

TGCCGCCCTCTTA

A/G CCGTCTTGCGCTGCTGCTACCTCGCTTCAGCTCGCCTTGCC

TTGATTTCGTCTCGCCACGCTTCAGCTCACCTTGATCGTTTG

TCGTCAAAACTTCAAAG

Ca_LG_6:54238606 TATATATATATATATAAAATGACCAAAATGTAATACCTAAACCC

TAAATTGTATCCTCTCTCTTCCTCTCTCACCTGCGCACGGTGC

CGCCCTCTTACCG

G/T TCTTGCGCTGCTGCTACCTCGCTTCAGCTCGCCTTGCCTTGA

TTTCGTCTCGCCACGCTTCAGCTCACCTTGATCGTTTGTCGT

CAAAACTTCAAAGGTT

Ca_LG_6:54255852 ATTTGCTATATGAAGAAAATCAAATGAGAGAAAATTTGCAATA

AGCAAGCATGACATGCAATTCTTAAGGTTGTTTTCTTTTAGATT

TTGAATTCCATAT

T/C GCTGCTTCAGATATTCTATAACATTCTCCTCCTCCCTGGTCTT

GAATATAAACAACATAAATGTTATATTGTTGATCTAAAATATA

AGTAAATTTTAACT

Ca_LG_6:54267854 TTGTGTAACCTGATTTGAAAGGACCATTGCAGCCAATACATGC

AACATCAGGACATATTTTTGAGCCACATTCAATAGGAATGTAG

GATGCTGAATTGTA

A/G GTGAGTGTCACAATCATACCAAAGATTTTCACCAGCTAGATC

AATGGCTAGATTGAAGATTTGTGACATGCAACAAACCTCACT

GATGATGCATTATCAT

Ca_LG_6:54267861 ACCTGATTTGAAAGGACCATTGCAGCCAATACATGCAACATCA

GGACATATTTTTGAGCCACATTCAATAGGAATGTAGGATGCTG

AATTGTAGTGAGTG

G/C TCACAATCATACCAAAGATTTTCACCAGCTAGATCAATGGCT

AGATTGAAGATTTGTGACATGCAACAAACCTCACTGATGATG

CATTATCATGAACAGC
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Ca_LG_6:54267878 CATTGCAGCCAATACATGCAACATCAGGACATATTTTTGAGCC

ACATTCAATAGGAATGTAGGATGCTGAATTGTAGTGAGTGTCA

CAATCATACCAAAG

G/A ATTTTCACCAGCTAGATCAATGGCTAGATTGAAGATTTGTGA

CATGCAACAAACCTCACTGATGATGCATTATCATGAACAGCA

GCATGGGTCAACCATC

Ca_LG_6:54267880 TTGCAGCCAATACATGCAACATCAGGACATATTTTTGAGCCAC

ATTCAATAGGAATGTAGGATGCTGAATTGTAGTGAGTGTCACA

ATCATACCAAAGAT

T/A TTTCACCAGCTAGATCAATGGCTAGATTGAAGATTTGTGACA

TGCAACAAACCTCACTGATGATGCATTATCATGAACAGCAGC

ATGGGTCAACCATCAA

Ca_LG_6:54267903 AGGACATATTTTTGAGCCACATTCAATAGGAATGTAGGATGCT

GAATTGTAGTGAGTGTCACAATCATACCAAAGATTTTCACCAG

CTAGATCAATGGCT

T/C AGATTGAAGATTTGTGACATGCAACAAACCTCACTGATGATG

CATTATCATGAACAGCAGCATGGGTCAACCATCAATTTCATC

AATCTTAAATTCTCTC

Ca_LG_6:54423846 CAGTTACTCGCATGGACACTATTCGTTTCCTAATATCTGTAGT

AGCTCAAAATAAGTGGAAACTTTATCAACTTGATGTAAAATCG

GTATTTCTAAATGC

C/G CTATCTTAAAGAAGAGGTCTATGTTGAGCAACCAATGAGGTA

CGTGATTAAAGGACATGAAGATAAAGTTTTAAGACTGAGGAG

AACATTGTATGGATTA

Ca_LG_6:54423863 ACTATTCGTTTCCTAATATCTGTAGTAGCTCAAAATAAGTGGA

AACTTTATCAACTTGATGTAAAATCGGTATTTCTAAATGCCTAT

CTTAAAGAAGAGG

G/A TCTATGTTGAGCAACCAATGAGGTACGTGATTAAAGGACATG

AAGATAAAGTTTTAAGACTGAGGAGAACATTGTATGGATTAA

AGTAAGCCCCAACAAC

Ca_LG_6:54554915 ATGAACATTTAGGTCATTTTAGTCCTCCCTAAGCTTATTCTTGT

TCAATTAGGGTTTTTAACCAATCTTGTGCATCCAATAAGTTCAT

TTGTGTCATTGG

G/C ATGAACATTTAGGTCATTTTCGTCCTCCCTATGCTTATTCTTG

TCCAATTAGGGTTTCTACCCACTCTTGTGCATCCAATAAGTT

CATTTGTGTAATTGG

Ca_LG_6:54572328 ATTGGATGAACATTTAGGTCATTTTCGTCCTCCCTAGGCTTAT

TCTTGTCCAATTAGAATTTTTAATCAATGTTGTGAATCCAATAA

GTTCATTTGTGTC

C/A ATTGGATGAACATTTAGGTCATTTTCATCCTCCCTAGGCTTAT

TCTTTTCCAATAAGGGTTTTTAACCAATCTTGTGCATCCAATA

GGTGTGTTTGTGTC

Ca_LG_6:54695492 ATCAACTCTGAAACTTTTTGTTCAATTTTAGTAATTAAATATAAT

TCGATAGTAAAATGCAATCCTTGAGTTTGCACTCGGTACGTTT

CTAGGACCGACT

T/C AACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGTCGGT

CGCACATTCACATAGCGTTCAGACACACGTGCCTTCCATAAC

CTAGGGTATTCAAGTC

Ca_LG_6:54695503 AACTTTTTGTTCAATTTTAGTAATTAAATATAATTCGATAGTAAA

ATGCAATCCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGA

CTAACGCCTCACT

T/C TACACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTCAC

ATAGCGTTCAGACACACGTGCCTTCCATAACCTAGGGTATTC

AAGTCAGCTGCATATG

Ca_LG_6:54695505 CTTTTTGTTCAATTTTAGTAATTAAATATAATTCGATAGTAAAAT

GCAATCCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGACT

AACGCCTCACTTA

A/G CACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTCACAT

AGCGTTCAGACACACGTGCCTTCCATAACCTAGGGTATTCAA

GTCAGCTGCATATGAT

Ca_LG_6:54695509 TTGTTCAATTTTAGTAATTAAATATAATTCGATAGTAAAATGCA

ATCCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGACTAAC

GCCTCACTTACACC

C/A GGTACCTATGTAGTGTAGTGTCGGTCGCACATTCACATAGC

GTTCAGACACACGTGCCTTCCATAACCTAGGGTATTCAAGTC

AGCTGCATATGATTAGG

Ca_LG_6:54695518 TTTAGTAATTAAATATAATTCGATAGTAAAATGCAATCCTTGAG

TTTGCACTCGGTACGTTTCTAGGACCGACTAACGCCTCACTTA

CACCGGTACCTAT

T/C GTAGTGTAGTGTCGGTCGCACATTCACATAGCGTTCAGACA

CACGTGCCTTCCATAACCTAGGGTATTCAAGTCAGCTGCATA

TGATTAGGTAGCTTTGC
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Ca_LG_6:54695555 CCTTGAGTTTGCACTCGGTACGTTTCTAGGACCGACTAACGC

CTCACTTACACCGGTACCTATGTAGTGTAGTGTCGGTCGCAC

ATTCACATAGCGTTCA

A/G GACACACGTGCCTTCCATAACCTAGGGTATTCAAGTCAGCT

GCATATGATTAGGTAGCTTTGCAGCTGCAAAAGGATTAGACA

TCTTCCCATGATATGGT

Ca_LG_6:54695559 GAGTTTGCACTCGGTACGTTTCTAGGACCGACTAACGCCTCA

CTTACACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTC

ACATAGCGTTCAGACA

A/T CACGTGCCTTCCATAACCTAGGGTATTCAAGTCAGCTGCATA

TGATTAGGTAGCTTTGCAGCTGCAAAAGGATTAGACATCTTC

CCATGATATGGTTCCT

Ca_LG_6:54695562 TTTGCACTCGGTACGTTTCTAGGACCGACTAACGCCTCACTTA

CACCGGTACCTATGTAGTGTAGTGTCGGTCGCACATTCACAT

AGCGTTCAGACACAC

C/T GTGCCTTCCATAACCTAGGGTATTCAAGTCAGCTGCATATGA

TTAGGTAGCTTTGCAGCTGCAAAAGGATTAGACATCTTCCCA

TGATATGGTTCCTTTT

Ca_LG_6:54695573 TACGTTTCTAGGACCGACTAACGCCTCACTTACACCGGTACCT

ATGTAGTGTAGTGTCGGTCGCACATTCACATAGCGTTCAGAC

ACACGTGCCTTCCAT

T/G AACCTAGGGTATTCAAGTCAGCTGCATATGATTAGGTAGCTT

TGCAGCTGCAAAAGGATTAGACATCTTCCCATGATATGGTTC

CTTTTGGTCCGAACCT

Ca_LG_6:54695579 TCTAGGACCGACTAACGCCTCACTTACACCGGTACCTATGTA

GTGTAGTGTCGGTCGCACATTCACATAGCGTTCAGACACACG

TGCCTTCCATAACCTA

A/G GGGTATTCAAGTCAGCTGCATATGATTAGGTAGCTTTGCAGC

TGCAAAAGGATTAGACATCTTCCCATGATATGGTTCCTTTTG

GTCCGAACCTGGTGCT

Ca_LG_6:54695588 GACTAACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGT

CGGTCGCACATTCACATAGCGTTCAGACACACGTGCCTTCCA

TAACCTAGGGTATTCA

A/G AGTCAGCTGCATATGATTAGGTAGCTTTGCAGCTGCAAAAG

GATTAGACATCTTCCCATGATATGGTTCCTTTTGGTCCGAAC

CTGGTGCTACATTAGGT

Ca_LG_6:54695591 TAACGCCTCACTTACACCGGTACCTATGTAGTGTAGTGTCGG

TCGCACATTCACATAGCGTTCAGACACACGTGCCTTCCATAAC

CTAGGGTATTCAAGT

T/C CAGCTGCATATGATTAGGTAGCTTTGCAGCTGCAAAAGGATT

AGACATCTTCCCATGATATGGTTCCTTTTGGTCCGAACCTGG

TGCTACATTAGGTTAG

Ca_LG_7:190132 ACTAAAAGAATTCTGGGAAATTGGGGTGAAAACATTTGATGCA

TGCAAAAAAGAGTCATTCCAAATGCGTGTTGCTATCATGTGGA

CTATCAATGATTTT

T/C CCGGCATATGCAAATTTGTCAGGCTGGAGCACTAAAGGTCG

ATACGCTTGTCCATGTTGTGGTTTAAAAACTGCGTCTCATTG

GTTGCGTCATAGTTGGA

Ca_LG_7:190135 AAAAGAATTCTGGGAAATTGGGGTGAAAACATTTGATGCATG

CAAAAAAGAGTCATTCCAAATGCGTGTTGCTATCATGTGGACT

ATCAATGATTTTCCG

G/A GCATATGCAAATTTGTCAGGCTGGAGCACTAAAGGTCGATA

CGCTTGTCCATGTTGTGGTTTAAAAACTGCGTCTCATTGGTT

GCGTCATAGTTGGAAGT

Ca_LG_7:190177 CAAAAAAGAGTCATTCCAAATGCGTGTTGCTATCATGTGGACT

ATCAATGATTTTCCGGCATATGCAAATTTGTCAGGCTGGAGCA

CTAAAGGTCGATAC

C/T GCTTGTCCATGTTGTGGTTTAAAAACTGCGTCTCATTGGTTG

CGTCATAGTTGGAAGTTTTGCTACGTGTGTCATCGTTGTTGG

TTAGAGCCTAATAGTA

Ca_LG_7:190195 AATGCGTGTTGCTATCATGTGGACTATCAATGATTTTCCGGCA

TATGCAAATTTGTCAGGCTGGAGCACTAAAGGTCGATACGCT

TGTCCATGTTGTGGT

T/A TTAAAAACTGCGTCTCATTGGTTGCGTCATAGTTGGAAGTTT

TGCTACGTGTGTCATCGTTGTTGGTTAGAGCCTAATAGTAAG

TGGAGATACAATAGAA

Ca_LG_7:783804 GTTTCCAACACTTCCATACAAACTAAGGAGATAATGAAAAGGT

ACTCTATCTCGACCTAATATTCTACCCTCAACTTTTTTTAAGCA

CTCTTCGGCTTTG

G/T TCAAACAATTCCATCTTAATGTACATTGCAGCCATTGTACTAA

ATGTGCTCCAGTTAGGCATAATGGTAGGATCCTTTGACATTT

GTTCAAATACTTGTT
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Ca_LG_7:783812 CACTTCCATACAAACTAAGGAGATAATGAAAAGGTACTCTATC

TCGACCTAATATTCTACCCTCAACTTTTTTTAAGCACTCTTCGG

CTTTGTCAAACAA

A/G TTCCATCTTAATGTACATTGCAGCCATTGTACTAAATGTGCTC

CAGTTAGGCATAATGGTAGGATCCTTTGACATTTGTTCAAAT

ACTTGTTCCATCTTT

Ca_LG_7:794077 AATCAAAAAATAAAAATAAACAGAATAATATTAAATAAAAGAGA

ATCAAATCTGATTTTCCTTGACTCTTCAACACTATTGATAGTTA

TAATTTACAACT

T/G GCAATTTCTTGCTTTTCAGGAGTTGATTGCTGCTCTTCTTGTA

TGCTCATTTTTATGTCTATTCCCAGTCCATGACAGATATGAG

AAACAACTTCAACCA

Ca_LG_7:794079 TCAAAAAATAAAAATAAACAGAATAATATTAAATAAAAGAGAAT

CAAATCTGATTTTCCTTGACTCTTCAACACTATTGATAGTTATA

ATTTACAACTGC

C/A AATTTCTTGCTTTTCAGGAGTTGATTGCTGCTCTTCTTGTATG

CTCATTTTTATGTCTATTCCCAGTCCATGACAGATATGAGAAA

CAACTTCAACCAGT

Ca_LG_7:803479 TCATCATATCCTGCAGGCTCAAAGACCTTTCATAGCATACTAC

ACATTTGGCTTGGACGCATTGCACAACCTAGACAAGGTAACA

TGACATTTCCTTCAC

C/T ACAGTGGGAGAATCTAAACATGTGATCAATGGCATTGCTGAT

AAGCATCTGCATCGAAAAGAGTTATATATTTTTCTTATTTCAC

GTTTGAATATTGATC

Ca_LG_7:1022258 ACAGTTGCATAAAATTAAAACAAAAAGCAAGCATGCTATAGTT

TATCAGCTGCAATTCAAGTTTACTTTATGTGTATCCACGAATCT

GGAACAAATTATG

G/C TTTGACTTACATCGGAGTGCGAGTGAAAGGGTAAAAAGTGG

CTGCGGAAAAAAGGATGAGTCTGAGGTTGTAGAACCAAGAG

CTGCAGATCCCTGAAACA

Ca_LG_7:1103940 GTCTTCAAAACCAAACCTTGCAGCATGAATGGTTTCAAAAGCT

TTCAGATAGTCCCCAACCTCAAGTGATTGAAGATGCATAGAG

GCTTTCAAAAAAGTG

G/C TCAACAGAGGCTGCTCTAAGTCCCAACTCGGTGAGCCTCTC

AAAGTACAATATTTTCCATGTCTGCAAATGAATGAGCACATA

AAACACATGAAGAGAAA

Ca_LG_7:1395487 TTACCTGTGCTTTGCCATTTGCAGGTTGCCTGCGGATAACATG

CGGCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCCCGC

CTTGTTTCTCTTCTCT

T/G CACTTTGTTGAAAATGTGAGTATAGCTGTCAGCTGATGCAGG

GTTACTCACATCCCACTCCCCGAACTTTGGAACAGCAGCAC

CTTTATCAGGCTGATGT

Ca_LG_7:1395514 GCCTGCGGATAACATGCGGCCTCTCGTTAGGTGTTCCGGGTG

CATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTGTTGAA

AATGTGAGTATAGCT

T/C GTCAGCTGATGCAGGGTTACTCACATCCCACTCCCCGAACT

TTGGAACAGCAGCACCTTTATCAGGCTGATGTATCAGAATTC

TAAAGTCAGAACATATT

Ca_LG_7:1395515 CCTGCGGATAACATGCGGCCTCTCGTTAGGTGTTCCGGGTGC

ATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTGTTGAAA

ATGTGAGTATAGCTG

G/A TCAGCTGATGCAGGGTTACTCACATCCCACTCCCCGAACTTT

GGAACAGCAGCACCTTTATCAGGCTGATGTATCAGAATTCTA

AAGTCAGAACATATTT

Ca_LG_7:1395526 CATGCGGCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCC

CGCCTTGTTTCTCTTCTCTCACTTTGTTGAAAATGTGAGTATA

GCTGTCAGCTGATGC

C/T AGGGTTACTCACATCCCACTCCCCGAACTTTGGAACAGCAG

CACCTTTATCAGGCTGATGTATCAGAATTCTAAAGTCAGAAC

ATATTTGCAACAGAAAA

Ca_LG_7:1395532 GCCTCTCGTTAGGTGTTCCGGGTGCATATCCGGCCCCGCCTT

GTTTCTCTTCTCTCACTTTGTTGAAAATGTGAGTATAGCTGTCA

GCTGATGCAGGGTT

T/C ACTCACATCCCACTCCCCGAACTTTGGAACAGCAGCACCTTT

ATCAGGCTGATGTATCAGAATTCTAAAGTCAGAACATATTTG

CAACAGAAAATCTCAA

Ca_LG_7:1395537 TCGTTAGGTGTTCCGGGTGCATATCCGGCCCCGCCTTGTTTC

TCTTCTCTCACTTTGTTGAAAATGTGAGTATAGCTGTCAGCTG

ATGCAGGGTTACTCA

A/T CATCCCACTCCCCGAACTTTGGAACAGCAGCACCTTTATCAG

GCTGATGTATCAGAATTCTAAAGTCAGAACATATTTGCAACA

GAAAATCTCAAAATGA
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Ca_LG_7:1395548 TCCGGGTGCATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACT

TTGTTGAAAATGTGAGTATAGCTGTCAGCTGATGCAGGGTTAC

TCACATCCCACTCC

C/A CCGAACTTTGGAACAGCAGCACCTTTATCAGGCTGATGTATC

AGAATTCTAAAGTCAGAACATATTTGCAACAGAAAATCTCAA

AATGATTCCAAGCTAC

Ca_LG_7:1395551 GGGTGCATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTG

TTGAAAATGTGAGTATAGCTGTCAGCTGATGCAGGGTTACTCA

CATCCCACTCCCCG

G/A AACTTTGGAACAGCAGCACCTTTATCAGGCTGATGTATCAGA

ATTCTAAAGTCAGAACATATTTGCAACAGAAAATCTCAAAAT

GATTCCAAGCTACAAT

Ca_LG_7:1395554 TGCATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTGTTG

AAAATGTGAGTATAGCTGTCAGCTGATGCAGGGTTACTCACAT

CCCACTCCCCGAAC

C/T TTTGGAACAGCAGCACCTTTATCAGGCTGATGTATCAGAATT

CTAAAGTCAGAACATATTTGCAACAGAAAATCTCAAAATGAT

TCCAAGCTACAATGAT

Ca_LG_7:1395557 ATATCCGGCCCCGCCTTGTTTCTCTTCTCTCACTTTGTTGAAA

ATGTGAGTATAGCTGTCAGCTGATGCAGGGTTACTCACATCC

CACTCCCCGAACTTT

T/C GGAACAGCAGCACCTTTATCAGGCTGATGTATCAGAATTCTA

AAGTCAGAACATATTTGCAACAGAAAATCTCAAAATGATTCC

AAGCTACAATGATATG

Ca_LG_7:1757610 ATGCACAACTTTTTCATTTTCATCAATGTGTTTCATTACACATT

TTCTCATGCGCTTAATAGTAGGCAAAAACTCAATGGCTGCCCA

AGTGAGGTGGTAG

G/C TCGTTATCCTCCTGTGTGTGTCGATCATTCCACCAGAACACA

TTCGACTTTGCATTTGTGGTCACCTTCCAAACATCCATGAAA

CTAGTCGATGTCCAAC

Ca_LG_7:1757615 CAACTTTTTCATTTTCATCAATGTGTTTCATTACACATTTTCTCA

TGCGCTTAATAGTAGGCAAAAACTCAATGGCTGCCCAAGTGA

GGTGGTAGTCGTT

T/C ATCCTCCTGTGTGTGTCGATCATTCCACCAGAACACATTCGA

CTTTGCATTTGTGGTCACCTTCCAAACATCCATGAAACTAGT

CGATGTCCAACTCCAA

Ca_LG_7:1757622 TTCATTTTCATCAATGTGTTTCATTACACATTTTCTCATGCGCT

TAATAGTAGGCAAAAACTCAATGGCTGCCCAAGTGAGGTGGT

AGTCGTTATCCTCC

C/T TGTGTGTGTCGATCATTCCACCAGAACACATTCGACTTTGCA

TTTGTGGTCACCTTCCAAACATCCATGAAACTAGTCGATGTC

CAACTCCAACGACTAC

Ca_LG_7:1757631 ATCAATGTGTTTCATTACACATTTTCTCATGCGCTTAATAGTAG

GCAAAAACTCAATGGCTGCCCAAGTGAGGTGGTAGTCGTTAT

CCTCCTGTGTGTGT

T/C CGATCATTCCACCAGAACACATTCGACTTTGCATTTGTGGTC

ACCTTCCAAACATCCATGAAACTAGTCGATGTCCAACTCCAA

CGACTACTCGTCGATA

Ca_LG_7:2021560 CTATGGCGATTACAACAATTAATGATATCAATTTAGGTACAAA

ATTTGATACAACCCCGACACCAATGAGGACAGTAACTCAGCA

AAAGACAGTATCATG

G/C CTGATAAAGTTCAAGGGATGTTGATGTTCCCTTCCCTACTCC

AGTAGTCAGGAATTGTTGCCAGCTGCATTTTTAGTTGAGCCT

TGAATAGTCTCCAAAA

Ca_LG_7:2021569 TTACAACAATTAATGATATCAATTTAGGTACAAAATTTGATACA

ACCCCGACACCAATGAGGACAGTAACTCAGCAAAAGACAGTA

TCATGCTGATAAAG

G/A TTCAAGGGATGTTGATGTTCCCTTCCCTACTCCAGTAGTCAG

GAATTGTTGCCAGCTGCATTTTTAGTTGAGCCTTGAATAGTC

TCCAAAAGATGTTCAA

Ca_LG_7:2282369 TTGTTGTAAACAAATTAGATACGTGATTTATTGCTTAAGTGCAT

TTATGCAGCTATTAATTTTGTACATTTTACTCTGTTGTTCAATC

TGTTATCAAACC

C/T TGGCATTCAAGTTTAGTTTGTTTATCACTTGCCCATGCTGCT

CCATGCCGGCAGACATTAGATGTTAAAAGTTCTAAGAATCTG

AGCCTCTGTATGAAGT

Ca_LG_7:2282391 GTGATTTATTGCTTAAGTGCATTTATGCAGCTATTAATTTTGTA

CATTTTACTCTGTTGTTCAATCTGTTATCAAACCTGGCATTCAA

GTTTAGTTTGTT

T/G TATCACTTGCCCATGCTGCTCCATGCCGGCAGACATTAGAT

GTTAAAAGTTCTAAGAATCTGAGCCTCTGTATGAAGTAAATT

ATGTCAATTACTGACAC
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Ca_LG_7:2286209 CAGGAACAAAATGTGCCAAGTGTATGAGTTAACAGTATAAGAA

CAAGGTAGCAGGGCTACTAGTATGCAGCAAAAAGTCCAAAAA

TATTACCTCTGGTGT

T/C ATCTTTTTTGGAAGCAGTTTTCTTTTTCCTTCCAATTTCAACA

CCGTAGTGTTGAAGATACCACTGCTTGAAAGGAGCAGCATC

AACCTGCACGATAGCA

Ca_LG_7:2320673 TTTTTTTAATTGAAACTGGATGCAGATGAAGGGAATGACTGTG

GCAATGGTAGGTGATGGAATAAACGACTCTCCGGCTTTGGTT

GCTGCTGATGTTGGC

C/A ATGGCAATTGGTGCTGGAACTGACGTAGCTATAGAAGCAGC

TGATATAGTTCTTGTCAAAAGCAACTTGGAAGATGTAATTAC

AGCCATAGATCTATCTA

Ca_LG_7:2320694 GCAGATGAAGGGAATGACTGTGGCAATGGTAGGTGATGGAAT

AAACGACTCTCCGGCTTTGGTTGCTGCTGATGTTGGCATGGC

AATTGGTGCTGGAACT

T/A GACGTAGCTATAGAAGCAGCTGATATAGTTCTTGTCAAAAGC

AACTTGGAAGATGTAATTACAGCCATAGATCTATCTAGAAAG

ACCATGTCTCGTATCA

Ca_LG_7:2320698 ATGAAGGGAATGACTGTGGCAATGGTAGGTGATGGAATAAAC

GACTCTCCGGCTTTGGTTGCTGCTGATGTTGGCATGGCAATT

GGTGCTGGAACTGACG

G/A TAGCTATAGAAGCAGCTGATATAGTTCTTGTCAAAAGCAACT

TGGAAGATGTAATTACAGCCATAGATCTATCTAGAAAGACCA

TGTCTCGTATCAGGCT

Ca_LG_7:2320703 GGGAATGACTGTGGCAATGGTAGGTGATGGAATAAACGACTC

TCCGGCTTTGGTTGCTGCTGATGTTGGCATGGCAATTGGTGC

TGGAACTGACGTAGCT

T/A ATAGAAGCAGCTGATATAGTTCTTGTCAAAAGCAACTTGGAA

GATGTAATTACAGCCATAGATCTATCTAGAAAGACCATGTCT

CGTATCAGGCTGAACT

Ca_LG_7:2320719 ATGGTAGGTGATGGAATAAACGACTCTCCGGCTTTGGTTGCT

GCTGATGTTGGCATGGCAATTGGTGCTGGAACTGACGTAGCT

ATAGAAGCAGCTGATA

A/G TAGTTCTTGTCAAAAGCAACTTGGAAGATGTAATTACAGCCA

TAGATCTATCTAGAAAGACCATGTCTCGTATCAGGCTGAACT

ACATTTGGGCTCTTGG

Ca_LG_7:2320742 CTCTCCGGCTTTGGTTGCTGCTGATGTTGGCATGGCAATTGG

TGCTGGAACTGACGTAGCTATAGAAGCAGCTGATATAGTTCTT

GTCAAAAGCAACTTG

G/A GAAGATGTAATTACAGCCATAGATCTATCTAGAAAGACCATG

TCTCGTATCAGGCTGAACTACATTTGGGCTCTTGGCTACAAC

ATTTTGGGCATGCCAG

Ca_LG_7:2320880 CATGTCTCGTATCAGGCTGAACTACATTTGGGCTCTTGGCTAC

AACATTTTGGGCATGCCAGTTGCTGCTGGTGTTTTGTACCCAT

TTACTGGAATCAGA

A/G TTGCCACCATGGCTTGCTGGTGCTTGCATGGCTGCATCTTC

CCTTAGTGTGGTTTCTTCGTCTCTTTTGCTGCAGTTCTATAAA

AAACCTTTGCATGTAG

Ca_LG_7:2320886 TCGTATCAGGCTGAACTACATTTGGGCTCTTGGCTACAACATT

TTGGGCATGCCAGTTGCTGCTGGTGTTTTGTACCCATTTACTG

GAATCAGATTGCCA

A/T CCATGGCTTGCTGGTGCTTGCATGGCTGCATCTTCCCTTAGT

GTGGTTTCTTCGTCTCTTTTGCTGCAGTTCTATAAAAAACCTT

TGCATGTAGAATCCA

Ca_LG_7:2364063 ATGCAATTTGAAGTTAATGTAATCAAAATGGATCGGCATTGTA

ATATCCAAACGTTGCCACCTAGTCAACAGAGGTTCTGAAGGC

TGCAACTCCTTGACG

G/A TACTGCTTACTCTTCTTCTACAATGAAAAGTGGATTATTGATG

ATATTAAATGCTTCATGCTGCCTTTCAACTCTAAATCACATCT

TTAAACTAAGTGCC

Ca_LG_7:2561310 ATTGGGAGACGTACATATTATGAAGGACATGGGATATAGAGA

AATAGACAGTATGAAACTTAACTCCAAATATAGAGAAATAGAT

AGTATGAAACTTAAC

C/T TCCAAATATTCTCTAAATAATCTCTTGCATTCTTTCATGATATA

ATAATCTCAGCTAAGTTGTCATGTTCCCCTAATTAATTGATGC

ACTTGAATGGATT

Ca_LG_7:2685767 GTAATTTGATGTGCAGCCTCTTCCAACTAAACTTGTTCTAAGA

AAAAAGAGGGCGAAAGAGGGAAGATCTGGTGATGAGGTTGA

GCAATTTCCAATTCCG

G/T GCTAGAGTGACTGTGAGGAGAAGGTCAAGTGTTGCTGCAAT

TGAGCGGAAGGATTCTGAGGTATGGCAACCACGTTATCTTA

CAAGCTTTCAATTTTATT
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Ca_LG_7:3052903 TACCAAATAAAATCTTGTATGAAATAATTCAATGACTTGGACTT

GATTAACAGTTCATGTAGGTGATAAGCTCTGCATTGCAGTAGG

TTATGAAGTTCTG

G/T CATTTTAGTAGTAGTCTTATGGGGTGTGTGTTGCTGCTACAT

TATGGGCATAAACACTGTTTCAAAGAGAAGTGTTTTACTTTTC

TAGCATAGGATAAAG

Ca_LG_7:3168420 TCGCCGTCAAGTTCAACACCATACTTAAGCCACTGCCAATTCT

GAACCCTGCTAATCTCGGCCGTTGCAGCATCCTCCATGAGAT

TGTAAAGAGGCACAG

G/A AACCAGCTCCAGTGAGCCATGCTGCCACATACTGAATTCCA

ACCCGTGTATTCAACCGTAGACCTTCCATCGTTCGGACTCCT

CTAGGTATCTGCAAGAG

Ca_LG_7:5196489 TACAAAGGATTAAGGTAGTTCTTTACTGGAAAGGCCTGAACAA

GGATGTCAAAGCCTTCATACAACATTGCCCAACTTGTCAGAAA

TGCAAGTATGACAT

T/C TGCTGCCTACCCAGGTTTATTACAACCTTTAACAATCCCTGA

TCATGTGTGGCAGCACATCACAATGGATTTCATTGAGGGATT

GCCTATTTCTTATGGG

Ca_LG_7:5320476 TGCCTTCTCCATCTCTGGCGTCAACTGCATGTACCCAATAAGA

GAATATCAATATACTGCAGGACAATTTCTACGAAGTAAATGCC

AATTCAGAAATAAT

T/C TATTACCGCAGGGGGCCTAAGAGGCTGATTAGCAGCACCCA

CCAGAACAGAAACCACAGATTGTGGTCCCAGAGGACCAGAA

TGCTGTACTAGATTTTCT

Ca_LG_7:6045997 CTTCAATAAAACCCATAATTTTGAAATAGTTTTTAATAAAGTAT

TTATAACTCAATAAATAAACATAAGACTTCTTGGTCAAGCCAAA

AAGATTGCCGGG

G/C AGAATGCTCCTACCTATATAAATTTGTATTGAACAATACTATA

ACAATAGTATAAGAAAAAAAAATACTAATGTTAAGAAAAAATA

ATACTAATATCGTA

Ca_LG_7:6639740 GAGGTGAGTGCGGTGGAAGAAGCGGCACCGTGAACGGCTGC

CAGACGCGCCGTCACGCGCGGTGGCTATTGGCGGCGCGTG

GATCTCACGCGCGTGAGGG

G/T GGTTGCTGATGACGTAGCTGAAGGGTTTGAGTGATCTATGG

TGTACGGCGCTGCTGGAGTGGTCGTTCGTTGAAAAAAATCA

TCAGAAACGGTGACGACA

Ca_LG_7:6815226 TGACATACCTAAAACATGTATGTGTACAGTGCTGCTATGATAA

ACCAAACAAAGAAGGTGGCTGCTAGCTACAACATGAAAGTAA

AGAAAGTATATCAAT

T/C AGAGGAAATAAAAACAATAAAAATGTAATCAATAAATAATAAA

TGATTTAATTAGCAAGAAAGTAGTAGAAAAAATAGAGAAAGA

GTTGAAATTGATTAG

Ca_LG_7:6815228 ACATACCTAAAACATGTATGTGTACAGTGCTGCTATGATAAAC

CAAACAAAGAAGGTGGCTGCTAGCTACAACATGAAAGTAAAG

AAAGTATATCAATAG

G/A AGGAAATAAAAACAATAAAAATGTAATCAATAAATAATAAATG

ATTTAATTAGCAAGAAAGTAGTAGAAAAAATAGAGAAAGAGT

TGAAATTGATTAGAA

Ca_LG_7:7666863 CTGCCGATCCCCTTCAGTTGGGTCTGGGTGAGCCTTCGCTTT

TTGGATCGTCTTCTGCCCAATGTCAATGTGGTACCCTCCCGTT

TTTGGTTCCCATTGA

A/G GTTTACCTTGTTTACAGGTCGACCCCATGGCAGCAAGAAAAA

AAAGGCAATCTTGTGCTTTACTCCAGTGATCTCTTTCATACC

GAGGCACGCAAACCCC

Ca_LG_7:8133197 AGTTAGAGGCAATGACACTATCATTTGCTACAACTACAACTAG

GCTTATGCACAATTAAGGCATTGAAATACCTGAGCAGCAAATA

ATGACAAAATACCG

G/A CTGCCAGCACCCACATCAACTACTACGCGGCCAGTAAAATC

AGCACGGTTCTCCATAACCGCGGCATAATAGGTTCCTAAAA

CAATATCACGAATGAAAT

Ca_LG_7:8133200 TAGAGGCAATGACACTATCATTTGCTACAACTACAACTAGGCT

TATGCACAATTAAGGCATTGAAATACCTGAGCAGCAAATAATG

ACAAAATACCGCTG

G/A CCAGCACCCACATCAACTACTACGCGGCCAGTAAAATCAGC

ACGGTTCTCCATAACCGCGGCATAATAGGTTCCTAAAACAAT

ATCACGAATGAAATCAT

Ca_LG_7:8133209 TGACACTATCATTTGCTACAACTACAACTAGGCTTATGCACAA

TTAAGGCATTGAAATACCTGAGCAGCAAATAATGACAAAATAC

CGCTGCCAGCACCC

C/A ACATCAACTACTACGCGGCCAGTAAAATCAGCACGGTTCTC

CATAACCGCGGCATAATAGGTTCCTAAAACAATATCACGAAT

GAAATCATTAGGTAAGA
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Ca_LG_7:8133218 CATTTGCTACAACTACAACTAGGCTTATGCACAATTAAGGCAT

TGAAATACCTGAGCAGCAAATAATGACAAAATACCGCTGCCA

GCACCCACATCAACT

T/C ACTACGCGGCCAGTAAAATCAGCACGGTTCTCCATAACCGC

GGCATAATAGGTTCCTAAAACAATATCACGAATGAAATCATT

AGGTAAGAGTAAAATAA

Ca_LG_7:8133224 CTACAACTACAACTAGGCTTATGCACAATTAAGGCATTGAAAT

ACCTGAGCAGCAAATAATGACAAAATACCGCTGCCAGCACCC

ACATCAACTACTACG

G/A CGGCCAGTAAAATCAGCACGGTTCTCCATAACCGCGGCATA

ATAGGTTCCTAAAACAATATCACGAATGAAATCATTAGGTAA

GAGTAAAATAAATATAT

Ca_LG_7:8415484 GGTGATGTAGCGGTGCAGTGTGTTGTAGCAGTATGACAATAT

TGCAGTGGAGCAGCAGCGGTGTGGTGGTGCTATGCAGTGGA

GCAGCGGTGTGGTGGTG

G/A CTATGCAGTGGAGCAGCAGTGCGGTGGTGTTGTACCTGCGA

TGGGAGGGGCGACGAAGGAAGGAAAAGGGGTTTTATGTTTC

TGATGTGATTTTATGTTT

Ca_LG_7:8421007 GCTTTGCCATGATGTTAGAAGATGTTTCAGATTGTGCAGGTG

GTTGGGCACTTGCTTGGGCTTGATCAGCACTGGGTTGTGCCT

GATCAGCAGTAGATGA

A/G AGCTCTTGTCCATACTCCATTTATGCGTCGCAGTTGCATTTG

GTTCACGATTGATTCACCAAATGTCAGTGTGGATTTGAGAGA

TTCTTCATTGGCTAGA

Ca_LG_7:8519553 AATTGTAGATAACTTTTTAATATTGAATGCAATTAACCCTACTA

ACATATTTGCATTGCAGTCTAAACTCATATGTACCATTGCTAAC

TCAAAGTGAGAG

G/C AATGGCACAGTGGACTTAATCTTCTTAGTTTACTATTCATGAC

ATGAATTCTACAAATCCCAAATTTTAGCTTAACCGAAATAAAC

CAGAAACAAATGGT

Ca_LG_7:8519563 AACTTTTTAATATTGAATGCAATTAACCCTACTAACATATTTGC

ATTGCAGTCTAAACTCATATGTACCATTGCTAACTCAAAGTGA

GAGAATGGCACAG

G/C TGGACTTAATCTTCTTAGTTTACTATTCATGACATGAATTCTA

CAAATCCCAAATTTTAGCTTAACCGAAATAAACCAGAAACAA

ATGGTACTTATTATA

Ca_LG_7:8519578 AATGCAATTAACCCTACTAACATATTTGCATTGCAGTCTAAACT

CATATGTACCATTGCTAACTCAAAGTGAGAGAATGGCACAGT

GGACTTAATCTTCT

T/C TAGTTTACTATTCATGACATGAATTCTACAAATCCCAAATTTT

AGCTTAACCGAAATAAACCAGAAACAAATGGTACTTATTATA

TAATTGTTTAATATT

Ca_LG_7:8519630 CCATTGCTAACTCAAAGTGAGAGAATGGCACAGTGGACTTAA

TCTTCTTAGTTTACTATTCATGACATGAATTCTACAAATCCCAA

ATTTTAGCTTAACC

C/T GAAATAAACCAGAAACAAATGGTACTTATTATATAATTGTTTA

ATATTCAACCAATGAACTTTTTATCACAATTTTTTTACCGTTAA

AATATTATTCTTA

Ca_LG_7:9520523 AGACCACGGTCTCAATTTGCAAGCATGACAAAGCCTTTGAACT

TTCCAAATTATCTTTAGTTTTTGGATCATAGGTAGGTTCAGGT

GGCTGCACTGCAGC

C/A CAAGGAAGATGTCTCCACAACAGGATCTGGGTGTGGAGGTC

CAATAGATACTTTTGGTGGTCTCTGCATATGGAGACAATTTA

ATACCACAATAGTGTGC

Ca_LG_7:9520544 AGCATGACAAAGCCTTTGAACTTTCCAAATTATCTTTAGTTTTT

GGATCATAGGTAGGTTCAGGTGGCTGCACTGCAGCCAAGGA

AGATGTCTCCACAAC

C/T AGGATCTGGGTGTGGAGGTCCAATAGATACTTTTGGTGGTC

TCTGCATATGGAGACAATTTAATACCACAATAGTGTGCTTGC

GTATTTTGAAATAACAA

Ca_LG_7:9520545 GCATGACAAAGCCTTTGAACTTTCCAAATTATCTTTAGTTTTTG

GATCATAGGTAGGTTCAGGTGGCTGCACTGCAGCCAAGGAA

GATGTCTCCACAACA

A/T GGATCTGGGTGTGGAGGTCCAATAGATACTTTTGGTGGTCT

CTGCATATGGAGACAATTTAATACCACAATAGTGTGCTTGCG

TATTTTGAAATAACAAA

Ca_LG_7:9520557 CTTTGAACTTTCCAAATTATCTTTAGTTTTTGGATCATAGGTAG

GTTCAGGTGGCTGCACTGCAGCCAAGGAAGATGTCTCCACAA

CAGGATCTGGGTGT

T/C GGAGGTCCAATAGATACTTTTGGTGGTCTCTGCATATGGAG

ACAATTTAATACCACAATAGTGTGCTTGCGTATTTTGAAATAA

CAAACTTCTAGCATAC
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Ca_LG_7:9881077 CAAATGCATAATGATAGTAGGGTTGAGATATCCTCGCCCTCC

GAACCCAAACGTGAAGGTCTCCCCTCATCTGAATCTTTGCAG

GGGAATCTCCACTCAT

T/C TGCTTCCCTTAATATCCTCCACCACATCATGGTGGTTTACAG

GAGATCCCAGAGGCTCGCTCAGAAAGGCTGTTACCATACAT

TTTGGCACAACTTTACT

Ca_LG_7:9881086 AATGATAGTAGGGTTGAGATATCCTCGCCCTCCGAACCCAAA

CGTGAAGGTCTCCCCTCATCTGAATCTTTGCAGGGGAATCTC

CACTCATTGCTTCCCT

T/C TAATATCCTCCACCACATCATGGTGGTTTACAGGAGATCCCA

GAGGCTCGCTCAGAAAGGCTGTTACCATACATTTTGGCACA

ACTTTACTCAAGTAGCC

Ca_LG_7:9881110 TCGCCCTCCGAACCCAAACGTGAAGGTCTCCCCTCATCTGAA

TCTTTGCAGGGGAATCTCCACTCATTGCTTCCCTTAATATCCT

CCACCACATCATGGT

T/G GGTTTACAGGAGATCCCAGAGGCTCGCTCAGAAAGGCTGTT

ACCATACATTTTGGCACAACTTTACTCAAGTAGCCACTAGAC

TCACTATAGTAGTTCGT

Ca_LG_7:9881140 CCCTCATCTGAATCTTTGCAGGGGAATCTCCACTCATTGCTTC

CCTTAATATCCTCCACCACATCATGGTGGTTTACAGGAGATCC

CAGAGGCTCGCTCA

A/G GAAAGGCTGTTACCATACATTTTGGCACAACTTTACTCAAGT

AGCCACTAGACTCACTATAGTAGTTCGTTCGTCTGTCCTTGT

TGAAATCAATGCTTTT

Ca_LG_7:9881265 CACAACTTTACTCAAGTAGCCACTAGACTCACTATAGTAGTTC

GTTCGTCTGTCCTTGTTGAAATCAATGCTTTTCATTCTTTTGTG

CTCTAGAAATTGT

T/C GCTCCCTAGACAAACCATGTAGTTAGGTAGAGACAATCAATA

CACTTATACGCAATGAAGGGAATCTGGGATCCCTATCGATAT

AAAAAACGAATAATAT

Ca_LG_7:9881375 CAAACCATGTAGTTAGGTAGAGACAATCAATACACTTATACGC

AATGAAGGGAATCTGGGATCCCTATCGATATAAAAAACGAATA

ATATGTGTATAGAT

T/G AAGCTACCTTTCTCACACTCAATAGATATATCTGGTACAGTTA

AGTACAATACGAGACAATGGAATGCTATGGGATGGATGGTA

TAGGGTTGTTTGTGCC

Ca_LG_7:9881390 GGTAGAGACAATCAATACACTTATACGCAATGAAGGGAATCT

GGGATCCCTATCGATATAAAAAACGAATAATATGTGTATAGAT

AAGCTACCTTTCTCA

A/T CACTCAATAGATATATCTGGTACAGTTAAGTACAATACGAGA

CAATGGAATGCTATGGGATGGATGGTATAGGGTTGTTTGTG

CCCAAAAGTGACGATTC

Ca_LG_7:9881403 AATACACTTATACGCAATGAAGGGAATCTGGGATCCCTATCGA

TATAAAAAACGAATAATATGTGTATAGATAAGCTACCTTTCTCA

CACTCAATAGATA

A/G TATCTGGTACAGTTAAGTACAATACGAGACAATGGAATGCTA

TGGGATGGATGGTATAGGGTTGTTTGTGCCCAAAAGTGACG

ATTCTCTTGCCCCCTTG

Ca_LG_7:9881414 ACGCAATGAAGGGAATCTGGGATCCCTATCGATATAAAAAAC

GAATAATATGTGTATAGATAAGCTACCTTTCTCACACTCAATA

GATATATCTGGTACA

A/G GTTAAGTACAATACGAGACAATGGAATGCTATGGGATGGAT

GGTATAGGGTTGTTTGTGCCCAAAAGTGACGATTCTCTTGCC

CCCTTGTCCATAAGGAC

Ca_LG_7:9881417 CAATGAAGGGAATCTGGGATCCCTATCGATATAAAAAACGAAT

AATATGTGTATAGATAAGCTACCTTTCTCACACTCAATAGATAT

ATCTGGTACAGTT

T/A AAGTACAATACGAGACAATGGAATGCTATGGGATGGATGGT

ATAGGGTTGTTTGTGCCCAAAAGTGACGATTCTCTTGCCCCC

TTGTCCATAAGGACCTT

Ca_LG_7:9881418 AATGAAGGGAATCTGGGATCCCTATCGATATAAAAAACGAATA

ATATGTGTATAGATAAGCTACCTTTCTCACACTCAATAGATATA

TCTGGTACAGTTA

A/C AGTACAATACGAGACAATGGAATGCTATGGGATGGATGGTA

TAGGGTTGTTTGTGCCCAAAAGTGACGATTCTCTTGCCCCCT

TGTCCATAAGGACCTTG

Ca_LG_7:9881434 GATCCCTATCGATATAAAAAACGAATAATATGTGTATAGATAA

GCTACCTTTCTCACACTCAATAGATATATCTGGTACAGTTAAG

TACAATACGAGACA

A/G ATGGAATGCTATGGGATGGATGGTATAGGGTTGTTTGTGCC

CAAAAGTGACGATTCTCTTGCCCCCTTGTCCATAAGGACCTT

GTGGCATACATGTGAAA
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Ca_LG_7:10260548 TTTCAAGTTAATTTCATTGAACCTTATCTGGCTCAACCCACAG

GTCAGATTTCAAAAAAACCTATCGATATACTTGTTTTGATGTAG

CGTAAATGCCTGA

A/C TGTAGATGCTATCACTTATTCTGCCTCGGTCGGATGTTGCCT

TAGTTGATGTGATAGAATCCCCCTTGCTTCCTAATCATTTACT

ATGGTCTTGCTCAGT

Ca_LG_7:10264601 ATATTCAATTCCATTCCTCCATAACCATGCTTTCCAACTCGATC

CAGCTCTCAAACTATACGATCCTCGTCACCAGTCAGCAGCTA

ATACTGATAGCTCA

A/C TGCGGACCCTTGCCTTCCATCTTCCTTCCTAGGCTCGGATGT

TACATCCGAATGTTGCAGCCTAGTCAAATCGGTATTTCCCCG

CCTACCATTAAATCAA

Ca_LG_7:10264620 CATAACCATGCTTTCCAACTCGATCCAGCTCTCAAACTATACG

ATCCTCGTCACCAGTCAGCAGCTAATACTGATAGCTCATGCG

GACCCTTGCCTTCCA

A/C TCTTCCTTCCTAGGCTCGGATGTTACATCCGAATGTTGCAGC

CTAGTCAAATCGGTATTTCCCCGCCTACCATTAAATCAAAAT

AAAGAAGTAGGGGCTT

Ca_LG_7:10266295 GAATGCTTAGCTCAGAACCTAAACTACTGGCTTTCTCGCATTG

AAGGTATCTGTTGAGGGAATCTATCCCAAAGGTAGGTCCAAG

GCTGCTTAATGAGCA

A/G CCCCTTGAAAGAACAAGAGCTGCATTCATCCCACCTGCGGA

AGTCTCTTAACCACCTATAAATGTCCCTTTTTGGCTAGTATTA

TCCAAAATCTAGAAAG

Ca_LG_7:10267740 CTAGACTAATAAGGCGAGACTTAGGGACCTAGCTAGATTCAC

TAGCACCGTCTACTCTCACAGCGGATAGGGATTCCGTTCCCT

TTCTAATTGTAAGAGT

T/C TGCTACGGATATAAGTCCCACAGACCCCCCTTCTCGAGCTTA

TTCTTTTTAAGAGACTGATGCCAGCTATGAATATACGATCGA

ATGCGCTCTTGTCTAT

Ca_LG_7:10267765 GACCTAGCTAGATTCACTAGCACCGTCTACTCTCACAGCGGA

TAGGGATTCCGTTCCCTTTCTAATTGTAAGAGTTGCTACGGAT

ATAAGTCCCACAGAC

C/T CCCCCTTCTCGAGCTTATTCTTTTTAAGAGACTGATGCCAGC

TATGAATATACGATCGAATGCGCTCTTGTCTATTTTTAGGTTT

CTTACTTTTATTTTT

Ca_LG_7:10267806 ATAGGGATTCCGTTCCCTTTCTAATTGTAAGAGTTGCTACGGA

TATAAGTCCCACAGACCCCCCTTCTCGAGCTTATTCTTTTTAA

GAGACTGATGCCAG

G/A CTATGAATATACGATCGAATGCGCTCTTGTCTATTTTTAGGTT

TCTTACTTTTATTTTTGCATTTTCTCTTTAAAGCCTTCCCCAAC

GAAACAAATGATG

Ca_LG_7:10282318 CGGGCAGGAGTGGGACATTCCATAAAAATATTTCTGATCCTCT

AGCTCTCACTCCTTGCCCTATTCGGTCAAGCAGCTTCACTCCT

CTCAAATCCTATTA

A/T TTTCATCGACAAGTAGGGTTAATTATAAGGTTCCTTATTCTG

GTTGTCAAGCTGAAGAAGAGGGAGAAAGAATGGGCACAACC

CCACCAGCAGCCCGTGT

Ca_LG_7:10282330 GGACATTCCATAAAAATATTTCTGATCCTCTAGCTCTCACTCC

TTGCCCTATTCGGTCAAGCAGCTTCACTCCTCTCAAATCCTAT

TATTTCATCGACAA

A/G GTAGGGTTAATTATAAGGTTCCTTATTCTGGTTGTCAAGCTG

AAGAAGAGGGAGAAAGAATGGGCACAACCCCACCAGCAGC

CCGTGTTTTCGACCTGAA

Ca_LG_7:10282343 AAATATTTCTGATCCTCTAGCTCTCACTCCTTGCCCTATTCGG

TCAAGCAGCTTCACTCCTCTCAAATCCTATTATTTCATCGACA

AGTAGGGTTAATTA

A/C TAAGGTTCCTTATTCTGGTTGTCAAGCTGAAGAAGAGGGAG

AAAGAATGGGCACAACCCCACCAGCAGCCCGTGTTTTCGAC

CTGAAAGGAATGGAAAAT

Ca_LG_7:10282399 CTCCTCTCAAATCCTATTATTTCATCGACAAGTAGGGTTAATTA

TAAGGTTCCTTATTCTGGTTGTCAAGCTGAAGAAGAGGGAGA

AAGAATGGGCACAA

A/G CCCCACCAGCAGCCCGTGTTTTCGACCTGAAAGGAATGGAA

AATGAAATAAGAATTCGTGTTCACTATCTATGGAGCGGAGTG

TCTATCCTTAATCTCCT

Ca_LG_7:10341739 TCATAGGGTCTTTCTGTCCAGGTGCAGGTAGTCCGCATCTTC

ACAGACATGTCTATTTCACCGAGCCTCTCTCCGAGACAGTGC

CCAGATCGTTACGCCT

T/A TTCGTGCGGGTCGGAACTTACCCGACAAGGAATTTCGCTAC

CTTAGGACCGTTATAGTTACGGCCGCCGTTCACCGGGGCTT

CGGTCGCTGGCTTCCCTG
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Ca_LG_7:10341747 TCTTTCTGTCCAGGTGCAGGTAGTCCGCATCTTCACAGACAT

GTCTATTTCACCGAGCCTCTCTCCGAGACAGTGCCCAGATCG

TTACGCCTTTCGTGCG

G/A GGTCGGAACTTACCCGACAAGGAATTTCGCTACCTTAGGAC

CGTTATAGTTACGGCCGCCGTTCACCGGGGCTTCGGTCGCT

GGCTTCCCTGTCATCAGG

Ca_LG_7:10478324 AGATCCAATTGATGATGCTCCTCGTGCATATGCAGCAAATATA

TACAATCCACAAGTCAACTATGATCTATCATCTAACAGGTACA

ATCCTGGTTGGAGA

A/G AACCATCCCAACCTGAGATGGGAGAATTCATCTGCACAACAT

CAACGTAGGCAGCATCAACAACAAAATATTCCTCAAAAAAAA

AATGCACCTCCATTAG

Ca_LG_7:10503469 AGCACTTTATTCCTTTGTGGTGGCCTTTGCAGCCACAAAAGGT

AACAGTCTCAGGCGTTTGTGGCGGCCTGTGCAGCCACAAATG

GACATATCCCTTCAG

G/A GCTTTTGTGGCGGATTTGACCCTCACAAATTTTAGATTTTGT

GGCTGAAAAAGCCCTCACAAAAATTTTAAAAATTTAAGTGGA

TTTTGTGGCTGCTTAA

Ca_LG_7:10503482 TTTGTGGTGGCCTTTGCAGCCACAAAAGGTAACAGTCTCAGG

CGTTTGTGGCGGCCTGTGCAGCCACAAATGGACATATCCCTT

CAGGCTTTTGTGGCGG

G/A ATTTGACCCTCACAAATTTTAGATTTTGTGGCTGAAAAAGCC

CTCACAAAAATTTTAAAAATTTAAGTGGATTTTGTGGCTGCTT

AAGCCCTCACAAAAT

Ca_LG_7:10503536 CCTGTGCAGCCACAAATGGACATATCCCTTCAGGCTTTTGTG

GCGGATTTGACCCTCACAAATTTTAGATTTTGTGGCTGAAAAA

GCCCTCACAAAAATT

T/C TTAAAAATTTAAGTGGATTTTGTGGCTGCTTAAGCCCTCACA

AAATCACAGCGTTGTGATTTTGTGAGGGCTTAGGCAGCCAA

AAATTCCACCTAAATTT

Ca_LG_7:11185996 CAACCCTGCATTCCAGTATCCTATGATGCCAGCATGTAGAGC

TACAACGGCTTCCCCTATCTTTGTTGCAGCTCCCGCCGAGAA

AGGAAACTTTGTTGTC

C/T GACTTTCTCATGGGTGGAGTTTCAGCTGCTGTGTCTAAAACT

GCTGCTGCTCCAATTGAACGAATTAAGCTTTTGATCCAGAAC

CAAGATGAGATGATTA

Ca_LG_7:11292544 TGTAACGGATGGTGGTGTTGAGCAGAAATATCCTGCTAAGGA

CTGTGCTTCGAGTGAAAAAAACTTTTGTTGCTGCCGTGCTAGC

TGCATTCGCATTTCA

A/C CGATTCTCCTTTTGTAGCTCAAGTACTAGCTTGGCCTGGTAT

GTTCCTGTTTCAGTTACTGGAAATAGATCCTCATTTGCGTCA

TTTGCCTGCACCCATG

Ca_LG_7:11293067 GCTGCATGTTCCTCCTAGTGAATCTTTGAGAAGCTGAGTCAAT

TTTGAATTTCGGTATGGTATATGCTTCTTTCCATCTACAAGAG

CATTGATGCAGCTA

A/G CTTAGTGCAAGAAGAGACCGGTTAATGTTGGCACCCTCAAG

AGATCTAAGTGTTATTTGATATGTGGCAAGAGCTCTCTCTGA

CCCTGCAAGATCAACCA

Ca_LG_7:11293088 ATCTTTGAGAAGCTGAGTCAATTTTGAATTTCGGTATGGTATA

TGCTTCTTTCCATCTACAAGAGCATTGATGCAGCTACTTAGTG

CAAGAAGAGACCGG

G/A TTAATGTTGGCACCCTCAAGAGATCTAAGTGTTATTTGATAT

GTGGCAAGAGCTCTCTCTGACCCTGCAAGATCAACCAACGA

GAGCTTTCCCACATTTT

Ca_LG_7:11293446 TGAAGATGTTTCATTTGCACGAGTTGGTTCTGTAGTTCTGTTA

TGATTTCCTTGCTGAAGCAATATCATCACCTGAAGCAGCAAAA

GCAAATTAAAACTC

C/T AAAAAATTCATTCAGCAATCTTCCAATATACCAGAATTGTTCA

AAATATTACTTCATCAGTAGAGTAAACTCTGTATTGTGTAAGA

CCTACTGCCACAAT

Ca_LG_7:11293453 GTTTCATTTGCACGAGTTGGTTCTGTAGTTCTGTTATGATTTC

CTTGCTGAAGCAATATCATCACCTGAAGCAGCAAAAGCAAATT

AAAACTCAAAAAAT

T/A TCATTCAGCAATCTTCCAATATACCAGAATTGTTCAAAATATT

ACTTCATCAGTAGAGTAAACTCTGTATTGTGTAAGACCTACT

GCCACAATCCCCTAA

Ca_LG_7:11293484 TGTTATGATTTCCTTGCTGAAGCAATATCATCACCTGAAGCAG

CAAAAGCAAATTAAAACTCAAAAAATTCATTCAGCAATCTTCCA

ATATACCAGAATT

T/G GTTCAAAATATTACTTCATCAGTAGAGTAAACTCTGTATTGTG

TAAGACCTACTGCCACAATCCCCTAAAATATAGTTAGACAAG

GTACGATCAGATTGT
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Ca_LG_7:11333084 AGAATGTTTTTGCTGTCGCAGTTGCAACAGAATATTCTTTCCC

TGAGGATGACAAGGTCAAGGAGTTCCTAAAGGACCCAAGCAA

GTTTGCTGTAGCTGT

T/C AGTTGCTTCCCCAGCTGCTGATTCTGGTACTGCCCCTTCTGC

TGCTGCCAAGGAGGAGGAGAAGAAGGATGAATTGATGGTAT

AGTCTATGTTACTGATC

Ca_LG_7:11333092 TTTGCTGTCGCAGTTGCAACAGAATATTCTTTCCCTGAGGATG

ACAAGGTCAAGGAGTTCCTAAAGGACCCAAGCAAGTTTGCTG

TAGCTGTAGTTGCTT

T/G CCCCAGCTGCTGATTCTGGTACTGCCCCTTCTGCTGCTGCC

AAGGAGGAGGAGAAGAAGGATGAATTGATGGTATAGTCTAT

GTTACTGATCCTGGATTT

Ca_LG_7:11882749 CTATTTTTACAAAAGATATGAAGGCTGTGAGGGTGTTCTTGAA

CACTGAATCCCTGTATTTCATACCCATCGGGAACTTGCCCAG

GCTGCGCAACCTCTA

A/G GTTGAGGTGTGGGCTTTCCTCTGGGATGTTCTAAGTCCCTAA

AGATAGACTCCCCACTTATGCCCAAGGAATTTCTTTTGAGCG

CACCATGAAGCCGTTG

Ca_LG_7:11882759 AAAAGATATGAAGGCTGTGAGGGTGTTCTTGAACACTGAATC

CCTGTATTTCATACCCATCGGGAACTTGCCCAGGCTGCGCAA

CCTCTAGTTGAGGTGT

T/C GGGCTTTCCTCTGGGATGTTCTAAGTCCCTAAAGATAGACTC

CCCACTTATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAG

CCGTTGACTAATTCCC

Ca_LG_7:11882765 TATGAAGGCTGTGAGGGTGTTCTTGAACACTGAATCCCTGTAT

TTCATACCCATCGGGAACTTGCCCAGGCTGCGCAACCTCTAG

TTGAGGTGTGGGCTT

T/C TCCTCTGGGATGTTCTAAGTCCCTAAAGATAGACTCCCCACT

TATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAGCCGTTG

ACTAATTCCCTAAGAA

Ca_LG_7:11882771 GGCTGTGAGGGTGTTCTTGAACACTGAATCCCTGTATTTCATA

CCCATCGGGAACTTGCCCAGGCTGCGCAACCTCTAGTTGAGG

TGTGGGCTTTCCTCT

T/C GGGATGTTCTAAGTCCCTAAAGATAGACTCCCCACTTATGCC

CAAGGAATTTCTTTTGAGCGCACCATGAAGCCGTTGACTAAT

TCCCTAAGAAGGCTGT

Ca_LG_7:11882775 GTGAGGGTGTTCTTGAACACTGAATCCCTGTATTTCATACCCA

TCGGGAACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGTGTG

GGCTTTCCTCTGGGA

A/C TGTTCTAAGTCCCTAAAGATAGACTCCCCACTTATGCCCAAG

GAATTTCTTTTGAGCGCACCATGAAGCCGTTGACTAATTCCC

TAAGAAGGCTGTGAAT

Ca_LG_7:11882781 GTGTTCTTGAACACTGAATCCCTGTATTTCATACCCATCGGGA

ACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGTGTGGGCTTT

CCTCTGGGATGTTCT

T/C AAGTCCCTAAAGATAGACTCCCCACTTATGCCCAAGGAATTT

CTTTTGAGCGCACCATGAAGCCGTTGACTAATTCCCTAAGAA

GGCTGTGAATTTATTT

Ca_LG_7:11882802 CTGTATTTCATACCCATCGGGAACTTGCCCAGGCTGCGCAAC

CTCTAGTTGAGGTGTGGGCTTTCCTCTGGGATGTTCTAAGTC

CCTAAAGATAGACTCC

C/G CCACTTATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAGC

CGTTGACTAATTCCCTAAGAAGGCTGTGAATTTATTTATGAA

AACAACTCTGTTTAAA

Ca_LG_7:11882805 TATTTCATACCCATCGGGAACTTGCCCAGGCTGCGCAACCTC

TAGTTGAGGTGTGGGCTTTCCTCTGGGATGTTCTAAGTCCCT

AAAGATAGACTCCCCA

A/G CTTATGCCCAAGGAATTTCTTTTGAGCGCACCATGAAGCCGT

TGACTAATTCCCTAAGAAGGCTGTGAATTTATTTATGAAAAC

AACTCTGTTTAAAACC

Ca_LG_7:11882815 CCATCGGGAACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGT

GTGGGCTTTCCTCTGGGATGTTCTAAGTCCCTAAAGATAGACT

CCCCACTTATGCCCA

A/G AGGAATTTCTTTTGAGCGCACCATGAAGCCGTTGACTAATTC

CCTAAGAAGGCTGTGAATTTATTTATGAAAACAACTCTGTTTA

AAACCACAACAACAC

Ca_LG_7:11882816 CATCGGGAACTTGCCCAGGCTGCGCAACCTCTAGTTGAGGTG

TGGGCTTTCCTCTGGGATGTTCTAAGTCCCTAAAGATAGACTC

CCCACTTATGCCCAA

A/G GGAATTTCTTTTGAGCGCACCATGAAGCCGTTGACTAATTCC

CTAAGAAGGCTGTGAATTTATTTATGAAAACAACTCTGTTTAA

AACCACAACAACACA
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Ca_LG_7:11882828 GCCCAGGCTGCGCAACCTCTAGTTGAGGTGTGGGCTTTCCTC

TGGGATGTTCTAAGTCCCTAAAGATAGACTCCCCACTTATGCC

CAAGGAATTTCTTTT

T/C GAGCGCACCATGAAGCCGTTGACTAATTCCCTAAGAAGGCT

GTGAATTTATTTATGAAAACAACTCTGTTTAAAACCACAACAA

CACATGTGAGAAATTT

Ca_LG_7:11882839 GCAACCTCTAGTTGAGGTGTGGGCTTTCCTCTGGGATGTTCT

AAGTCCCTAAAGATAGACTCCCCACTTATGCCCAAGGAATTTC

TTTTGAGCGCACCAT

T/G GAAGCCGTTGACTAATTCCCTAAGAAGGCTGTGAATTTATTT

ATGAAAACAACTCTGTTTAAAACCACAACAACACATGTGAGA

AATTTCCAAAATATTG

Ca_LG_7:12548370 GGTGAACTGGGAATCATTCAAAAGGAAGTTTTTAGACAAATAC

TTTCCGATGAGTACCAGGACTAAACTGGGTGATGATTTTCTGA

AGCTTCACCAGGGG

G/A AGCATGACCGTGGGCGAATATGCTGCTAAGTTTGAATCGCT

ATCAAGGCATTTCATGCTCTTCCGTGAAGAAATTGATGAACC

ATTCATGTGTCATCGTT

Ca_LG_7:12552938 TGTAAGCTTTTATGTGCCCAAAAAGAACCAAGCAAATCCACCA

CCTTCAAAGGGTCTTCAAGTTCAAAAATGGAAAAATGTGTATG

CAGTATTTAGACAG

G/A TTTGCTGGATATGTGAATGACAAAAATGTTGCAGAACAAGCT

GCAACATTGAAGGATAGTATCAATGGTACTAAATGGCTATCT

GCTATTGAAAAAAGTC

Ca_LG_7:12552943 GCTTTTATGTGCCCAAAAAGAACCAAGCAAATCCACCACCTTC

AAAGGGTCTTCAAGTTCAAAAATGGAAAAATGTGTATGCAGTA

TTTAGACAGTTTGC

C/G TGGATATGTGAATGACAAAAATGTTGCAGAACAAGCTGCAAC

ATTGAAGGATAGTATCAATGGTACTAAATGGCTATCTGCTAT

TGAAAAAAGTCATAAA

Ca_LG_7:12552970 CAAATCCACCACCTTCAAAGGGTCTTCAAGTTCAAAAATGGAA

AAATGTGTATGCAGTATTTAGACAGTTTGCTGGATATGTGAAT

GACAAAAATGTTGC

C/T AGAACAAGCTGCAACATTGAAGGATAGTATCAATGGTACTAA

ATGGCTATCTGCTATTGAAAAAAGTCATAAAGCTCCTAATTTC

TATGTGGCTCGGTAT

Ca_LG_7:14030720 ATAAAATATTCATTGATTACTGGTTAACGTGATAAACAGAATAA

CAGTGAAGTATCAAAAGAAAAATATGGATGGCAGGCTACGCT

CACGTCCTTATACA

A/G AAAACCAACAAAATAATAATAGGGATAACAAATAGGGATATT

AGCTAGTAGTGATAGCATGCAGTAAAATCTTTATAAAATAATA

AATAAAAAAACAAAG

Ca_LG_7:14571742 CGGTGTTTGTTGGTTTTGGATGCGCACTAGAGAGGAGGCAGC

TGGTGTTGACACATCTGTAACAGAGTAAAAAAAAAATAGACAG

AATAGTGACAGCTGA

A/G TGTAAAGCACAGTTGTGTTTGTAAGAAAAAAAAAGTCACTGG

AAAAACGCATAAGGAAGGCAGCGCTTTTAAGGCAGCTGTAG

CGTTGTGGCTGGTTGCT

Ca_LG_7:14571761 ATGCGCACTAGAGAGGAGGCAGCTGGTGTTGACACATCTGTA

ACAGAGTAAAAAAAAAATAGACAGAATAGTGACAGCTGATGTA

AAGCACAGTTGTGTT

T/C TGTAAGAAAAAAAAAGTCACTGGAAAAACGCATAAGGAAGG

CAGCGCTTTTAAGGCAGCTGTAGCGTTGTGGCTGGTTGCTA

GAAAGGCAGGCGGAGTTG

Ca_LG_7:14571764 CGCACTAGAGAGGAGGCAGCTGGTGTTGACACATCTGTAACA

GAGTAAAAAAAAAATAGACAGAATAGTGACAGCTGATGTAAA

GCACAGTTGTGTTTGT

T/A AAGAAAAAAAAAGTCACTGGAAAAACGCATAAGGAAGGCAG

CGCTTTTAAGGCAGCTGTAGCGTTGTGGCTGGTTGCTAGAA

AGGCAGGCGGAGTTGACA

Ca_LG_7:14571783 CTGGTGTTGACACATCTGTAACAGAGTAAAAAAAAAATAGACA

GAATAGTGACAGCTGATGTAAAGCACAGTTGTGTTTGTAAGAA

AAAAAAAGTCACTG

G/T GAAAAACGCATAAGGAAGGCAGCGCTTTTAAGGCAGCTGTA

GCGTTGTGGCTGGTTGCTAGAAAGGCAGGCGGAGTTGACA

GTGACAGATGATTGTATGA

Ca_LG_7:14694733 CTTAAGCAACCACAAAATCCACTTTAATTTTTAAGATTTTTGTG

AGGGCTTTTTAGCCACAAAATTTAAAATTTGTGAGGGTCAAAT

CCGTCACAAAAGC

C/T CTGAACTGACATGTCCATTTGTGGCTGCATAGGCCGCCACA

AACGCATGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCC

ACAAAGGAATAAAGTGCT
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Ca_LG_7:14694780 GCTTTTTAGCCACAAAATTTAAAATTTGTGAGGGTCAAATCCG

TCACAAAAGCCTGAACTGACATGTCCATTTGTGGCTGCATAG

GCCGCCACAAACGCA

A/T TGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCCACAAAG

GAATAAAGTGCTACGTGTTTTTCTGGCCGTCCAGGCTACCAC

AAATATTTATATCCATT

Ca_LG_7:14694809 GAGGGTCAAATCCGTCACAAAAGCCTGAACTGACATGTCCAT

TTGTGGCTGCATAGGCCGCCACAAACGCATGAGACCGTTACC

TTTTGTGGCTGCAAAT

T/G GCCGCCACAAAGGAATAAAGTGCTACGTGTTTTTCTGGCCG

TCCAGGCTACCACAAATATTTATATCCATTACATCTTGTGGC

GGCAAAGGCCGCCACAA

Ca_LG_7:14694833 CTGAACTGACATGTCCATTTGTGGCTGCATAGGCCGCCACAA

ACGCATGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCCAC

AAAGGAATAAAGTGCT

T/A ACGTGTTTTTCTGGCCGTCCAGGCTACCACAAATATTTATAT

CCATTACATCTTGTGGCGGCAAAGGCCGCCACAAACGCCCA

AAGGACCGTTGCCAGTT

Ca_LG_7:14694835 GAACTGACATGTCCATTTGTGGCTGCATAGGCCGCCACAAAC

GCATGAGACCGTTACCTTTTGTGGCTGCAAATGCCGCCACAA

AGGAATAAAGTGCTAC

C/T GTGTTTTTCTGGCCGTCCAGGCTACCACAAATATTTATATCC

ATTACATCTTGTGGCGGCAAAGGCCGCCACAAACGCCCAAA

GGACCGTTGCCAGTTGT

Ca_LG_7:15469155 TGGTTGGTATACTCCTAAAAAGATATCAGCTTCGTTACAGTGG

CCGAAGGACTCACCTGTAGTAAGAAGCAAAAATTATGTCATTT

CATACAAGAAGCAA

A/G ATTGGATGGAAATTTGTTCCTATGTTTCATCGTCTTTTGCAG

GCTGTTCCGTATACTTTCTGCTGCTGCTAGACTTCATATTTG

GTATTAAGAATCTTCA

Ca_LG_7:15469169 CTAAAAAGATATCAGCTTCGTTACAGTGGCCGAAGGACTCAC

CTGTAGTAAGAAGCAAAAATTATGTCATTTCATACAAGAAGCA

AATTGGATGGAAATT

T/A TGTTCCTATGTTTCATCGTCTTTTGCAGGCTGTTCCGTATACT

TTCTGCTGCTGCTAGACTTCATATTTGGTATTAAGAATCTTCA

GATTTCATTCTTTG

Ca_LG_7:15469173 AAAGATATCAGCTTCGTTACAGTGGCCGAAGGACTCACCTGT

AGTAAGAAGCAAAAATTATGTCATTTCATACAAGAAGCAAATT

GGATGGAAATTTGTT

T/C CCTATGTTTCATCGTCTTTTGCAGGCTGTTCCGTATACTTTCT

GCTGCTGCTAGACTTCATATTTGGTATTAAGAATCTTCAGATT

TCATTCTTTGTTTG

Ca_LG_7:15469177 ATATCAGCTTCGTTACAGTGGCCGAAGGACTCACCTGTAGTA

AGAAGCAAAAATTATGTCATTTCATACAAGAAGCAAATTGGAT

GGAAATTTGTTCCTA

A/G TGTTTCATCGTCTTTTGCAGGCTGTTCCGTATACTTTCTGCT

GCTGCTAGACTTCATATTTGGTATTAAGAATCTTCAGATTTCA

TTCTTTGTTTGATAC

Ca_LG_7:15584199 TTCCAACAACTCCGTCAGCATCGGTAACGGATTGGAGGTGAA

AACAGCAAGCTTCAAGGGCAGCATTACAAGCAGAAACATCAG

GTATCATGAAATCAAA

A/G CTTCTCATCGGAAGCAACCCTGCAATTATGGATGAAAAATCT

GTTACGGAAGAGAGAGGTGAGAAGTGAAAAAGCAGGGGGA

GCAGTGTTGGCAGATTTC

Ca_LG_7:17162291 CAACTAAAATTGTTTTCCCCAAATTCCTTAAAATTATGGTTCTA

AATTTCTAGGTTTTGAAGTATCAATGTCAACTGTGAACATGTC

TTACAGCAGCGAC

C/T GGAACCAAATCGTGCCGTTACCCACGGCCACAATCATCTCC

AATTTAAGATGCTGCTATTGTTTAACACAGTCATTCATAATTA

TTATGAAATTTTTTTA

Ca_LG_7:17601974 GAGCCCCAATCGTTGTCTTCTCCTTCTCGCCGTTCTCACTCAA

AACTGTCGTTCTCACCGTTCTAGCCGTCAATCAATCAGCTGCA

CTCGCCGTCGAACC

C/T AGTCGCGCACTCACCGTCGAACCGGAGCTGCACTCGCCGT

CGAACCGGAGCTGCACTCGTCGTCGAACCAGTCGCGCCGT

CGAACCCGAGCTGCACTCAC

Ca_LG_7:17602002 GCCGTTCTCACTCAAAACTGTCGTTCTCACCGTTCTAGCCGTC

AATCAATCAGCTGCACTCGCCGTCGAACCAGTCGCGCACTCA

CCGTCGAACCGGAGC

C/T TGCACTCGCCGTCGAACCGGAGCTGCACTCGTCGTCGAACC

AGTCGCGCCGTCGAACCCGAGCTGCACTCACCGTCGTTCTC

ACCGTTCTCGCACCACTG
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Ca_LG_7:17602025 TTCTCACCGTTCTAGCCGTCAATCAATCAGCTGCACTCGCCGT

CGAACCAGTCGCGCACTCACCGTCGAACCGGAGCTGCACTC

GCCGTCGAACCGGAGC

C/T TGCACTCGTCGTCGAACCAGTCGCGCCGTCGAACCCGAGCT

GCACTCACCGTCGTTCTCACCGTTCTCGCACCACTGGTAATT

TCTTGAACCACCATTAT

Ca_LG_7:17602034 TTCTAGCCGTCAATCAATCAGCTGCACTCGCCGTCGAACCAG

TCGCGCACTCACCGTCGAACCGGAGCTGCACTCGCCGTCGA

ACCGGAGCTGCACTCGT

T/C CGTCGAACCAGTCGCGCCGTCGAACCCGAGCTGCACTCAC

CGTCGTTCTCACCGTTCTCGCACCACTGGTAATTTCTTGAAC

CACCATTATGTTCTCGCA

Ca_LG_7:20919524 ATATGGGCTCAAACAATCGTCACAAACATATCCAAGGGGGCA

AGTCCATATAGATCTCTTCTTCATGATCTCCATGGAGAAAAAC

ATTTTTTACATCAAA

A/T TTGATGTAAGTTCCAACTATAATTTGCTGCTAGAGATAATATT

ACCTCGTCTGCTTTCATTTTTGCAACCAGAGCAAATGTCTCC

GAGTAATCCACCCCA

Ca_LG_7:20919528 GGGCTCAAACAATCGTCACAAACATATCCAAGGGGGCAAGTC

CATATAGATCTCTTCTTCATGATCTCCATGGAGAAAAACATTTT

TTACATCAAATTGA

A/G TGTAAGTTCCAACTATAATTTGCTGCTAGAGATAATATTACCT

CGTCTGCTTTCATTTTTGCAACCAGAGCAAATGTCTCCGAGT

AATCCACCCCATATG

Ca_LG_7:20919531 CTCAAACAATCGTCACAAACATATCCAAGGGGGCAAGTCCAT

ATAGATCTCTTCTTCATGATCTCCATGGAGAAAAACATTTTTTA

CATCAAATTGATGT

T/C AAGTTCCAACTATAATTTGCTGCTAGAGATAATATTACCTCGT

CTGCTTTCATTTTTGCAACCAGAGCAAATGTCTCCGAGTAAT

CCACCCCATATGTTT

Ca_LG_7:21583375 ATATATGGCAAACCATGTTTGGATGAAAGTTAGAACCAATGCC

AGAGATGCAGCTAAAAAGGCAATCATAGCCCATGGCGTATTG

AAATGAGTGTTGTAA

A/T GCTTGAGCCAACCATGTCTTCCATTTATTTATGTAATGTTTTT

CAATTTGACGCTTGATGAGAATATATTTCTTACTATAGGCCA

CTGCATTTGTGTACG

Ca_LG_7:21583406 AGAACCAATGCCAGAGATGCAGCTAAAAAGGCAATCATAGCC

CATGGCGTATTGAAATGAGTGTTGTAAGCTTGAGCCAACCAT

GTCTTCCATTTATTTA

A/C TGTAATGTTTTTCAATTTGACGCTTGATGAGAATATATTTCTT

ACTATAGGCCACTGCATTTGTGTACGAAGTGTTGCAATACAT

TTTTGTTGGCAAATC

Ca_LG_7:21583440 TCATAGCCCATGGCGTATTGAAATGAGTGTTGTAAGCTTGAG

CCAACCATGTCTTCCATTTATTTATGTAATGTTTTTCAATTTGA

CGCTTGATGAGAAT

T/C ATATTTCTTACTATAGGCCACTGCATTTGTGTACGAAGTGTT

GCAATACATTTTTGTTGGCAAATCGTCCCCTAATTCATTGAA

GAGCTTTGCCAAATCT

Ca_LG_7:21583450 TGGCGTATTGAAATGAGTGTTGTAAGCTTGAGCCAACCATGT

CTTCCATTTATTTATGTAATGTTTTTCAATTTGACGCTTGATGA

GAATATATTTCTTA

A/G CTATAGGCCACTGCATTTGTGTACGAAGTGTTGCAATACATT

TTTGTTGGCAAATCGTCCCCTAATTCATTGAAGAGCTTTGCC

AAATCTTCATCACTTC

Ca_LG_7:21583455 TATTGAAATGAGTGTTGTAAGCTTGAGCCAACCATGTCTTCCA

TTTATTTATGTAATGTTTTTCAATTTGACGCTTGATGAGAATAT

ATTTCTTACTATA

A/C GGCCACTGCATTTGTGTACGAAGTGTTGCAATACATTTTTGT

TGGCAAATCGTCCCCTAATTCATTGAAGAGCTTTGCCAAATC

TTCATCACTTCCAAGC

Ca_LG_7:21921405 GCCATATGGATCCCACAATTGTAAGGAGAAAGGCTCCTTCAC

CACAATCTCCTTTGCTGCCACCGCCGAGATTAACTTGTTAATT

ATTCTGCACAATTGT

T/C ATATGTCCCACATTAGACCGGAATAAGCCACCTTTATTGTGT

TGGACTTGCACACTTTCAGCTTCATTAAGGTCACACAGTAGC

TCAATCTCAGAAACTT

Ca_LG_7:21921419 ACAATTGTAAGGAGAAAGGCTCCTTCACCACAATCTCCTTTGC

TGCCACCGCCGAGATTAACTTGTTAATTATTCTGCACAATTGT

ATATGTCCCACATT

T/C AGACCGGAATAAGCCACCTTTATTGTGTTGGACTTGCACACT

TTCAGCTTCATTAAGGTCACACAGTAGCTCAATCTCAGAAAC

TTAGTGATCAGTCCTA
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Ca_LG_7:21921423 TTGTAAGGAGAAAGGCTCCTTCACCACAATCTCCTTTGCTGCC

ACCGCCGAGATTAACTTGTTAATTATTCTGCACAATTGTATAT

GTCCCACATTAGAC

C/T CGGAATAAGCCACCTTTATTGTGTTGGACTTGCACACTTTCA

GCTTCATTAAGGTCACACAGTAGCTCAATCTCAGAAACTTAG

TGATCAGTCCTACCTT

Ca_LG_7:21921424 TGTAAGGAGAAAGGCTCCTTCACCACAATCTCCTTTGCTGCC

ACCGCCGAGATTAACTTGTTAATTATTCTGCACAATTGTATAT

GTCCCACATTAGACC

C/A GGAATAAGCCACCTTTATTGTGTTGGACTTGCACACTTTCAG

CTTCATTAAGGTCACACAGTAGCTCAATCTCAGAAACTTAGT

GATCAGTCCTACCTTT

Ca_LG_7:21921441 CTTCACCACAATCTCCTTTGCTGCCACCGCCGAGATTAACTTG

TTAATTATTCTGCACAATTGTATATGTCCCACATTAGACCGGA

ATAAGCCACCTTTA

A/T TTGTGTTGGACTTGCACACTTTCAGCTTCATTAAGGTCACAC

AGTAGCTCAATCTCAGAAACTTAGTGATCAGTCCTACCTTTC

GCTTCTTCTAACATGC

Ca_LG_7:22604587 AATTCAAGTGTTGCATCTTTGCTTGAATGCTATTTATAACAGCT

GCAGAATTAAACATCTCAAAAAATGAACTTGGACTCTTCCATT

TGGTTAGGGAATA

A/G CAGGCCTTAATTGCACTTATCCAAATATGCACTCCATCCTTG

AAGACGGTATTCACGAGCTGCCGCAGCCTGATTCTCCGCCT

TGATGATACCGCGTCCC

Ca_LG_7:22646952 CAGGCACTTTGTGGCTGCAAAAGCCCTCACAAAATTTTGTGA

CCAGCTTCTTTGTGGCTGCCAAAAGCCCTCACAAAATCCACCT

TTGTGGCTGATTATA

A/G CCCCTTTGTGAGGGTAAAAGCCCTCACAAAATGCTTGTTTTC

TTGTTGTGAACGGGGGTTCTAGACTTTCTGCATAGCACTTCA

TAAATGCAACTTTGTT

Ca_LG_7:22785096 ACCAGATGATTTTAACCGAATATTTAAAATAAATTTGGATCTGA

TTTTGAATTTGGGCCTTATAACCGGATTTTTTGCACAACCCTA

GCTAGCAGTGTCA

A/G GGCTTTGCTCGCAATTTGAGTGGAACAAAAGACCTGAATTAA

AGTTCAGAGTTCTCTTGTGCTGCTATCTAAAGAATGCAGAGT

AAGTAAGACCCTAACG

Ca_LG_7:22785097 CCAGATGATTTTAACCGAATATTTAAAATAAATTTGGATCTGAT

TTTGAATTTGGGCCTTATAACCGGATTTTTTGCACAACCCTAG

CTAGCAGTGTCAG

G/A GCTTTGCTCGCAATTTGAGTGGAACAAAAGACCTGAATTAAA

GTTCAGAGTTCTCTTGTGCTGCTATCTAAAGAATGCAGAGTA

AGTAAGACCCTAACGA

Ca_LG_7:22785109 AACCGAATATTTAAAATAAATTTGGATCTGATTTTGAATTTGGG

CCTTATAACCGGATTTTTTGCACAACCCTAGCTAGCAGTGTCA

GGCTTTGCTCGCA

A/G ATTTGAGTGGAACAAAAGACCTGAATTAAAGTTCAGAGTTCT

CTTGTGCTGCTATCTAAAGAATGCAGAGTAAGTAAGACCCTA

ACGAGATAAAGATTAA

Ca_LG_7:22785113 GAATATTTAAAATAAATTTGGATCTGATTTTGAATTTGGGCCTT

ATAACCGGATTTTTTGCACAACCCTAGCTAGCAGTGTCAGGCT

TTGCTCGCAATTT

T/C GAGTGGAACAAAAGACCTGAATTAAAGTTCAGAGTTCTCTTG

TGCTGCTATCTAAAGAATGCAGAGTAAGTAAGACCCTAACGA

GATAAAGATTAAAAAA

Ca_LG_7:22785116 TATTTAAAATAAATTTGGATCTGATTTTGAATTTGGGCCTTATA

ACCGGATTTTTTGCACAACCCTAGCTAGCAGTGTCAGGCTTT

GCTCGCAATTTGAG

G/C TGGAACAAAAGACCTGAATTAAAGTTCAGAGTTCTCTTGTGC

TGCTATCTAAAGAATGCAGAGTAAGTAAGACCCTAACGAGAT

AAAGATTAAAAAACCT

Ca_LG_7:22785123 AATAAATTTGGATCTGATTTTGAATTTGGGCCTTATAACCGGA

TTTTTTGCACAACCCTAGCTAGCAGTGTCAGGCTTTGCTCGCA

ATTTGAGTGGAACA

A/T AAAGACCTGAATTAAAGTTCAGAGTTCTCTTGTGCTGCTATC

TAAAGAATGCAGAGTAAGTAAGACCCTAACGAGATAAAGATT

AAAAAACCTACTTCTA

Ca_LG_7:22785143 TGAATTTGGGCCTTATAACCGGATTTTTTGCACAACCCTAGCT

AGCAGTGTCAGGCTTTGCTCGCAATTTGAGTGGAACAAAAGA

CCTGAATTAAAGTTC

C/A AGAGTTCTCTTGTGCTGCTATCTAAAGAATGCAGAGTAAGTA

AGACCCTAACGAGATAAAGATTAAAAAACCTACTTCTAAACA

AGGGCGAGTGAAGTAA
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Ca_LG_7:22815849 AACAATGGTTGTTGCTACAAGTACTGAGGCCTCGAATATTGTT

GTTGTTGGTGAGGCGAGAACTGCTGATGAAACGCAAGAGGAA

ATGAAAATTGTTGCA

A/T GTTGAAATTGTTGTTGTTGCTACTCTTGAAACTTTTGTTTCCA

TTCTTCGTTTAGTTTATCAATTGCTACACGTATCAACTGTTGT

GTCTTTTATTTTTG

Ca_LG_7:24035480 TCTGATTTTGCTGCCATATTCATATAGATATCATATTAAGGATC

ACAAGAAGTATAAACAGATTTATCAGAGGATGCTACGCCTTAC

CGATGCAAGGAGG

G/A TAAATTTTTAAAATGACAATGCAGCTTGTAACTGGAAATGGC

AATGCAGCTTGTAACTGGAAATGGCAATGCACTATGTAATGT

ACGTCCACTAATTAAT

Ca_LG_7:24035496 TATTCATATAGATATCATATTAAGGATCACAAGAAGTATAAACA

GATTTATCAGAGGATGCTACGCCTTACCGATGCAAGGAGGTA

AATTTTTAAAATGA

A/G CAATGCAGCTTGTAACTGGAAATGGCAATGCAGCTTGTAACT

GGAAATGGCAATGCACTATGTAATGTACGTCCACTAATTAAT

CCAAATTTATGCTAAT

Ca_LG_7:24035531 GTATAAACAGATTTATCAGAGGATGCTACGCCTTACCGATGCA

AGGAGGTAAATTTTTAAAATGACAATGCAGCTTGTAACTGGAA

ATGGCAATGCAGCT

T/A TGTAACTGGAAATGGCAATGCACTATGTAATGTACGTCCACT

AATTAATCCAAATTTATGCTAATAATAGTATACTCAAATTCAA

ATTCACATCTTCTAT

Ca_LG_7:24121490 AAGAAGCTAAGACGACAACAGGAAGCAATGACGGCAGCTGG

AACGATGACTCATGGAGAAGATGAAGGCTGGGAAGACAGCG

GCTAGCAAAGACAAGGGC

C/A TGCGATGACATCTGCTGGTTTGCAGCAGAGAAAGATATAAG

AGAATGTGAAGAGAAATAGAATTGGGTTGCTGGTTCAAAGT

GAAGAGGTAAAATAGAGT

Ca_LG_7:24178892 TACTGATGCGATGACAGGGCAACCAAAAGGGTAATAATTTTC

AGATGTTTATGGTCAAGATTTTTGTATTTCTCACTATATTGATT

AACTTTTTTTTGGA

A/G ACAGGGCAGCTTATGTGGAGTTCATGAGTAAAGAAGCAGCA

GATAATGCGTTATCACTGGATGGAACTTCCTTCATGTCACGT

ATTCTTAAGGTATTGGT

Ca_LG_7:24467013 CGATCTATATATTACATTTATAGGGTTATGAAGCTGCTATTGC

AGCTGGAGCTAGAGAAGTAGCTATTTTTGCATCAGCTTCGGA

ATCTTTCTCAAAATC

C/T AAACATTAATTGTAGTATTGAAGAGAGTCTTGCCCGCTATCG

TGCTGTTACTCGTGCTGCTAAAGAGCTCTCAATTCCAGTCCG

AGGGTATGCATTTTTG

Ca_LG_7:24666413 CGTTACCTTTTGTGGCTGCAAAGGCCGCCACAAAAGCCTGAG

CCGTTACCTTTTGTGGCTGCAAAGGCCGCCACAAAATCCCAA

AGTGACGTTGCCATTT

T/A GTGGCCGCCCAGGCCGCCACAAATGCTTATAGTCGTTACCT

TTTGTGTCTGCAAAGGCCGCCACAAACTCCAAAAGGACCGT

TGCCATTTGTGGCCGCCC

Ca_LG_7:24666429 TGCAAAGGCCGCCACAAAAGCCTGAGCCGTTACCTTTTGTGG

CTGCAAAGGCCGCCACAAAATCCCAAAGTGACGTTGCCATTT

GTGGCCGCCCAGGCCG

G/T CCACAAATGCTTATAGTCGTTACCTTTTGTGTCTGCAAAGGC

CGCCACAAACTCCAAAAGGACCGTTGCCATTTGTGGCCGCC

CAAGCCGCCACAAACAC

Ca_LG_7:24666439 GCCACAAAAGCCTGAGCCGTTACCTTTTGTGGCTGCAAAGGC

CGCCACAAAATCCCAAAGTGACGTTGCCATTTGTGGCCGCCC

AGGCCGCCACAAATGC

C/G TTATAGTCGTTACCTTTTGTGTCTGCAAAGGCCGCCACAAAC

TCCAAAAGGACCGTTGCCATTTGTGGCCGCCCAAGCCGCCA

CAAACACATGCCTTTCT

Ca_LG_7:24666446 AAGCCTGAGCCGTTACCTTTTGTGGCTGCAAAGGCCGCCACA

AAATCCCAAAGTGACGTTGCCATTTGTGGCCGCCCAGGCCGC

CACAAATGCTTATAGT

T/C CGTTACCTTTTGTGTCTGCAAAGGCCGCCACAAACTCCAAAA

GGACCGTTGCCATTTGTGGCCGCCCAAGCCGCCACAAACAC

ATGCCTTTCTAACCGTT

Ca_LG_7:24825034 TTGGATGTCAAGACACGCCCCGTATTTAGCAAGGCATGGCTG

ACTTATTTTAGGAGCAGCAGCAGCAGCGACCGATTTTCCCCG

ATCCAGTGTTCTTGCA

A/T GCAACTTTGGCAGCTTTATTACCCTCCAGCCTTTGTAGTTTG

CCAGCTCTATTACCCTCCAATTTTTGAGGTTTGCTGGCTTTTT

TTGGCTGTACGGGTG
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Ca_LG_7:24852480 TGGTGGCTGCCTCTAGTCTAGTAAACTTACCTCTGGTCCAGTA

AACTTGCTTCTAGTGGCTGCCTTTGGTCCAATAATTACACTTG

CCTTTGGTCATTGC

C/G CTCTAGTCTAATAATTATGCCTCTGGTTGCTCCACGCTTATG

ATCAAGTGAAGTTGATTCTGCTTCATACATGGTCAAGAAATC

ATGCCTTTGATTGTTC

Ca_LG_7:24911538 GAGAATCACTTTCATTACTAACATGCTTTGCCCCAACATCATC

ACCAACATTACCAAAAAGAAGAACAATAATTCCAACAAGTGCA

GCAACAAAAGCAGA

A/C TCCAAAAGAAGTTCTAATTTGTCCAGGAACAACTGAAGCAAC

AGTGAAACCCAAACACAAACCAGCAGCTCTAATCCAACCATA

CCAAACACATAAAACA

Ca_LG_7:26684734 GATCCCAGCTCGACGGGGAAGCATAATTAACACAGCTAGTGT

TTGTGGAAGCATAGGTGGTGGTGCTTCACATGCCTGTACAAG

TTCAAAGCACGCCGTC

C/T TTAGGTCTAATGAAAAACACGGCGGTCGAGCTTGGACCGTA

CGGTATTCGGGTGAATTGTGTGTCACCTTATGTTGTTGCAAC

CCCATTGGCTAAGAAAT

Ca_LG_7:26684748 GGGGAAGCATAATTAACACAGCTAGTGTTTGTGGAAGCATAG

GTGGTGGTGCTTCACATGCCTGTACAAGTTCAAAGCACGCCG

TCTTAGGTCTAATGAA

A/G AAACACGGCGGTCGAGCTTGGACCGTACGGTATTCGGGTGA

ATTGTGTGTCACCTTATGTTGTTGCAACCCCATTGGCTAAGA

AATTCTTTAAGCTTGAT

Ca_LG_7:27314623 AATTGTATTTAACTTGTTACTATCTCGTCAATTAATAATAATGA

ATTATTCGTCTGTTTTCGTTCTTTTTGTGGAAGGAAGCAGCCA

TTTGTTATATAAA

A/T GGAACAAACTCTACCTTCTTTGTGCGGAGATACTGTTAATGT

TAATAATTAAATTAAATAAATAGATGTAATTATAATTCGTGCA

GCTACCATTGATAAC

Ca_LG_7:27314624 ATTGTATTTAACTTGTTACTATCTCGTCAATTAATAATAATGAA

TTATTCGTCTGTTTTCGTTCTTTTTGTGGAAGGAAGCAGCCAT

TTGTTATATAAAG

G/T GAACAAACTCTACCTTCTTTGTGCGGAGATACTGTTAATGTT

AATAATTAAATTAAATAAATAGATGTAATTATAATTCGTGCAG

CTACCATTGATAACA

Ca_LG_7:27314648 CGTCAATTAATAATAATGAATTATTCGTCTGTTTTCGTTCTTTT

TGTGGAAGGAAGCAGCCATTTGTTATATAAAGGAACAAACTCT

ACCTTCTTTGTGC

C/G GGAGATACTGTTAATGTTAATAATTAAATTAAATAAATAGATG

TAATTATAATTCGTGCAGCTACCATTGATAACAAAGTTGTAG

GATTCCGTGAAGATT

Ca_LG_7:27314670 ATTCGTCTGTTTTCGTTCTTTTTGTGGAAGGAAGCAGCCATTT

GTTATATAAAGGAACAAACTCTACCTTCTTTGTGCGGAGATAC

TGTTAATGTTAATA

A/G ATTAAATTAAATAAATAGATGTAATTATAATTCGTGCAGCTAC

CATTGATAACAAAGTTGTAGGATTCCGTGAAGATTCATAAAA

CTTTGTTCTTTACGC

Ca_LG_7:27327551 AATATACCTGTGTTCGCAAGTCATCAGGGCCAAGTTTTGCCCT

CAGAATTTGCAAAGTTGTTTGTTCATGCTGCACACTCAATGGA

TATGCTTCCATCAA

A/G CGAGAGTGCTATTGCTATTGCGTGGTAACTTGCAGCTGTCT

GCAACGAATCAGCATCCAAGAAAGATGCAAATGTTATAACAC

AAATGAGAAGCTTTATT

Ca_LG_7:27327573 ATCAGGGCCAAGTTTTGCCCTCAGAATTTGCAAAGTTGTTTGT

TCATGCTGCACACTCAATGGATATGCTTCCATCAACGAGAGT

GCTATTGCTATTGCG

G/A TGGTAACTTGCAGCTGTCTGCAACGAATCAGCATCCAAGAA

AGATGCAAATGTTATAACACAAATGAGAAGCTTTATTGCATA

AGTAATACAAGCCTATT

Ca_LG_7:27671648 TTGAAGATCCCTTGAGCGTACAAGATATTGAATCTCCAAGAGA

TTCAACTGGCCATAGGACACATACAACTTCAACTAGGAGGGA

TACCGATTAAGAAGA

A/G CAAGCATGGTAGGCCTTGCACGAGGTACAACAAGAGGTGGA

GCTCCATCTGCACGTATTGTTGTCTACAAATGACAGTATGTA

TTTTAGAGGTGCAATTT

Ca_LG_7:27671671 GATATTGAATCTCCAAGAGATTCAACTGGCCATAGGACACATA

CAACTTCAACTAGGAGGGATACCGATTAAGAAGACAAGCATG

GTAGGCCTTGCACGA

A/G GGTACAACAAGAGGTGGAGCTCCATCTGCACGTATTGTTGT

CTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCATCG

GATCATTCCATGCTATG
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Ca_LG_7:27671678 AATCTCCAAGAGATTCAACTGGCCATAGGACACATACAACTTC

AACTAGGAGGGATACCGATTAAGAAGACAAGCATGGTAGGCC

TTGCACGAGGTACAA

A/G CAAGAGGTGGAGCTCCATCTGCACGTATTGTTGTCTACAAAT

GACAGTATGTATTTTAGAGGTGCAATTTCCATCGGATCATTC

CATGCTATGCAACATG

Ca_LG_7:27671709 ACATACAACTTCAACTAGGAGGGATACCGATTAAGAAGACAA

GCATGGTAGGCCTTGCACGAGGTACAACAAGAGGTGGAGCT

CCATCTGCACGTATTGT

T/C TGTCTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCAT

CGGATCATTCCATGCTATGCAACATGGAGTGTTGACAGTATT

GGCAGCTGGAAATCG

Ca_LG_7:27671713 ACAACTTCAACTAGGAGGGATACCGATTAAGAAGACAAGCAT

GGTAGGCCTTGCACGAGGTACAACAAGAGGTGGAGCTCCAT

CTGCACGTATTGTTGTC

C/G TACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCATCGG

ATCATTCCATGCTATGCAACATGGAGTGTTGACAGTATTGGC

AGCTGGAAATCGTGTC

Ca_LG_7:27671725 AGGAGGGATACCGATTAAGAAGACAAGCATGGTAGGCCTTGC

ACGAGGTACAACAAGAGGTGGAGCTCCATCTGCACGTATTGT

TGTCTACAAATGACAG

G/C TATGTATTTTAGAGGTGCAATTTCCATCGGATCATTCCATGC

TATGCAACATGGAGTGTTGACAGTATTGGCAGCTGGAAATC

GTGTCCTCGTCCTTCAA

Ca_LG_7:27671740 TAAGAAGACAAGCATGGTAGGCCTTGCACGAGGTACAACAAG

AGGTGGAGCTCCATCTGCACGTATTGTTGTCTACAAATGACA

GTATGTATTTTAGAGG

G/A TGCAATTTCCATCGGATCATTCCATGCTATGCAACATGGAGT

GTTGACAGTATTGGCAGCTGGAAATCGTGTCCTCGTCCTTCA

ACCTTAGGCAATTGTT

Ca_LG_7:27671766 CACGAGGTACAACAAGAGGTGGAGCTCCATCTGCACGTATTG

TTGTCTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCA

TCGGATCATTCCATG

G/A CTATGCAACATGGAGTGTTGACAGTATTGGCAGCTGGAAAT

CGTGTCCTCGTCCTTCAACCTTAGGCAATTGTTGTGGCGGC

TTGCACATTAGATAGAAT

Ca_LG_7:27671767 ACGAGGTACAACAAGAGGTGGAGCTCCATCTGCACGTATTGT

TGTCTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCAT

CGGATCATTCCATGC

C/T TATGCAACATGGAGTGTTGACAGTATTGGCAGCTGGAAATC

GTGTCCTCGTCCTTCAACCTTAGGCAATTGTTGTGGCGGCTT

GCACATTAGATAGAATG

Ca_LG_7:27671792 CCATCTGCACGTATTGTTGTCTACAAATGACAGTATGTATTTTA

GAGGTGCAATTTCCATCGGATCATTCCATGCTATGCAACATG

GAGTGTTGACAGTA

A/G TTGGCAGCTGGAAATCGTGTCCTCGTCCTTCAACCTTAGGC

AATTGTTGTGGCGGCTTGCACATTAGATAGAATGTTTGTGAC

CAAGGTCAAATTAGGAG

Ca_LG_7:27671810 GTCTACAAATGACAGTATGTATTTTAGAGGTGCAATTTCCATC

GGATCATTCCATGCTATGCAACATGGAGTGTTGACAGTATTG

GCAGCTGGAAATCGT

T/G GTCCTCGTCCTTCAACCTTAGGCAATTGTTGTGGCGGCTTG

CACATTAGATAGAATGTTTGTGACCAAGGTCAAATTAGGAGT

TAATATTATAAATAATA

Ca_LG_7:27671816 AAATGACAGTATGTATTTTAGAGGTGCAATTTCCATCGGATCA

TTCCATGCTATGCAACATGGAGTGTTGACAGTATTGGCAGCT

GGAAATCGTGTCCTC

C/A GTCCTTCAACCTTAGGCAATTGTTGTGGCGGCTTGCACATTA

GATAGAATGTTTGTGACCAAGGTCAAATTAGGAGTTAATATT

ATAAATAATAATGTTT

Ca_LG_7:28281119 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNTGTGGCTGCAAAAGCCCTCACAAATGCCTGTCTTTTGT

GGCTGCAAAAGCCCTCC

C/A CAAATGCCAACCTGTTTCAGGCACTTTGTGGCTGCAAAAGC

CCTCACAAATGCCAACCTGTTTCAGGCACTTTGTGGCTGCAA

AAGCCCTCACAAATGCC

Ca_LG_7:28592202 AGATCAATTAACAAAGTTTTTGGCCGATACAACAAGAATTGCT

TACTTAAATGATAATAGATTAAGAATCTACTTATGTAATAAAGT

GGATCCCCTAAGA

A/G TTTTGAGCAGCGTTGTAGTATCATATTCCAAAGATAGCAAGT

CTTTTCTTTTCTCATTAAGAAAAGTCTTTCTCAAAGATTCTATA

GACATGAATATATA
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Ca_LG_7:28592215 AAGTTTTTGGCCGATACAACAAGAATTGCTTACTTAAATGATA

ATAGATTAAGAATCTACTTATGTAATAAAGTGGATCCCCTAAG

ATTTTGAGCAGCGT

T/G TGTAGTATCATATTCCAAAGATAGCAAGTCTTTTCTTTTCTCA

TTAAGAAAAGTCTTTCTCAAAGATTCTATAGACATGAATATAT

AAAACATATATTTT

Ca_LG_7:28592226 CGATACAACAAGAATTGCTTACTTAAATGATAATAGATTAAGA

ATCTACTTATGTAATAAAGTGGATCCCCTAAGATTTTGAGCAG

CGTTGTAGTATCAT

T/G ATTCCAAAGATAGCAAGTCTTTTCTTTTCTCATTAAGAAAAGT

CTTTCTCAAAGATTCTATAGACATGAATATATAAAACATATAT

TTTGCATATACAAA

Ca_LG_7:28592229 TACAACAAGAATTGCTTACTTAAATGATAATAGATTAAGAATCT

ACTTATGTAATAAAGTGGATCCCCTAAGATTTTGAGCAGCGTT

GTAGTATCATATT

T/C CCAAAGATAGCAAGTCTTTTCTTTTCTCATTAAGAAAAGTCTT

TCTCAAAGATTCTATAGACATGAATATATAAAACATATATTTT

GCATATACAAAAGT

Ca_LG_7:28592240 TTGCTTACTTAAATGATAATAGATTAAGAATCTACTTATGTAAT

AAAGTGGATCCCCTAAGATTTTGAGCAGCGTTGTAGTATCATA

TTCCAAAGATAGC

C/T AAGTCTTTTCTTTTCTCATTAAGAAAAGTCTTTCTCAAAGATT

CTATAGACATGAATATATAAAACATATATTTTGCATATACAAA

AGTAAAACTTTGAT

Ca_LG_7:28592260 AGATTAAGAATCTACTTATGTAATAAAGTGGATCCCCTAAGAT

TTTGAGCAGCGTTGTAGTATCATATTCCAAAGATAGCAAGTCT

TTTCTTTTCTCATT

T/C AAGAAAAGTCTTTCTCAAAGATTCTATAGACATGAATATATAA

AACATATATTTTGCATATACAAAAGTAAAACTTTGATTAGCTA

GAACTGTACACCCT

Ca_LG_7:28592269 ATCTACTTATGTAATAAAGTGGATCCCCTAAGATTTTGAGCAG

CGTTGTAGTATCATATTCCAAAGATAGCAAGTCTTTTCTTTTCT

CATTAAGAAAAGT

T/C CTTTCTCAAAGATTCTATAGACATGAATATATAAAACATATAT

TTTGCATATACAAAAGTAAAACTTTGATTAGCTAGAACTGTAC

ACCCTACAAAATGC

Ca_LG_7:28592295 CCTAAGATTTTGAGCAGCGTTGTAGTATCATATTCCAAAGATA

GCAAGTCTTTTCTTTTCTCATTAAGAAAAGTCTTTCTCAAAGAT

TCTATAGACATGA

A/G ATATATAAAACATATATTTTGCATATACAAAAGTAAAACTTTG

ATTAGCTAGAACTGTACACCCTACAAAATGCAGTAGGTATGC

TTTCGTTGCATAGTC

Ca_LG_7:30085012 ATAGATATTAGCACCCTTTATTTGCTGCCACATTTTCAACACG

CACACTCAACATGAAGGAACCTGACAATACACCTCAATGAGA

AGGAACCTGGAAATA

A/G GTATCCCTCCCCATTAATAGTCCCTTTTCTCACTCAAGCTCT

CTCTATCTCTACTCTCAGCCTCTATCCTAACAGACGCTCCAA

CCAGCAGCAGCGAGCC

Ca_LG_7:30085070 GGAACCTGACAATACACCTCAATGAGAAGGAACCTGGAAATA

GTATCCCTCCCCATTAATAGTCCCTTTTCTCACTCAAGCTCTC

TCTATCTCTACTCTC

C/A AGCCTCTATCCTAACAGACGCTCCAACCAGCAGCAGCGAGC

CCCCACCCCATTGCTTGTCCACCACCACCAATGCCTTGTTTC

ACCCGTTGGCCCTCTCT

Ca_LG_7:30085080 AATACACCTCAATGAGAAGGAACCTGGAAATAGTATCCCTCC

CCATTAATAGTCCCTTTTCTCACTCAAGCTCTCTCTATCTCTAC

TCTCAGCCTCTATC

C/A CTAACAGACGCTCCAACCAGCAGCAGCGAGCCCCCACCCC

ATTGCTTGTCCACCACCACCAATGCCTTGTTTCACCCGTTGG

CCCTCTCTCTCGGCATGA

Ca_LG_7:30085349 AAAGCTTATGGGGAGTGTAACTAACTATCACAATGTCATCTCC

ATAGATGAGGAGGGCTGTATATTAAGAGGTGTGGTGGCAGAT

TGGGAAATCTATTAG

G/A AGAAACTGGTGCAACAGAATCTGTCGATATGGAAAGACAGG

TACAAACAAAATCACTGATTTGAATTGATGAATGGAATTGGT

TCAAGTGGCAGCAGTCA

Ca_LG_7:30085366 TAACTAACTATCACAATGTCATCTCCATAGATGAGGAGGGCTG

TATATTAAGAGGTGTGGTGGCAGATTGGGAAATCTATTAGAG

AAACTGGTGCAACAG

G/T AATCTGTCGATATGGAAAGACAGGTACAAACAAAATCACTGA

TTTGAATTGATGAATGGAATTGGTTCAAGTGGCAGCAGTCAG

CAGGGCTTGGATAGGA
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Ca_LG_7:30514448 TTTTGAACAAAGCAGCAACGCGATCTGGGGACAGATGAAGTT

GCGGCGAACAGAGAGGCGAGAGCGAACGGCCACGGAGGCA

GTCAGGCAGAGGCGGCCG

G/A CAGGCCTGCAGCGAATAGAGGAGCGATTGATTCCTGATCTG

GCAGAGAAGCAGAGAAGTGATCTGAGGCGGCAGCGCGATT

GTTGTGATTTCTGGAGAAG

Ca_LG_7:30615984 ATCACATTTTGTGGTCTTGACGAAGCTGCTGGAATTCATGGAG

ATTCAAGCTGCTCATAACGCAAGAGTAGAAGCATCTCTCAAGA

CTCTCCAGGCATCA

A/G CTTACTTCTGTCGCTCAGGATGTAGCTGCAATATAAGAACAT

CTAGGCCTTCAAATGTCATTTGAAGATATTGCAGATATAGGC

CGACAAGCAACCGAAG

Ca_LG_7:30739580 CCCAGATCGTACGCTAAGGTCCCTAAGCAATCACTTAGTGGA

AAAGGAAGTGATCGAGCGATGACAACCAGGAGGTGGGCTTG

GAAGCAGCCATCCTTTG

G/A AAGAAAGCGTAATAGCTCACTGGTCTAGCTCCATGGCACCG

AAAATGTATCAGGGCTCAAGTGATTCACCGAAGCGACGAGA

CCTTGAAAGTTGTTCAAG

Ca_LG_7:30815261 GGCATATGGACTAGAGCTCAACCGAATACTGAACAAGCGCAG

CCAACTGCAGAGCAAGCTGAGCCAGTCGAAGCACATTCTGTG

GTCTTAACGAAGCTGT

T/A TGGAATTCATGGAGATTCAAGCTGCTCATAAGGCAAGGGTG

GAAGCCTCTCTGAAGAAGCTCCAAGCAACTTTGAACTCCGT

AGTTCAAGACGTGGATGC

Ca_LG_7:30836883 NNNNNNNNNNNNNNNNNNNNNNNNNNNNNCTTTCTAGTTCTG

AATCATCTAGTCGATGCAACTCCATTTCGTGCTCCCTGAGTTT

TCCAAATAGTGTTGC

C/T TGTGGTCATTTTTGCTAGATCTTTAGATTCAGCAATAGCAGTT

ATTTTGGGCTGCCATTCTCTGGTTAGACACCTCATAATCTTT

CCGATCTGCTGTTCA

Ca_LG_7:32204740 GGGAGGCGGCCAGGCAGTTCAGAACACCTCAATGGCTAGGC

AATGAACAAAAAGAAGCGAAAACGAAGAAGGACGAAGAAACG

GCGAGCAGCGACAACGG

G/A CGGGCAGTGGCCACGGCGAGCAGCGACCACGGAGAGCAG

CGACCACGAAGAGCAGCGACAACGGCGACGACCAGGATGA

GCAGCGACAACGGCGACGACC

Ca_LG_7:32507631 CATATCTAAGTTTGATGGACATGCTCACCAATCTTACAATTGG

TAGTTGTGATGGTGTGGAGTCCTTCCCCAATAAGGGTTTTGC

GTTGCTGCCTCCCTC

C/T CCTTACCTCTCTAACGCTAAGCAGTATGTCAAGTTTGCACAC

GTTGGAATGCACGGAGCTTCTCCACCTCACGTCCCTCCAAC

ACTTAGCAATTTTGACT

Ca_LG_7:32724929 CTTATAGGAAAACTATGCTGCCAAGAAGGAATGATGCTCCAA

GAGTAAATGTCAATAAGGATGACCAAATGGCGGAAGCTATGA

ATAACATGGCTGCTTC

C/A TGTTGCTACCCAAACTATGGCAAAGACTCGACGGGATCAAG

AAAAGAGGGAAAAAGAGATCCTTGTTGCTGAGTCAAGAGGA

TTAGAATATTTTCATCAT

Ca_LG_7:33464331 GCAAAGAGAAAAGTGAGAGAGGAAGAGCAAACCTTATTTTCG

CATAAAACAGATCAGCTGCACTAGATTCGCGATTTCTCCTTCG

TTCACCGTCGGATCA

A/G GGCTGAAATTTGGACAGCGGGTTCGTGACTCGTGATACTTC

ATTCTAACCGTTTGGATCGTCAATCAGAGGTCTGAGGTGGG

AGCAATTGAACTCGGACA

Ca_LG_7:35890994 ATACCACACATGCTGTTACGACCAAATGTCAATGTTCCAGCAG

GCGATTGCACGGGCATTTTTCCGTCAGCACCCCATTCAACAA

ACGGCGTTGCTTCAT

T/C TTATGTCATATCCACTTGTCCATGTAACTGTCATCTGCACAA

GACAATAACAACAATTCCTGAAATCACTTGCATAGCTCTAAT

AGACATAGTGGTTCCA

Ca_LG_7:35891017 AAATGTCAATGTTCCAGCAGGCGATTGCACGGGCATTTTTCC

GTCAGCACCCCATTCAACAAACGGCGTTGCTTCATTTATGTCA

TATCCACTTGTCCAT

T/G GTAACTGTCATCTGCACAAGACAATAACAACAATTCCTGAAA

TCACTTGCATAGCTCTAATAGACATAGTGGTTCCAATGACAT

CAATTATTATTCCTAT

Ca_LG_7:36171779 GACCATATTTTCGGGACATGTTGATGGTAATCTTCGTTTATGG

GACATTCAGACTGGAAGGCTACTGAGCGAGGTTGCTGCACAT

TCACTTGCCGTCACG

G/A TCGATATCCCTATCTCGAAACGGAAATATTGCATTGACCAGT

GGAAGGGATAATTTGCACAATTTGTTTGACGTGCGATCTCTT

GAAGTTTGTGGCACAT
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Ca_LG_7:36247658 GAGGAATAGTTATATTTATAGGAGAACAACGACACTTTGTGAC

AGCCAAAACAACCACAAAATTGGGTGTTTGTGGCGGCCTTTG

TGGCCAGAAAAACTG

G/T ACTTTGTGGCGGCCAAAGCAGCCATAAATGCCAACGGTACA

CTACGCCTTTTGTGAGGGCTTTTGCAGTCACAAACGAGTGA

CTTTGTGGCGGCATTTGC

Ca_LG_7:36247689 ACACTTTGTGACAGCCAAAACAACCACAAAATTGGGTGTTTGT

GGCGGCCTTTGTGGCCAGAAAAACTGACTTTGTGGCGGCCAA

AGCAGCCATAAATGC

C/T CAACGGTACACTACGCCTTTTGTGAGGGCTTTTGCAGTCACA

AACGAGTGACTTTGTGGCGGCATTTGCAGGCACAAATGAGT

AACTTTGTGGCGGCTTT

Ca_LG_7:36247698 GACAGCCAAAACAACCACAAAATTGGGTGTTTGTGGCGGCCT

TTGTGGCCAGAAAAACTGACTTTGTGGCGGCCAAAGCAGCCA

TAAATGCCAACGGTAC

C/T ACTACGCCTTTTGTGAGGGCTTTTGCAGTCACAAACGAGTG

ACTTTGTGGCGGCATTTGCAGGCACAAATGAGTAACTTTGTG

GCGGCTTTTGCACTCAT

Ca_LG_7:36247704 CAAAACAACCACAAAATTGGGTGTTTGTGGCGGCCTTTGTGG

CCAGAAAAACTGACTTTGTGGCGGCCAAAGCAGCCATAAATG

CCAACGGTACACTACG

G/A CCTTTTGTGAGGGCTTTTGCAGTCACAAACGAGTGACTTTGT

GGCGGCATTTGCAGGCACAAATGAGTAACTTTGTGGCGGCT

TTTGCACTCATAAATGC

Ca_LG_7:36247706 AAACAACCACAAAATTGGGTGTTTGTGGCGGCCTTTGTGGCC

AGAAAAACTGACTTTGTGGCGGCCAAAGCAGCCATAAATGCC

AACGGTACACTACGCC

C/A TTTTGTGAGGGCTTTTGCAGTCACAAACGAGTGACTTTGTGG

CGGCATTTGCAGGCACAAATGAGTAACTTTGTGGCGGCTTT

TGCACTCATAAATGCGT

Ca_LG_7:37423848 GGCATTCACATTGCTCGATGTATAATTTTAGGTTGAGGACGAA

GCAGTGCTAGTCGAAGATGTGCCAACAATGAAGTCAAAAAGA

AGACTTGTCTTGACA

A/T ACACAGCTTATGCAGCAACTACTTAACCCTCCGCCAACATCA

GTTCTCTGTGCAGATGTCAAGTTGCATCATGAAAGTGTGGTT

TACTCTGTTGCTAGAT

Ca_LG_7:37423851 ATTCACATTGCTCGATGTATAATTTTAGGTTGAGGACGAAGCA

GTGCTAGTCGAAGATGTGCCAACAATGAAGTCAAAAAGAAGA

CTTGTCTTGACAACA

A/G CAGCTTATGCAGCAACTACTTAACCCTCCGCCAACATCAGTT

CTCTGTGCAGATGTCAAGTTGCATCATGAAAGTGTGGTTTAC

TCTGTTGCTAGATTAG

Ca_LG_7:37423855 ACATTGCTCGATGTATAATTTTAGGTTGAGGACGAAGCAGTGC

TAGTCGAAGATGTGCCAACAATGAAGTCAAAAAGAAGACTTG

TCTTGACAACACAGC

C/G TTATGCAGCAACTACTTAACCCTCCGCCAACATCAGTTCTCT

GTGCAGATGTCAAGTTGCATCATGAAAGTGTGGTTTACTCTG

TTGCTAGATTAGTGTT

Ca_LG_7:38157474 GTTTGTGGCGGCCTGAGCGGCCACAAATGACAACGTCACTTT

GGAATTTTGTGGCGGCCTTTGCAGCCACAAAAGGTAATGACT

CAGGCTTTTGTGGCGA

A/G CCTTTGCAGCCACAAAAGGTAACGTCACTTTGGGATTTTGTG

GCGGCCTTTACCCTCACAAATGGTTGTATTTTGTGGCTGAAA

AAACCTCACAAAAATC

Ca_LG_7:42029368 GAAATCGTCGGAAATGCAGAAGATGAACTTGCAGCATCAGTA

GTTGCTGACTGTAGACTTGAGAGAATCTCATATAATACGCTCT

AGAATGAACAAGAGA

A/C AAATTAGTTTTTGTTCTTCAAATAACACTGTCATAATATAGCT

GAATCATGCAGCCATATATAAAACAAGGTCACCAAAAACAAA

AAACGAAACAAAAAA

Ca_LG_7:42029379 AAATGCAGAAGATGAACTTGCAGCATCAGTAGTTGCTGACTG

TAGACTTGAGAGAATCTCATATAATACGCTCTAGAATGAACAA

GAGAAAATTAGTTTT

T/C TGTTCTTCAAATAACACTGTCATAATATAGCTGAATCATGCAG

CCATATATAAAACAAGGTCACCAAAAACAAAAAACGAAACAA

AAAACTAACAATAAT

Ca_LG_7:42056387 AATTAATATCTACAATTTTATTATTTTTATTATTTTTTCTCAAAC

CCTATTAACTTCAACAGTATCATTTTGTTAGTTTTTCATAAGCT

GCATTATGGGC

C/G ATAAAATACAAATACAAGTATATTTCTTGTGGGTCAGGCTTN

NNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNNN

NNNNNNNNNNNNNNNNNN
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Ca_LG_7:42143183 ACTCTGTTACAGCTTGGTTCCGTACCTTCTTCAGATCTTACTC

AGTCAAGCAGCAGCAGGAGGCAGAGCTGCAAAACAACCGAA

GATGATCCATCAAGTA

A/G CTTCAAGAGACATTACTTCTTTCAAGCACAAGTCAGACCTCC

AATATACGCCTCACAACTCAACATCCCCTGCTTCCCACCAAA

AAGCAGTAAACGGCAT

Ca_LG_7:42169378 AGTGAGGTTGATGTTATTAATTTCAATTTGAACGGAAAATCAA

AGATGCAGCGATAATTGTAGTGGAGAAATTAAGGGATTGTTTC

TCTCTCTCTCTCTC

C/A TCTATATGTGTGTGTGTGTAAGGCAGGCAGGCAGGCAGGCA

GCCATGTTTTGTCCTCACCACTATCTGACACACTGTTCCCCT

CTTTCTCTCTTTCTCTC

Ca_LG_7:42169380 TGAGGTTGATGTTATTAATTTCAATTTGAACGGAAAATCAAAG

ATGCAGCGATAATTGTAGTGGAGAAATTAAGGGATTGTTTCTC

TCTCTCTCTCTCTC

C/A TATATGTGTGTGTGTGTAAGGCAGGCAGGCAGGCAGGCAG

CCATGTTTTGTCCTCACCACTATCTGACACACTGTTCCCCTC

TTTCTCTCTTTCTCTCTC

Ca_LG_7:42169384 GTTGATGTTATTAATTTCAATTTGAACGGAAAATCAAAGATGC

AGCGATAATTGTAGTGGAGAAATTAAGGGATTGTTTCTCTCTC

TCTCTCTCTCTATA

A/G TGTGTGTGTGTGTAAGGCAGGCAGGCAGGCAGGCAGCCAT

GTTTTGTCCTCACCACTATCTGACACACTGTTCCCCTCTTTCT

CTCTTTCTCTCTCACTC

Ca_LG_7:42170111 GATTCATCATCATAATCAACTACACAATGTTATAACATCTTCCA

CAGTGGCAGTGGCAGTGGCAGTAGCAGCACCTCATAACAAC

CCTTGTTCAAATGGG

G/C ACAACAGTTGGAGAGGTAGATGAGTCAAGCTACAAGAAAGT

GGATGTGGTAGTTGTAAGGTACAGAGAATGCCTAAAGAACC

ATGCTGCTGCAATGGGAG

Ca_LG_7:42192196 TACAACAGCTCGACGATGCTGCTGGTGATGTTTCTGGACTTG

CTGTCAAATGGTACTACATCTTCTATCTCTCTCATTAATATTTT

TTAATCTATATCAT

T/A TAACTTTTTTAATCAAATTTTGCAGCCTTGCTCCATTAGTTAG

GAAGATGAGTGAGTCAAGGGTTGTGGAAATGAGCAGTCAAC

TCTGTGACAAAATACT

Ca_LG_7:42845017 AAACACAAATAATAGAAAATATTATAATTTTAAGATGCAGCAG

CTATAAAGATTAATAAACTTTGAGACATAAAATATGTATCTCTC

AAATTCAAATTGA

A/G TGTCTCGCAAAGCTGCTATAAAGAATGTAAATACTATTTTTTC

GGGGCAAGTTTACAACTATTAAGCATTGTGTATTATTAAAATA

TTGAATATCACTAT

Ca_LG_7:42883120 ACATTTGAAGTCTCTCATGGGAAAAGTGCAACATTTTGGTGTT

CCATCTCTTGGCGGTTGCTTCGATAGCTGCCGCGACCATACA

CAAGGCTCGGGATTC

C/T GGGACGAGGATATGGAACCTCAGTGATAAGCCAGTGGAGCT

GCAAATAAGGGTAGGATCAATACTAAAGAAGATTTATACATT

GAAGCCAGGGTCTTCAA

Ca_LG_7:43536774 AGTAGATACAATAGACTTGGTTGATCTGAAAGATGTAAAGTTT

GTCCACTTATAAGATGTTTGTTCATTTAAAAAACTCAAATTTAA

ATTATGTTATTGG

G/C TGTTGGGTTAGCCGTTGGACTTGCTTCTATTGGACCTTTAAT

TGGTCAAAACACAACTGCAGGATAAGTTGTAGATTACCATTC

ATAAAATTTAATATTT

Ca_LG_7:43536777 AGATACAATAGACTTGGTTGATCTGAAAGATGTAAAGTTTGTC

CACTTATAAGATGTTTGTTCATTTAAAAAACTCAAATTTAAATT

ATGTTATTGGTGT

T/C TGGGTTAGCCGTTGGACTTGCTTCTATTGGACCTTTAATTGG

TCAAAACACAACTGCAGGATAAGTTGTAGATTACCATTCATA

AAATTTAATATTTACT

Ca_LG_7:43536784 ATAGACTTGGTTGATCTGAAAGATGTAAAGTTTGTCCACTTAT

AAGATGTTTGTTCATTTAAAAAACTCAAATTTAAATTATGTTATT

GGTGTTGGGTTA

A/G GCCGTTGGACTTGCTTCTATTGGACCTTTAATTGGTCAAAAC

ACAACTGCAGGATAAGTTGTAGATTACCATTCATAAAATTTAA

TATTTACTTTATAAA

Ca_LG_7:43536812 AGTTTGTCCACTTATAAGATGTTTGTTCATTTAAAAAACTCAAA

TTTAAATTATGTTATTGGTGTTGGGTTAGCCGTTGGACTTGCT

TCTATTGGACCTT

T/G TAATTGGTCAAAACACAACTGCAGGATAAGTTGTAGATTACC

ATTCATAAAATTTAATATTTACTTTATAAAATTTATCGTCATTA

AAATATATATAAAA
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Ca_LG_7:43536813 GTTTGTCCACTTATAAGATGTTTGTTCATTTAAAAAACTCAAAT

TTAAATTATGTTATTGGTGTTGGGTTAGCCGTTGGACTTGCTT

CTATTGGACCTTT

T/G AATTGGTCAAAACACAACTGCAGGATAAGTTGTAGATTACCA

TTCATAAAATTTAATATTTACTTTATAAAATTTATCGTCATTAA

AATATATATAAAAG

Ca_LG_7:43536825 ATAAGATGTTTGTTCATTTAAAAAACTCAAATTTAAATTATGTT

ATTGGTGTTGGGTTAGCCGTTGGACTTGCTTCTATTGGACCTT

TAATTGGTCAAAA

A/G CACAACTGCAGGATAAGTTGTAGATTACCATTCATAAAATTT

AATATTTACTTTATAAAATTTATCGTCATTAAAATATATATAAA

AGATGTTTGACCTC

Ca_LG_7:43540275 ACATTGTTGCTAAATCTGGTGCTTTTCTAAAATTTTACACTATC

TCAGGTTTTGGTCACACATTGTAGCTGCTTATGCATTTACCTT

CTGGACATGCTAT

T/A ATTTTGATGAGAGAGTATGAAAAAGTTGCCTCAATGAGATTA

CAATTTGTTGCAGCAGAAAAGCGTCGTCCTGATCAATTTTCG

GTAATATTTTGTTCTC

Ca_LG_7:43615860 TGTAACTGTATGGTAATAATATTGATGGAGAGGCAGGGAGAT

AGTCAAAAACTGTAAGCAACTAAGAATAGACTCACATTTGTAC

CACGAAGCATATGAG

G/C CAGAAGTAGAGACACCAGCTGCAACAGACAGGACCAATGGC

AAGCCAGAAGAGTAAAGTAGCCAAAATAAATATGTGGAGAA

GGCAAGAGAGCAAGACAA

Ca_LG_7:43615877 AATATTGATGGAGAGGCAGGGAGATAGTCAAAAACTGTAAGC

AACTAAGAATAGACTCACATTTGTACCACGAAGCATATGAGCA

GAAGTAGAGACACCA

A/G GCTGCAACAGACAGGACCAATGGCAAGCCAGAAGAGTAAAG

TAGCCAAAATAAATATGTGGAGAAGGCAAGAGAGCAAGACA

AGAACAGGTATGGTACCA

Ca_LG_7:43615878 ATATTGATGGAGAGGCAGGGAGATAGTCAAAAACTGTAAGCA

ACTAAGAATAGACTCACATTTGTACCACGAAGCATATGAGCAG

AAGTAGAGACACCAG

G/A CTGCAACAGACAGGACCAATGGCAAGCCAGAAGAGTAAAGT

AGCCAAAATAAATATGTGGAGAAGGCAAGAGAGCAAGACAA

GAACAGGTATGGTACCAT

Ca_LG_7:43615910 ACTGTAAGCAACTAAGAATAGACTCACATTTGTACCACGAAGC

ATATGAGCAGAAGTAGAGACACCAGCTGCAACAGACAGGACC

AATGGCAAGCCAGAA

A/T GAGTAAAGTAGCCAAAATAAATATGTGGAGAAGGCAAGAGA

GCAAGACAAGAACAGGTATGGTACCATACCAGCTGCTGTAT

TGAGTAGGTTGGAGGATC

Ca_LG_7:43617812 AAAGATAGAAATCCAGAGTACATTATAGGGAGAAAGAACTACA

AAGCCTTTTCATAAAGAAAAAAATAGAAGTGGGAAGTCTATCA

CACTAATTGGTTTG

G/A CACTCACTCACCAAAGAGATATAAGCAAGCCAGCAAGCTGC

CTAGAACCCATACGCTCAAAAGCTTTTCCTTCTTCCAAGGCC

TTCCCTATTGTATCCAG

Ca_LG_7:43617821 AATCCAGAGTACATTATAGGGAGAAAGAACTACAAAGCCTTTT

CATAAAGAAAAAAATAGAAGTGGGAAGTCTATCACACTAATTG

GTTTGCACTCACTC

C/T ACCAAAGAGATATAAGCAAGCCAGCAAGCTGCCTAGAACCC

ATACGCTCAAAAGCTTTTCCTTCTTCCAAGGCCTTCCCTATT

GTATCCAGCCACCACTG

Ca_LG_7:43643955 TTGCTTCTTATCTTCTTCCCCATGTACCCCAGCAGGTTCTCGC

AGCACTTAGTGTTGAAATTCTCAAAGCTGCTGGTGAACGCAG

TGGTGGGTCTCTTGA

A/T TGGTGTAGCATTTCTCCTCGAATCTGACTTCTTAGGTGATCC

TGCAGCTACTTATGCTGTGGCAGACATTATTGCTAAATTGGA

GGATGAGGCTGTTGCT

Ca_LG_7:44887538 ATTATGTGTTTTTGCAGCTGTTGTTGGTGATGGATTTATTGCA

CAAGATATCACATTTAGGAACACTGCTGGTGCAAACAACCATC

AAGCGGTTGCATTG

G/C CGTTCTGGATCAGACTTATCTGTGTTTTACAGATGTAGCTTT

GAAGGTTATCAAGACACACTATATGTGCATTCAGATAGACAA

TTCTATAAGGAATGTA

Ca_LG_7:44887547 TTTTGCAGCTGTTGTTGGTGATGGATTTATTGCACAAGATATC

ACATTTAGGAACACTGCTGGTGCAAACAACCATCAAGCGGTT

GCATTGCGTTCTGGA

A/C TCAGACTTATCTGTGTTTTACAGATGTAGCTTTGAAGGTTATC

AAGACACACTATATGTGCATTCAGATAGACAATTCTATAAGG

AATGTAACATTTATG
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Ca_LG_7:44887553 AGCTGTTGTTGGTGATGGATTTATTGCACAAGATATCACATTT

AGGAACACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTG

CGTTCTGGATCAGAC

C/T TTATCTGTGTTTTACAGATGTAGCTTTGAAGGTTATCAAGACA

CACTATATGTGCATTCAGATAGACAATTCTATAAGGAATGTA

ACATTTATGGCACAG

Ca_LG_7:44887554 GCTGTTGTTGGTGATGGATTTATTGCACAAGATATCACATTTA

GGAACACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTGC

GTTCTGGATCAGACT

T/C TATCTGTGTTTTACAGATGTAGCTTTGAAGGTTATCAAGACA

CACTATATGTGCATTCAGATAGACAATTCTATAAGGAATGTA

ACATTTATGGCACAGT

Ca_LG_7:44887559 TGTTGGTGATGGATTTATTGCACAAGATATCACATTTAGGAAC

ACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTGCGTTCT

GGATCAGACTTATCT

T/A GTGTTTTACAGATGTAGCTTTGAAGGTTATCAAGACACACTA

TATGTGCATTCAGATAGACAATTCTATAAGGAATGTAACATTT

ATGGCACAGTTGACT

Ca_LG_7:44887562 TGGTGATGGATTTATTGCACAAGATATCACATTTAGGAACACT

GCTGGTGCAAACAACCATCAAGCGGTTGCATTGCGTTCTGGA

TCAGACTTATCTGTG

G/A TTTTACAGATGTAGCTTTGAAGGTTATCAAGACACACTATAT

GTGCATTCAGATAGACAATTCTATAAGGAATGTAACATTTAT

GGCACAGTTGACTTCA

Ca_LG_7:44887570 GATTTATTGCACAAGATATCACATTTAGGAACACTGCTGGTGC

AAACAACCATCAAGCGGTTGCATTGCGTTCTGGATCAGACTTA

TCTGTGTTTTACAG

G/A ATGTAGCTTTGAAGGTTATCAAGACACACTATATGTGCATTC

AGATAGACAATTCTATAAGGAATGTAACATTTATGGCACAGT

TGACTTCATATTTGGT

Ca_LG_7:44887601 CACTGCTGGTGCAAACAACCATCAAGCGGTTGCATTGCGTTC

TGGATCAGACTTATCTGTGTTTTACAGATGTAGCTTTGAAGGT

TATCAAGACACACTA

A/G TATGTGCATTCAGATAGACAATTCTATAAGGAATGTAACATTT

ATGGCACAGTTGACTTCATATTTGGTAACGCTGCTGCAGTGT

TCCAAAATTGTAATA

Ca_LG_7:44941905 GTTCACAAAAAACAGAAAAACTAATTTTGATAACTATTATGTTC

ATCCAACTCTTTTATGTGAAAGCTGAGAAGCAGCTTAAGAGTT

AGTTGGTAGAAGT

T/A GATTATAATTGGTTGGAATGAATAATGTCTTATTCAAAGGAAA

AACATATATAGAAACGTAATTATTTCATCTCTATATATACGTA

GAAAATATGAATTA

Ca_LG_7:44941931 TTGATAACTATTATGTTCATCCAACTCTTTTATGTGAAAGCTGA

GAAGCAGCTTAAGAGTTAGTTGGTAGAAGTGATTATAATTGGT

TGGAATGAATAAT

T/C GTCTTATTCAAAGGAAAAACATATATAGAAACGTAATTATTTC

ATCTCTATATATACGTAGAAAATATGAATTAACATGTTTTGAG

ATGGGAAATATAGC

Ca_LG_7:44942016 GTTGGAATGAATAATGTCTTATTCAAAGGAAAAACATATATAG

AAACGTAATTATTTCATCTCTATATATACGTAGAAAATATGAAT

TAACATGTTTTGA

A/C GATGGGAAATATAGCTGCTCAAATAAGTTTTCTTTATTCAGAT

AGAGCCCATATCATGTAATTAACCAAACATCAAACAAGTTCA

CTATATGTCTCTAAT

Ca_LG_8:21335 TATAGCACAAGAAAATAGATTCTTTTTTTTGAGACAGTAAGCC

ATTCCATTAGATAATACAAACAGGAACAGCAGCAGAAACATTT

GGGATATAACCCAG

G/A CCATGTTTTGGTGCCAATAGTTATTGCTAAATATAACCGAAG

CAATCCTAAAATTACTTAAAAGATCAATGCAGTCCTGAATTAT

TGGATCAACAGCTGC

Ca_LG_8:21393 ACAAACAGGAACAGCAGCAGAAACATTTGGGATATAACCCAG

CCATGTTTTGGTGCCAATAGTTATTGCTAAATATAACCGAAGC

AATCCTAAAATTACT

T/C TAAAAGATCAATGCAGTCCTGAATTATTGGATCAACAGCTGC

AATGCACCGTTTTCCTTGCAAACATCCCACCACCACCAGTTT

GTCTGATTGAATTTCT

Ca_LG_8:106826 CAATTTGATACCGTAAATGATCTATACCGTTGATTCAAAATCAA

ACGATTCAGATTACACGATGAATTTTATCCGAATAACTGAGCT

GCAATATTGTGTC

C/A TAATTCAAAGCCTGTATATTTTCATTATCAACTCGAAGGAGG

AGGATAGCCACTGGTATCTGACCATGTTGAAGGTGGTAAAC

CCGACCCACCACCAACA
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Ca_LG_8:107418 TTTTGCTCTGCTACCTCTGAATTTCAAAGCAGCTTCATCGTAA

GCTCTTGCTGCAGCTTCAGCAGTTTCGAATGTACCAAGCCAT

ACTCTTGCTGCTTTA

A/G TGTGGATCTCTAATCTCTGCTGCCCATTTTCCCCATGGTCTC

TGTCTCACTCCTCTGTATCTTCTTCTTCTCTCTCCACTTTCTT

CTTCATTTGACTCTC

Ca_LG_8:549667 TATCATTGGCCCAGCCAACCATAGTCGTTAGTTCAAAGTATAA

AAAAGATTAGTGATGATTTTACATGTTTCCGTGGCACTATATTT

GAAAATGGAATAC

C/A ATGCAGCATTTGCTTCTCATAAGACTAATGAAGCATAATTTTT

CAAAGGAGCGTACTATGTACGCGTGGCAGTTGTTCCAGGCT

CCACTCGTGACAAACT

Ca_LG_8:933265 TGATGAAACAATAAAACTTATTTTCGATGAACCAAAACATGCA

AGCAGAAAATGTATTGTTACTTTCATACATGGTTTGGCTGCAT

AACTTTTTTAAGAA

A/C CACAAATTAAAGAAAATGTTTCCGTTGAAAGAAGCATCTTCT

GAATCCATAAACAATTCTTGCAAAAGAAACATTTTGACGCAC

AAATTTGACACTAAAT

Ca_LG_8:1083826 AATGGTCAAGATGGGGGAGCTCACTGGTCACACTTCCAGAGT

TCTTTACATGGCTCAGAGTCCAGATGGTTGCACAGTGGCATC

AGCAGCGGCCGATGAA

A/G ACACTGAGGTTTTGGAATGCTTTTGGCACTCCAGAAGTAGTA

ACCAAAGCTGCTCCAAAAGCTAGAGCTGAGCCATTTTCACAT

CTTAGTCGCATTCGAT

Ca_LG_8:1683247 ATAATCAAACAACTTTGCTATCCCTTCAGTGCCACACTTGTTT

GCAGTGATAGGAAATAAAAAATTCATGCATTGCTTACAGAAGC

AGCAAACATATTTC

C/A AATTCTATTAGTAACTCAGCTAGTATAACACATAGAGATAGTT

TAATTTCGCTTGAATGCGATGACAATTGCAGAGCAGTTATCT

TTGCAGCGACGCTCA

Ca_LG_8:2318046 TATCTGCGCAGCTATCTCCTTAGAGTGTTGAGACAAGACATAG

GTGCAACCTCTAGATGGACGAGAATATGCGATTAGACTTGCG

ACACCTGGTCTATAT

T/C AGCGAGGATCTATCTCCAACACCATAAATACGTTCTTTATTC

TTTCCCCCAACAGATTGGACCCATATGTCTAAGCCAGCTTCT

GCATTAACCACTTGGC

Ca_LG_8:2318070 GTGTTGAGACAAGACATAGGTGCAACCTCTAGATGGACGAGA

ATATGCGATTAGACTTGCGACACCTGGTCTATATAGCGAGGA

TCTATCTCCAACACCA

A/G TAAATACGTTCTTTATTCTTTCCCCCAACAGATTGGACCCATA

TGTCTAAGCCAGCTTCTGCATTAACCACTTGGCTACAACTTC

TAGATGATTCCCTAC

Ca_LG_8:2318080 AAGACATAGGTGCAACCTCTAGATGGACGAGAATATGCGATT

AGACTTGCGACACCTGGTCTATATAGCGAGGATCTATCTCCA

ACACCATAAATACGTT

T/C CTTTATTCTTTCCCCCAACAGATTGGACCCATATGTCTAAGC

CAGCTTCTGCATTAACCACTTGGCTACAACTTCTAGATGATT

CCCTACCTTTGAAGGC

Ca_LG_8:2318083 ACATAGGTGCAACCTCTAGATGGACGAGAATATGCGATTAGA

CTTGCGACACCTGGTCTATATAGCGAGGATCTATCTCCAACA

CCATAAATACGTTCTT

T/C TATTCTTTCCCCCAACAGATTGGACCCATATGTCTAAGCCAG

CTTCTGCATTAACCACTTGGCTACAACTTCTAGATGATTCCC

TACCTTTGAAGGCCTG

Ca_LG_8:2318084 CATAGGTGCAACCTCTAGATGGACGAGAATATGCGATTAGAC

TTGCGACACCTGGTCTATATAGCGAGGATCTATCTCCAACAC

CATAAATACGTTCTTT

T/G ATTCTTTCCCCCAACAGATTGGACCCATATGTCTAAGCCAGC

TTCTGCATTAACCACTTGGCTACAACTTCTAGATGATTCCCT

ACCTTTGAAGGCCTGT

Ca_LG_8:3905321 AGGAAACAATGCCTCTAAGAAGGAACGACGCTGCAAGAGTCA

ACATCAACAGGGACGATCAAATGGCTGAAGCAATGAATAATA

TGGCTGCTTCTGTTGT

T/C TGCACAGACAACTGCAAAGACTTTGCGGGATCTGGAGAAGA

GGGAAAGAGAGATCCGTGCTGCTGAATCTAGGGGATTGGAA

GATTTTCGTCATTACGAT

Ca_LG_8:3905332 CCTCTAAGAAGGAACGACGCTGCAAGAGTCAACATCAACAGG

GACGATCAAATGGCTGAAGCAATGAATAATATGGCTGCTTCT

GTTGTTGCACAGACAA

A/G CTGCAAAGACTTTGCGGGATCTGGAGAAGAGGGAAAGAGA

GATCCGTGCTGCTGAATCTAGGGGATTGGAAGATTTTCGTC

ATTACGATCCTCCAAAGTT
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Ca_LG_8:4297461 TAAGATGCGCTTCGTTATGCAGCGAAGAGAATACAAGCCCTG

TTTCTCAGGATCAGACCTTAAGCAGTTGTGCCTCAGAGGATG

ATATGAATTCTTCTCA

A/G TGAGCTGCGTCGAGAGGCATCTTCAAGTTTGAGTCAGGACG

ATTCTACAGCTCTGAAGTTAAGTGGAAAATCAATATCTAGTA

GAGGTACCGCTACGGAT

Ca_LG_8:4369258 TGATAGCACTGCCCTGAAAAAGGTACCATTACTACTTCCGTCG

CTACTAGAAGCATTATTTCCCGCAGTTCGAATTTTTGTTTCATC

ACCATCATCTAAC

C/T CTAGACACATATTCTGCCATTTGATCCCATTCTCCCATGTTC

CAAGCAGCATTAGCAGCCTAAACCATAAAACAATAGTAACAT

AAACACGTGAAGTGGA

Ca_LG_8:4369261 TAGCACTGCCCTGAAAAAGGTACCATTACTACTTCCGTCGCTA

CTAGAAGCATTATTTCCCGCAGTTCGAATTTTTGTTTCATCAC

CATCATCTAACCTA

A/G GACACATATTCTGCCATTTGATCCCATTCTCCCATGTTCCAA

GCAGCATTAGCAGCCTAAACCATAAAACAATAGTAACATAAA

CACGTGAAGTGGAAAT

Ca_LG_8:4369288 ACTACTTCCGTCGCTACTAGAAGCATTATTTCCCGCAGTTCGA

ATTTTTGTTTCATCACCATCATCTAACCTAGACACATATTCTGC

CATTTGATCCCAT

T/C TCTCCCATGTTCCAAGCAGCATTAGCAGCCTAAACCATAAAA

CAATAGTAACATAAACACGTGAAGTGGAAATTGACCATCACA

CATAAAAAGAGTATAT

Ca_LG_8:4369297 GTCGCTACTAGAAGCATTATTTCCCGCAGTTCGAATTTTTGTT

TCATCACCATCATCTAACCTAGACACATATTCTGCCATTTGAT

CCCATTCTCCCATG

G/A TTCCAAGCAGCATTAGCAGCCTAAACCATAAAACAATAGTAA

CATAAACACGTGAAGTGGAAATTGACCATCACACATAAAAAG

AGTATATAACCCACCA

Ca_LG_8:4961561 TTGGTGGGACACCCCAACCAGTGCATTGAAGTCCACCAGTGC

AATCACCTGTTTGGCAGCGGCCACGACCGCTGCCATCGAAAT

TGCAACCAGTACGACT

T/C CCAAATACGAGCCATTGAAGTGCCAGCGTTAACCCAAAGAT

TCCATGTTTGACCGCGGTCAAGGCGACGACCACCGCCCGG

ACTAGCAGCTGCCCAAACG

Ca_LG_8:5053713 GGGATCTTCATTAACACACTGTTGATCACGCTGCTTGTTAATT

TCATCTTCAGCTGCAATTAATTCAGCAGCTTTCATAGCCGCTT

TTCTTATCTCCACT

T/C GCATCTGTCGATTCAGGCAACGTTAACCGCCATGCTGAGTC

AGCAAAGTTGAGACAAGCTGATGTTCCACGAAGAGTGAGTG

AGGCAAGGTCGTGTGCAC

Ca_LG_8:6691873 TTTAGCATAGATCTAGCCATCTAGGGTTAGTGGTAAGGTAGTT

CTTAGGTAAAAGAGATTGAGAGTCCCATAAACATTAGCTGCCA

TCTTGTTTTTTTGA

A/G TAGTATTTTTAATCTGTTTTCATCCATATGTAGGATGTTGAGC

TGAACCATGTTATATTGCGTACAATTTGTTTGTGCTGCCTTTT

GCTATTATTTAGTA

Ca_LG_8:7345832 TTTTTTTAAGGCATTACCGGATTGTTAGCAGCCACACCACCAT

CTACGAGATTGTATTCTTTGATGACTTTCCCTTGTTCATCTTTT

TTTTCGAAATAGT

T/A GAGCTGGCAAATATGTTGGAGCTGCCGACGTGGCTATGCAA

ATATCTGACAGTGGTACATCGAAACATGGATCACATCCTATC

TGCATAACATCGTTGAA

Ca_LG_8:7465932 GTTCTGACTACTGTTACTGCGGCTACACAGATGGTGATTAGT

GACCTTCAACCACCACCGTCTCAACATCCAATCTTGGAAGCTC

AGCAATTAGCTGCTG

G/C CTGTTGTTGCAAGAGAGCAACAAGAGATGTTTAGAAGTTTCG

AACATCAACAACAGCAGCAAGAGTTTTTGAGGTTCAGTGGT

GGACTTGATGTGGATTC

Ca_LG_8:7534257 ATCTATTTTCCTCATCGATAAACAAAAGCATAATATTCCGATCC

AAACTACTATGCAGTTCAGTGCACTAGGTTCTATATTCTTTAAC

TTAACCAATTTA

A/C ACAGTGACAGAACTGAATTTTCTGTGTATGCAGAACCAGACT

GAAACTTGGTCTTAGTTCTTCTGAAGCAAAGCCACATGCCAG

TGGCTTGATTCAACAA

Ca_LG_8:7534262 TTTTCCTCATCGATAAACAAAAGCATAATATTCCGATCCAAACT

ACTATGCAGTTCAGTGCACTAGGTTCTATATTCTTTAACTTAAC

CAATTTAACAGT

T/C GACAGAACTGAATTTTCTGTGTATGCAGAACCAGACTGAAAC

TTGGTCTTAGTTCTTCTGAAGCAAAGCCACATGCCAGTGGCT

TGATTCAACAACACAA
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Ca_LG_8:7534285 CATAATATTCCGATCCAAACTACTATGCAGTTCAGTGCACTAG

GTTCTATATTCTTTAACTTAACCAATTTAACAGTGACAGAACTG

AATTTTCTGTGTA

A/G TGCAGAACCAGACTGAAACTTGGTCTTAGTTCTTCTGAAGCA

AAGCCACATGCCAGTGGCTTGATTCAACAACACAAATACTGA

TCCGATAACACAGATA

Ca_LG_8:8145459 GTGGATGATACCGTTGCATTTTGCATTTGCGTTACAATTTCCT

CTCAATAGGTTTCTACAGAGCCAGCTTAAAACCGCTGCTATAG

CTTGGGTGTCTTTC

C/G GTGGCACTTTTGGTTCATGTTTTTGTTAGTTGGTTGTTTGTGT

TTAAGTTTCAGTTTGGTGTTATTGGAACCGCTGCTACTTTGA

ATTTCTCTTGGTGGG

Ca_LG_8:8314641 TCAACCAAATTTCTCTCCGTTGATCTTAAACCTCTTCCCAAAAT

CTTCAATAACATCAGCCAACACAACATTTTACCTCATTGTGGC

AGCCACGTATTTG

G/A TTTCTGATAATGACACTCTAGTCATCTATCACCTTCTTCATTG

CAAGAAGATAAATATGCCCTACCTGATAATCCAGCATATGAT

TACTGCAATCCAAAA

Ca_LG_8:8314655 CTCCGTTGATCTTAAACCTCTTCCCAAAATCTTCAATAACATCA

GCCAACACAACATTTTACCTCATTGTGGCAGCCACGTATTTGT

TTCTGATAATGAC

C/T ACTCTAGTCATCTATCACCTTCTTCATTGCAAGAAGATAAATA

TGCCCTACCTGATAATCCAGCATATGATTACTGCAATCCAAA

AGGATTGTAAGAGAA

Ca_LG_8:8314656 TCCGTTGATCTTAAACCTCTTCCCAAAATCTTCAATAACATCAG

CCAACACAACATTTTACCTCATTGTGGCAGCCACGTATTTGTT

TCTGATAATGACA

A/G CTCTAGTCATCTATCACCTTCTTCATTGCAAGAAGATAAATAT

GCCCTACCTGATAATCCAGCATATGATTACTGCAATCCAAAA

GGATTGTAAGAGAAA

Ca_LG_8:8314661 TGATCTTAAACCTCTTCCCAAAATCTTCAATAACATCAGCCAA

CACAACATTTTACCTCATTGTGGCAGCCACGTATTTGTTTCTG

ATAATGACACTCTA

A/G GTCATCTATCACCTTCTTCATTGCAAGAAGATAAATATGCCC

TACCTGATAATCCAGCATATGATTACTGCAATCCAAAAGGAT

TGTAAGAGAAACATCG

Ca_LG_8:8314697 CAGCCAACACAACATTTTACCTCATTGTGGCAGCCACGTATTT

GTTTCTGATAATGACACTCTAGTCATCTATCACCTTCTTCATTG

CAAGAAGATAAAT

T/C ATGCCCTACCTGATAATCCAGCATATGATTACTGCAATCCAA

AAGGATTGTAAGAGAAACATCGTTCCTTATGACATGGTTTTC

TCAAAATAATTCAGGC

Ca_LG_8:8314709 CATTTTACCTCATTGTGGCAGCCACGTATTTGTTTCTGATAAT

GACACTCTAGTCATCTATCACCTTCTTCATTGCAAGAAGATAA

ATATGCCCTACCTG

G/A ATAATCCAGCATATGATTACTGCAATCCAAAAGGATTGTAAG

AGAAACATCGTTCCTTATGACATGGTTTTCTCAAAATAATTCA

GGCATTTTCAGATTC

Ca_LG_8:8314716 CCTCATTGTGGCAGCCACGTATTTGTTTCTGATAATGACACTC

TAGTCATCTATCACCTTCTTCATTGCAAGAAGATAAATATGCC

CTACCTGATAATCC

C/T AGCATATGATTACTGCAATCCAAAAGGATTGTAAGAGAAACA

TCGTTCCTTATGACATGGTTTTCTCAAAATAATTCAGGCATTT

TCAGATTCCTCTATT

Ca_LG_8:9386225 TCTTGAGATCAAAACAAAGTAAAACAACATGGTTCCAACAATT

TGTTCCAACAATGAATGTGGTTCCTACGATGCTGCTGGTATCA

AGAACATTTGTGGG

G/A AAGTGTTTTAGAGAATGGTTCGACGGCACCACTAAATCAAAT

AATGAAGAACATGTTTTGGAAAAACCCGTATTTGCACCGTTT

TGTTCGAATGAAAAAT

Ca_LG_8:10398083 AAAAAATTAACACCAATTGCAGCAACAAGAATTTTTAATACAG

GACGAGTAGGTGCAATTAGCAATTCCTTCCACACCCCCTTATT

CAAATTTTTGTTAG

G/A AATTTGAAGCTGCTTGCGAAATTTCACTAAGTCTTAATTCAG

CTTCACCTTTATTCTCCGAAGTTCTAATCAAAACTTGTTTAGC

TTCATCAAATTTACC

Ca_LG_8:11277186 TATTTTGACAGCTTGAATAGGTGTGTGTGCGCACGTGTGACA

CTGACAGATAATATAGATATACCTCCGAAGGTGCAGCCCCCC

ATATGAAGACACGCAA

A/G GCGAAACTGAGGAAGTCCATAAGCTCCAGCAGCCATAATTC

CCAAGCGACTTTGATAGTTCATTTGAACAAGACGACCCAATG

CATATCTTCCAAGAAAT
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Ca_LG_8:12073505 TGAAAACAATGACGCCATCCTAGTTTCGCTATTAGGAAAGTAG

TTGTCGCTATTATAGTTTCGACTAGCAAATGTAGCAGCAATAA

TACTTAAGCTGGTG

G/T CTCTACAATCATTTCCTTTTTTATTTGTAAGCAACATGTCCAC

TACTGCAACGCTAAAGCTATCCTCTATTTCACACAATGGATT

ATTGGCGTTCTCTAT

Ca_LG_8:12879270 ACATTCCACGTCACCTTCACCACCTCCTCCAAGCCCTCACTCT

TTTCTGCAATACAACCATCGCAGCCAACACTAAAACGAAACAC

GCCAGGGGGATCCG

G/A CCACCATTTCATCCGCGGTTCTCGATGCAGCGGCTACAACG

CTAGAGTCTCGCTTGGAAGAAATCGAAACCGCAAAGATGAT

ATCGCCGAGGGATAGGAT

Ca_LG_8:13423557 CGCCGAAACCGCGAGTCCCAACGACGAAGGAAAAACGTAAAT

CAACGACGTCGTTTGAATTAAAATCCCCATAGCAGCAACAGTA

GCAGTGGGGTCCACA

A/C AGTACCCCACATAAAACAATAACTATCTCATACCACCACCAT

TCTAAACAAACCGAAACACAGCTCGGCGCAGCGAGCCGAAT

CAACGGCTCCCAGCCGG

Ca_LG_8:13526876 AAGATAGCTCTTTTACAAGAGTTCCTTGAAGATTTGCATGGTT

TAGATCTATGCCTGCAACAACTACTGAACTAGAAGCTGATGCA

GCAGCAGTAGCAGC

C/A AGAAGAAGATGAAGACATTCCATCATCTTCAAGATTTGCACA

GAAAACTCCTTTGTAAGAACACACATTTGAACCAACCCAAGA

AGCTAAAATCTTTAAA

Ca_LG_8:13532638 AAAAGTAAATTATACAAACATTTTCAAAAAAAAAAAAATAATAA

CATATTGGATAATCAAAATAATATAGTGATTATTTTCATGCATC

TGGATGGATACT

T/A TTTGAATTGAGTCTTTGGTTCTCTCATTCCATGTTTCAACTTT

CAAGGTGACAGCAGCCTTTTCTTGTGTTTCTTTTTCTTTTGTT

TTTTCATCTTTGAT

Ca_LG_8:13532647 TTATACAAACATTTTCAAAAAAAAAAAAATAATAACATATTGGA

TAATCAAAATAATATAGTGATTATTTTCATGCATCTGGATGGAT

ACTTTTGAATTG

G/T AGTCTTTGGTTCTCTCATTCCATGTTTCAACTTTCAAGGTGAC

AGCAGCCTTTTCTTGTGTTTCTTTTTCTTTTGTTTTTTCATCTT

TGATTTGATTTTG

Ca_LG_8:13796464 CCGTGGTATGCGCCAATAAGACCACCAAAAGCCTTTGTGGCA

CTAGTGGTACACAGAAGTCATGGGTGATCATTGGTCCGATGC

TTCGGGCGAAACCAAT

T/C TCCCAGGGTGTGACGGGCGGTGTGTACAGGGCCCGGGTAC

ATATTCACCGCGGCATGCTGATCCGCGATTACTAGCGATTC

CAACTTCATGTTCCCGAGT

Ca_LG_8:13796470 TATGCGCCAATAAGACCACCAAAAGCCTTTGTGGCACTAGTG

GTACACAGAAGTCATGGGTGATCATTGGTCCGATGCTTCGGG

CGAAACCAATTCCCAG

G/T GGTGTGACGGGCGGTGTGTACAGGGCCCGGGTACATATTC

ACCGCGGCATGCTGATCCGCGATTACTAGCGATTCCAACTT

CATGTTCCCGAGTTGCAGA

Ca_LG_8:13796493 AGCCTTTGTGGCACTAGTGGTACACAGAAGTCATGGGTGATC

ATTGGTCCGATGCTTCGGGCGAAACCAATTCCCAGGGTGTGA

CGGGCGGTGTGTACAG

G/A GGCCCGGGTACATATTCACCGCGGCATGCTGATCCGCGATT

ACTAGCGATTCCAACTTCATGTTCCCGAGTTGCAGAGAACAA

TCCGAACTGAGGCAATC

Ca_LG_8:13796502 GGCACTAGTGGTACACAGAAGTCATGGGTGATCATTGGTCCG

ATGCTTCGGGCGAAACCAATTCCCAGGGTGTGACGGGCGGT

GTGTACAGGGCCCGGGT

T/A ACATATTCACCGCGGCATGCTGATCCGCGATTACTAGCGATT

CCAACTTCATGTTCCCGAGTTGCAGAGAACAATCCGAACTG

AGGCAATCTTTCCGGAT

Ca_LG_8:13796505 ACTAGTGGTACACAGAAGTCATGGGTGATCATTGGTCCGATG

CTTCGGGCGAAACCAATTCCCAGGGTGTGACGGGCGGTGTG

TACAGGGCCCGGGTACA

A/G TATTCACCGCGGCATGCTGATCCGCGATTACTAGCGATTCC

AACTTCATGTTCCCGAGTTGCAGAGAACAATCCGAACTGAG

GCAATCTTTCCGGATTCG

Ca_LG_8:13796519 GAAGTCATGGGTGATCATTGGTCCGATGCTTCGGGCGAAACC

AATTCCCAGGGTGTGACGGGCGGTGTGTACAGGGCCCGGGT

ACATATTCACCGCGGCA

A/G TGCTGATCCGCGATTACTAGCGATTCCAACTTCATGTTCCCG

AGTTGCAGAGAACAATCCGAACTGAGGCAATCTTTCCGGAT

TCGCTCCGCCTTACAGC
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Ca_LG_8:13796528 GGTGATCATTGGTCCGATGCTTCGGGCGAAACCAATTCCCAG

GGTGTGACGGGCGGTGTGTACAGGGCCCGGGTACATATTCA

CCGCGGCATGCTGATCC

C/T GCGATTACTAGCGATTCCAACTTCATGTTCCCGAGTTGCAGA

GAACAATCCGAACTGAGGCAATCTTTCCGGATTCGCTCCGC

CTTACAGCCTTGCTTCC

Ca_LG_8:13796658 CCGAGTTGCAGAGAACAATCCGAACTGAGGCAATCTTTCCGG

ATTCGCTCCGCCTTACAGCCTTGCTTCCCATTGTAATTGCCAT

TGTAGCACGTGTGTG

G/A GCCCAGCCCATAAGGGCCATGCGGACTTGACGTCATCCCCA

CCTTCCTCCAGTATATCACTGGCAGTCCCTCGTGAGTGCGG

CATGCACCTTTTAGTTTG

Ca_LG_8:13796666 CAGAGAACAATCCGAACTGAGGCAATCTTTCCGGATTCGCTC

CGCCTTACAGCCTTGCTTCCCATTGTAATTGCCATTGTAGCAC

GTGTGTGGCCCAGCC

C/G CATAAGGGCCATGCGGACTTGACGTCATCCCCACCTTCCTC

CAGTATATCACTGGCAGTCCCTCGTGAGTGCGGCATGCACC

TTTTAGTTTGTTTCGGAG

Ca_LG_8:13796668 GAGAACAATCCGAACTGAGGCAATCTTTCCGGATTCGCTCCG

CCTTACAGCCTTGCTTCCCATTGTAATTGCCATTGTAGCACGT

GTGTGGCCCAGCCCA

A/G TAAGGGCCATGCGGACTTGACGTCATCCCCACCTTCCTCCA

GTATATCACTGGCAGTCCCTCGTGAGTGCGGCATGCACCTT

TTAGTTTGTTTCGGAGCC

Ca_LG_8:13796680 AACTGAGGCAATCTTTCCGGATTCGCTCCGCCTTACAGCCTT

GCTTCCCATTGTAATTGCCATTGTAGCACGTGTGTGGCCCAG

CCCATAAGGGCCATGC

C/A GGACTTGACGTCATCCCCACCTTCCTCCAGTATATCACTGGC

AGTCCCTCGTGAGTGCGGCATGCACCTTTTAGTTTGTTTCGG

AGCCGTTTGTTTTGGC

Ca_LG_8:13797322 GACACGAGCTGACGACAGCCATGCAGCACCTGTATGAAAGTC

AGTACCATCCCGTTAAGGACAGGTTTTCTTGTTCATATGTCAA

GGGCTGGTAAGGTTT

T/C TGCGCGTTGTATCGAATTAAACCACATGCTCCACCGCTTGTG

CAGGCCCCCGTCAATTCCTTTGAGTTTCGGTCTTGCGACCG

TACTCCCCAGGCGGAGT

Ca_LG_8:13797332 GACGACAGCCATGCAGCACCTGTATGAAAGTCAGTACCATCC

CGTTAAGGACAGGTTTTCTTGTTCATATGTCAAGGGCTGGTAA

GGTTTTGCGCGTTGT

T/C ATCGAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCC

GTCAATTCCTTTGAGTTTCGGTCTTGCGACCGTACTCCCCAG

GCGGAGTGTTTCACGCG

Ca_LG_8:13797333 ACGACAGCCATGCAGCACCTGTATGAAAGTCAGTACCATCCC

GTTAAGGACAGGTTTTCTTGTTCATATGTCAAGGGCTGGTAAG

GTTTTGCGCGTTGTA

A/T TCGAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCG

TCAATTCCTTTGAGTTTCGGTCTTGCGACCGTACTCCCCAGG

CGGAGTGTTTCACGCGT

Ca_LG_8:13797366 TACCATCCCGTTAAGGACAGGTTTTCTTGTTCATATGTCAAGG

GCTGGTAAGGTTTTGCGCGTTGTATCGAATTAAACCACATGCT

CCACCGCTTGTGCA

A/G GGCCCCCGTCAATTCCTTTGAGTTTCGGTCTTGCGACCGTA

CTCCCCAGGCGGAGTGTTTCACGCGTTAGCTGGGCCCCTGA

TCCACGTAGACCAAGGGC

Ca_LG_8:13797392 TTGTTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATC

GAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCA

ATTCCTTTGAGTTTC

C/T GGTCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGT

TAGCTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTC

ATCGTTTACGGCATGGAC

Ca_LG_8:13797393 TGTTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATC

GAATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCA

ATTCCTTTGAGTTTCG

G/A GTCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGTT

AGCTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTCA

TCGTTTACGGCATGGACT

Ca_LG_8:13797394 GTTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATCG

AATTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCAA

TTCCTTTGAGTTTCGG

G/A TCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGTTA

GCTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTCAT

CGTTTACGGCATGGACTA
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Ca_LG_8:13797395 TTCATATGTCAAGGGCTGGTAAGGTTTTGCGCGTTGTATCGAA

TTAAACCACATGCTCCACCGCTTGTGCAGGCCCCCGTCAATT

CCTTTGAGTTTCGGT

T/C CTTGCGACCGTACTCCCCAGGCGGAGTGTTTCACGCGTTAG

CTGGGCCCCTGATCCACGTAGACCAAGGGCGAACACTCATC

GTTTACGGCATGGACTAC

Ca_LG_8:13797487 GTTTCGGTCTTGCGACCGTACTCCCCAGGCGGAGTGTTTCAC

GCGTTAGCTGGGCCCCTGATCCACGTAGACCAAGGGCGAAC

ACTCATCGTTTACGGCA

A/G TGGACTACCAGGGTATCTAATCCCGTTCGCTCCCCATGCTTT

CGCACTCCAGCGTCGGTAGGGACCCAGAGAGCTGCCTTCG

CTTTTGGCGTTCCTTCGT

Ca_LG_8:13797511 CCAGGCGGAGTGTTTCACGCGTTAGCTGGGCCCCTGATCCA

CGTAGACCAAGGGCGAACACTCATCGTTTACGGCATGGACTA

CCAGGGTATCTAATCCC

C/T GTTCGCTCCCCATGCTTTCGCACTCCAGCGTCGGTAGGGAC

CCAGAGAGCTGCCTTCGCTTTTGGCGTTCCTTCGTAGATCT

GCGGATTTCACCCCTACA

Ca_LG_8:13797515 GCGGAGTGTTTCACGCGTTAGCTGGGCCCCTGATCCACGTAG

ACCAAGGGCGAACACTCATCGTTTACGGCATGGACTACCAGG

GTATCTAATCCCGTTC

C/T GCTCCCCATGCTTTCGCACTCCAGCGTCGGTAGGGACCCAG

AGAGCTGCCTTCGCTTTTGGCGTTCCTTCGTAGATCTGCGG

ATTTCACCCCTACACACG

Ca_LG_8:13797524 TTCACGCGTTAGCTGGGCCCCTGATCCACGTAGACCAAGGGC

GAACACTCATCGTTTACGGCATGGACTACCAGGGTATCTAAT

CCCGTTCGCTCCCCAT

T/C GCTTTCGCACTCCAGCGTCGGTAGGGACCCAGAGAGCTGC

CTTCGCTTTTGGCGTTCCTTCGTAGATCTGCGGATTTCACCC

CTACACACGAAATTCCAC

Ca_LG_8:13797885 GCCGGGGCTTCTTCCTCGAGTCCTGTCATGATCGCGCACTCG

ACGAAAGAGCTTTACAAGCGGCATTGCCCTTCTTCACTCACG

CGATATTGCTGGATCG

G/A GGCTTTCGCCCATTGTCCAAGATTCCCCACTGCTGCCCCCC

GTGGGAGTCCGGGCCGTGTCTCAGTCCCAGTGTGGCTGAT

CATCCGAAAAGACCAGCTA

Ca_LG_8:13797923 CTCGACGAAAGAGCTTTACAAGCGGCATTGCCCTTCTTCACT

CACGCGATATTGCTGGATCGGGCTTTCGCCCATTGTCCAAGA

TTCCCCACTGCTGCCC

C/T CCCGTGGGAGTCCGGGCCGTGTCTCAGTCCCAGTGTGGCT

GATCATCCGAAAAGACCAGCTAAGCATCATTGGCTTGGTCA

GCCTTTACCTTACCAACTA

Ca_LG_8:13797929 GAAAGAGCTTTACAAGCGGCATTGCCCTTCTTCACTCACGCG

ATATTGCTGGATCGGGCTTTCGCCCATTGTCCAAGATTCCCCA

CTGCTGCCCCCCGTG

G/A GGAGTCCGGGCCGTGTCTCAGTCCCAGTGTGGCTGATCATC

CGAAAAGACCAGCTAAGCATCATTGGCTTGGTCAGCCTTTA

CCTTACCAACTACCTAAT

Ca_LG_8:13797936 CTTTACAAGCGGCATTGCCCTTCTTCACTCACGCGATATTGCT

GGATCGGGCTTTCGCCCATTGTCCAAGATTCCCCACTGCTGC

CCCCCGTGGGAGTCC

C/T GGGCCGTGTCTCAGTCCCAGTGTGGCTGATCATCCGAAAAG

ACCAGCTAAGCATCATTGGCTTGGTCAGCCTTTACCTTACCA

ACTACCTAATACTACGC

Ca_LG_8:15577061 GCCATTTTTTGGCGGTACGTTAGCAGCACGTCTATCGATTGT

GGCTATGCTTGTGAAATACAATTTGAATTTTAAATTGACAAATT

GTTTGTTGTCTACT

T/A TTAGCAGCATGGCTAAAATTGAGCTGCCATATTTTGCAACTG

AGATTACAACTCCATCAAGCCCCTTTGCACTATCTCTAGCAA

AGTATTTGCATTCCAT

Ca_LG_8:16665228 GCTACTAATGTCTGTTTAGCGTCGACCTCACGGACGCTAAATT

TGCTATATTGTTATTCATTGACATGGTATCAACGCATCTATTGA

CCAAGTGGTCAAA

A/G AGTTCAATCCATGCAGCTCAACTATCTTCACATTTAATTACAT

TAGATTATAGCAAATTGTATGTTAGAGATGAAAATCATTCTTG

GTTTTATACCAATT

Ca_LG_8:16855154 CGAACATAATTCACTAGGAACCAACCAACCCAATAGACCCCA

AGACCAAGCATAAGCTGCAACATAGCCATATATGAAAAATAAG

AGGAGATTGGCTTCA

A/T GCTTTAGTTAACGAGCCTTCACCACTTAGTCCAAACTTTACA

ACAATCATTCCTCCAATAGAAATCTACAAGTAATTAATGGTTG

TAACATTTATATATA



Positions -100 bp flanking sequences SNPs within 

kabuli  cultivar 

+100 bp flanking sequences

Ca_LG_8:16855155 GAACATAATTCACTAGGAACCAACCAACCCAATAGACCCCAA

GACCAAGCATAAGCTGCAACATAGCCATATATGAAAAATAAGA

GGAGATTGGCTTCAG

G/C CTTTAGTTAACGAGCCTTCACCACTTAGTCCAAACTTTACAA

CAATCATTCCTCCAATAGAAATCTACAAGTAATTAATGGTTGT

AACATTTATATATAC

Ca_LG_8:17316273 GAATATAAGGAAGAGCCCTTTACATCAACCCAATTTCGGCAAC

AATGCTGCTAGACAACAGCCTCAGCCTCAGGTTTACAATATAA

GCAAGAACGATTTT

T/C CGGGATATTGTTCAGCAGCTTACTGGATCACCTTCACAGGAT

CCTCCACCTCGGCCTCCACATAATCCGCCAAAACCGCAGAG

CATGCGTTTGCAGAAGA

Ca_LG_8:17354072 TGCTGTTTTCTGCCATCAATAAAAACATTATAAAGCCGAAACT

CTGCATTCAATGTTAGAGATTTTTTTTTATTGAATTATGAAGGG

GAGTAGAGAAATG

G/A AGGCATACATACCTGTGCAACAGGGGCATTGTCATCTATAAA

TGGTGCTGCAAGACTTATGAAGGAAGCCTCACCAACACCAA

CTAGCCTGGGAAACAAA
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