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ABSTRACT Immunodominant and highly conserved flavivirus envelope proteins can 
trigger cross-reactive IgG antibodies against related flaviviruses, which shapes subse
quent protection or disease severity. This study examined how prior dengue serotype 
3 (DENV-3) infection affects subsequent Zika virus (ZIKV) plasmablast responses in 
rhesus macaques (n = 4). We found that prior DENV-3 infection was not associated with 
diminished ZIKV-neutralizing antibodies or magnitude of plasmablast activation. Rather, 
characterization of 363 plasmablasts and their derivative 177 monoclonal antibody 
supernatants from acute ZIKV infection revealed that prior DENV-3 infection was 
associated with a differential isotype distribution toward IgG, lower somatic hypermu
tation, and lesser B cell receptor variable gene diversity as compared with repeat 
ZIKV challenge. We did not find long-lasting DENV-3 cross-reactive IgG after a ZIKV 
infection but did find persistent ZIKV-binding cross-reactive IgG after a DENV-3 infection, 
suggesting non-reciprocal cross-reactive immunity. Infection with ZIKV after DENV-3 
boosted pre-existing DENV-3-neutralizing antibodies by two- to threefold, demonstrat
ing immune imprinting. These findings suggest that the order of DENV and ZIKV 
infections has impact on the quality of early B cell immunity which has implications 
for optimal immunization strategies.

IMPORTANCE The Zika virus epidemic of 2015–2016 in the Americas revealed that this 
mosquito-transmitted virus could be congenitally transmitted during pregnancy and 
cause birth defects in newborns. Currently, there are no interventions to mitigate this 
disease and Zika virus is likely to re-emerge. Understanding how protective antibody 
responses are generated against Zika virus can help in the development of a safe and 
effective vaccine. One main challenge is that Zika virus co-circulates with related viruses 
like dengue, such that prior exposure to one can generate cross-reactive antibodies 
against the other which may enhance infection and disease from the second virus. In 
this study, we sought to understand how prior dengue virus infection impacts subse
quent immunity to Zika virus by single-cell sequencing of antibody producing cells in a 
second Zika virus infection. Identifying specific qualities of Zika virus immunity that are 
modulated by prior dengue virus immunity will enable optimal immunization strategies.
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I n 2015–2016, Zika virus (ZIKV) emerged in dengue virus (DENV) endemic regions of 
the Americas, causing 1.6 million infections and at least 11,000 cases of newborn 

microcephaly in Brazil (1, 2). ZIKV is transmitted by mosquitoes and congenitally. 
Infections in pregnancy lead to the greatest disease burden of neurodevelopmental 
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delays and microcephaly in 5%–8% of Zika-exposed newborns (3). A primary concern in 
the development of vaccines and immunotherapies is that ZIKV co-circulates with 
other flaviviruses such that it is possible for most of the at-risk population to be 
sequentially exposed to diverse flaviviruses (4, 5).

Flaviviruses have highly conserved and immunodominant envelope (E) proteins, such 
that an infection can generate cross-reactive antibodies against another related virus (6–
9). While some cross-reactive antibodies have no effect or even protect from subsequent 
disease, others can mediate antibody-dependent enhancement (ADE) of subsequent 
viral infection and worsen disease (10–14). ADE can occur when immune complexes 
of flavivirus virions and cross-reactive IgG interact with Fcγ receptors on susceptible 
cells, facilitating virus uptake into host cells (14–19). For example, pre-existing ZIKV 
immunity worsens subsequent DENV-2 and DENV-3 disease (20). Also, DENV infections 
are predicted to provide temporary cross-protection against ZIKV disease followed by 
a period of enhanced risk (21). Thus, it is important to understand how cross-reactive 
antibodies arise over multiple flavivirus infections.

Typically, primary infection generates flavivirus-reactive antibodies and long-lived 
memory B cells (MBCs) (22–25). Upon subsequent infection, pre-existing MBCs and newly 
stimulated B cells can rapidly differentiate into antibody-secreting cells which are called 
plasmablasts (PBs) (23, 25–27). Flavivirus infections, in particular, are characterized by 
very high frequencies of PBs during acute infection, suggesting that this cell type has 
a critical role in the antiviral immune response (28–30). Unlike other B cell subsets, 
PBs are antibody-secreting cells and thought to underlie the circulating antibodies 
during infection (31). In the long-term, a subset of PBs is retained in the bone marrow 
as long-lived antibody-secreting cells and generates the circulating antibodies that a 
subsequent flavivirus will encounter before new antibodies are produced by re-activated 
B cells (32). While PBs from flavivirus infections are found to contain both neutralizing 
and enhancing antibody specificities, some of the most potent flavivirus-neutralizing 
antibodies were derived from PBs (33–39). PBs can accumulate mutations to increase 
in affinity and neutralization potency against an incoming virus, so this represents an 
adaptable and functional subset of B cells (34, 40). Because PBs can derive from prior 
memory B cells, are highly frequent during the pivotal time of acute infection, and can 
shape the long-lasting and neutralizing antibody compartment, this cell type is one 
of the key drivers of immune imprinting across multiple infections. Understanding the 
characteristics of this compartment can explain how immune responses are modula
ted across multiple flavivirus infections. Indeed, ZIKV-reactive PBs from DENV-immune 
donors demonstrate more biased clonal repertoires and specificity to previous viruses 
than those with primary ZIKV infections, suggesting that flavivirus infection history 
impacts subsequent B cell immunity (34, 37).

In this study, we sought to understand how prior DENV serotype 3 (DENV-3) infection 
modulates PB responses in secondary ZIKV infection and distinguish DENV-3-primed 
cross-reactive signatures from ZIKV-only immunity. We conducted single-cell sequencing 
of PBs responding to ZIKV infection in order to define specific biases in the repertoire 
due to differential pre-existing DENV immunity. We hypothesized that cross-reactive 
antibodies across a heterologous DENV and ZIKV infection would be encoded by distinct 
PB immunoglobulin variable genes from that of primary or repeat ZIKV infection. We 
studied immune responses in ZIKV followed by DENV-3 infection because this recapitu
lates the sequences of flavivirus epidemics in Latin America (41, 42). We sought to model 
this sequence of infections with rhesus macaques to allow control of the number of prior 
exposures and collect blood samples at both baseline and peak PB response for each 
ZIKV infection. To delineate distinct contributions of prior DENV-3 on ZIKV immunity, we 
intensively studied the PB responses in a small number of rhesus monkeys with distinct 
flavivirus exposure status: primary ZIKV infection (n = 2), sequential ZIKV infection (n = 
2), and a DENV-3 then ZIKV infection (n = 2). We performed an in-depth PB isolation, 
phenotyping, and Ig receptor sequencing to compare PB activation, immunoglobulin 
variable region gene usage, clonal diversity, somatic hypermutation, and ZIKV and 
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DENV-3 reactivity of mAbs derived from isolated single PBs across groups. Our single-cell 
sequence data from PBs allowed more granular insights on immune imprinting, with 
the ability to track B cell clones, than cross-reactivity observed in serum antibodies. 
We found that ZIKV infection after prior DENV demonstrated comparable PB activation 
levels and formation of ZIKV-neutralizing antibodies but differential IgG isotype usage 
among ZIKV-reactive PBs, less diversity of clones in the PB repertoire, and lower somatic 
hypermutation compared with primary and secondary ZIKV-only infections in these 
macaques. Differences in qualities of PB responses based on infection history supports 
imprinting from DENV-3 onto ZIKV immunity, and this may have implications for disease 
outcomes of subsequent infection and vaccination in a setting of multiple flavivirus 
exposures.

RESULTS

Primary and secondary ZIKV challenge groups

We utilized cryopreserved plasma and PBMC samples from prior studies of ZIKV 
infections in rhesus macaques for more in-depth analysis of the early PB response here 
(43, 44). Two flavivirus-naïve rhesus macaques (Rh 91 and 82) were inoculated with 
ZIKV, constituting a primary ZIKV infection. The same two rhesus macaques were then 
re-challenged with ZIKV at 70 days post primary ZIKV challenge, constituting a secondary 
ZIKV exposure (ZIKV-ZIKV). A separate group of two rhesus macaques (Rh 32 and 85) 
with primary DENV-3 infection 5.5 and 11.5 months prior was inoculated with ZIKV, 
constituting a secondary ZIKV infection with prior DENV immunity (DENV-3-ZIKV; Fig. 
1A). Plasma ZIKV viral load peaked 3 days post challenge (DPC) at 6 log10 viral RNA 
copies per mL (vRNA/mL) and was equally high in the primary ZIKV and DENV-3-ZIKV 
groups. Viremia resolved by 6–10 DPC, except for brief recrudescence in primary ZIKV of 
Rh 826226 at 17 DPC. Viremia was not detected in the ZIKV-ZIKV group (Fig. 1B). Thus, 
primary ZIKV infection was associated with protection from the second ZIKV infection 
within the 70-day interval, whereas prior DENV-3 was not associated with protection 
from subsequent ZIKV infection.

Antibody cross-reactivity across ZIKV and DENV-3

We first assessed the development of plasma ZIKV-specific versus DENV-3 cross-reactive 
IgG responses by group. ZIKV-binding IgG were present at baseline in the secondary 
ZIKV-ZIKV (Mean EC50:2,116) and DENV-3-ZIKV (Mean EC50:313) groups (Fig. 1C) and 
DENV-3 binding IgG (ZIKV-ZIKV Mean EC50:66 and DENV-3-ZIKV Mean EC50:671) groups 
(Fig. 1D). As expected, the magnitude of baseline virus-binding IgG to the prior infecting 
flavivirus was 6–10-fold higher than to the secondary challenge flavivirus. Thus, our 
model recapitulates priming of flavivirus cross-reactive antibodies by primary ZIKV and 
DENV-3 challenge. Then, we assessed whether plasma IgG responses to ZIKV were 
successfully established in secondary ZIKV exposure despite prior infection with different 
challenge viruses. Indeed, the magnitude of ZIKV-neutralizing antibodies in the secon
dary ZIKV-ZIKV (Mean IC50:1,128) and DENV3-ZIKV (Mean IC50:1,247) infection groups 
was similarly high, suggesting formation of a productive antibody response to ZIKV (Fig. 
1E).

To evaluate the role of cross-reactive DENV-3 immunity upon subsequent ZIKV 
infection, we measured plasma DENV-3-specific IgG responses following this infection. 
DENV-3 binding IgG (Fig. 1D) and neutralizing antibodies (Fig. 1F) were boosted seven
fold and twofold, respectively, within 14 days upon ZIKV challenge in the DENV-3-ZIKV 
group, which indicates a recall response in secondary ZIKV infection. Also, in the 
secondary ZIKV-ZIKV group, we detected temporary twofold boost in DENV-3 cross-
reactive IgG by 4 DPC (Mean IC50:163) but not in the primary ZIKV challenge, supporting 
qualitatively distinct flavivirus antibody responses in primary versus secondary ZIKV 
infections (Fig. 1D). Intriguingly, throughout the ZIKV viremic period, the DENV-3-ZIKV 
group maintained high levels of DENV-3 binding IgG (Mean IC50 at 14 DPC:5,128; Fig. 1D) 
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FIG 1 Cross-reactive antibody responses upon ZIKV infection with and without prior DENV-3 immunity. (A) Three distinct 

immunological states were generated for this study using four macaques with different sequences of ZIKV and DENV-3 

challenge: (A) primary ZIKV (blue), (B) secondary ZIKV after prior ZIKV (red), and (C) secondary ZIKV after prior DENV-3 

(green). Two macaques (Rh826226 and 912116) were first infected with ZIKV-FP, which allowed us to sample the primary 

ZIKV immune response (group: ZIKV). Then, these same two macaques (Rh826226 and 912116) were administered another 

ZIKV-FP challenge 70 days later, allowing us to sample the secondary ZIKV immune response after prior ZIKV infection (group: 

ZIKV-ZIKV). Two other macaques with prior DENV-3 infection (Indonesia/Sleman/1978; 6 × 105 PFU) were re-challenged with 

ZIKV-FP 5.5 months (Rh321142) or 11.5 months later (Rh850585), allowing us to sample a secondary ZIKV immune response 

after prior DENV-3 infection (group: DENV-3-ZIKV). Virus inoculum dose indicated in PFU and indicated with a virion and 

syringe image. Plasma and PBMCs were collected up to 28 days after every ZIKV challenge and cryopreserved for use in 

this study (blood vial image). The yellow circle with cells indicates the timepoint at which PBs were studied in days post 

ZIKV challenge (“D”). (B) Plasma Zika viremia was measured as viral RNA copies/mL (43, 44). (C and D) Magnitude of ZIKV 

(PRVABC59) and DENV-3 (CH54389) virion binding IgG responses upon ZIKV challenge measured by virion capture ELISA. 

The estimated dilution at 50% of maximal binding (ED50) was calculated from serial dilutions of plasma and is shown over 

(Continued on next page)
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compared with that of ZIKV-binding IgG (Mean IC50 at 14 DPC:703; Fig. 1C). Together, 
these data support antibody-based immune imprinting from primary DENV-3 onto 
subsequent ZIKV immunity.

Magnitude of activated PBs in ZIKV-ZIKV and DENV-3-ZIKV infections

To assess if pre-existing immunity dampens subsequent response to the same or related 
flavivirus on a cellular level, we compared the magnitude of activated PBs upon ZIKV 
challenge across groups (Fig. 2A through F). The frequency of PBs was assessed from 
available cryopreserved PBMCs collected at 3–10 days post ZIKV challenge since this 
range typically encompasses the peak PB response to infection (44). An established 
negative selection strategy was applied to phenotype circulating rhesus macaque PBs 
(Fig. S1) (45). Data are reported for each animal as means of 4–6 technical replicates 
from a single timepoint. As expected, the activated PB response in the ZIKV-ZIKV group 
(Mean: 3%–4% of B cells) was lower than that in primary ZIKV infection (Mean: 7%–24% 
of B cells), given that immunity was effectively established to the homologous virus in 
primary infection. Notably, we found that the frequency of activated PBs in DENV-3-ZIKV 

FIG 1 (Continued)

days post ZIKV challenge. Dotted line shows the average background of assay without plasma. (E and F) ZIKV and DENV-3 

neutralization by plasma antibody before (i.e., baseline and black color) and after (7–28 days; gray color) ZIKV challenge. 

Plasma was serially diluted, and neutralization was assessed as 50% maximal infectivity relative to the virus alone condition. 

Non-neutralizing plasma is shown with a titer of 25 (first dilution). A diagonal line (/) indicates samples tested by focus 

reduction neutralization test only due to limiting sample availability.

FIG 2 Different proportions of activated PB in primary and secondary ZIKV infection with and without prior DENV-3 immunity. (A–F) Activated PBs from each 

macaque were enumerated by flow cytometry within the first 10 days post ZIKV challenge (DPC) as viable CD14-/CD16-/CD20-/CD3-/CD123-/CD11c-/CD80+/

HLADR+ (top-right quadrant). Proportion as a percentage of parent gate is indicated. (G) Mean percent-activated PBs for each macaque and timepoint. Circles 

indicate 4–6 technical replicate-stained tubes from the same PBMC sample assessed by flow cytometry on the same day. Colors indicate challenge group: 

primary ZIKV challenge group (blue), secondary ZIKV-ZIKV group (red), and secondary DENV-3-ZIKV group (green). Sample was collected at the indicated days 

post ZIKV challenge (D3–D10) based on timing of anticipated peak PB activation kinetics in primary versus secondary infections. PBMCs were cryopreserved for 

use in this study. See also Fig. S1.
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infection (Mean: 24%–26% of B cells) was higher than that in the ZIKV-ZIKV infection 
group (Mean: 3%–4% of B cells) and comparable to primary ZIKV infection (Mean: 7%–
24% of B cells), suggesting that prior DENV-3 exposure was not associated with low PB 
responses to ZIKV infection (Fig. 2G).

Immunoglobulin variable gene expression in ZIKV-ZIKV and DENV-3-ZIKV 
infections

Since each B cell receptor contains a unique recombination of variable heavy (VH) and 
light (VL) chain genes that corresponds to antigenic specificity, we hypothesized that 
distinct gene usage or pairing signatures will delineate characteristics of ZIKV-only versus 
DENV-3-ZIKV infection cross-reactive immunity. We sequenced 363 single-sorted PBs 
from the expected peak PB responses (Fig. 2A through F) and assessed VH and VL 
gene usage and pairing frequencies. VH-[4f, 4j, and 4n] heavy chains and Vκ1, Vλ2, Vλ1 
light chains were highly expanded in PBs and shared across groups, suggesting B cell 
selection of these receptor genes in response to ZIKV (Fig. 3A through C). Interestingly, 
VH-[3ag, 3aa, 3b, 3m] were found only in the DENV-3-ZIKV group (Fig. 3C), suggesting 
that these genes may represent pathways to ZIKV immunity from a DENV-immune 

FIG 3 Frequencies of paired VH-VL gene use in early activated PBs upon ZIKV challenge with or without prior DENV-3 immunity. Relative frequency of unique VH 

gene and VL gene family pairs in all sampled PBs per ZIKV challenge group: (A) primary ZIKV, (B) secondary ZIKV-ZIKV, and (C) secondary DENV-3-ZIKV groups. 

Paired VH-VL from PBs were transfected into 293T cells for production of rhesus IgG1 monoclonal antibodies, which were screened for ZIKV reactivity by ELISA. 

ZIKV-reactivity was defined as one standard deviation above the mean reactivity of a seronegative sample at 1:1,000 dilution. VH gene and VL gene pairing 

frequencies among the subset of 29 ZIKV-reactive PBs by (D) primary ZIKV, (E) secondary ZIKV-ZIKV, and (F) secondary DENV-3-ZIKV challenge groups. Frequency 

shown by chord thickness. VH genes are indicated in the southern hemi-circle and paired VL gene families on the northern hemi-circle. Coloration is based on VH 

gene and consistent across diagrams. Each VH gene is a distinct color. See Fig. S2.
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repertoire, whereas VH3-j VH3-ai, VH3-al were found only expressed in ZIKV infections and 
not DENV-3-ZIKV, suggesting that these genes may reflect pathways to ZIKV immunity 
from a DENV-naïve repertoire.

We then used functional VH and VL pairs from the PBs sequences from the 
peak timepoint across primary ZIKV, ZIKV-ZIKV, and DENV-3-ZIKV groups to generate 
recombinant rhesus IgG1 monoclonal antibodies and screened for ZIKV-reactivity. A total 
of 29 out of 177 Ig-expressing supernatants from PB VH and VL sequences were found 
to be ZIKV-reactive (Fig. S2 and S3; Table 1). These ZIKV-reactive clones consisted of 
highly expanded genes (e.g., VH-4f, 4j, and 4n; Vκ1; and Vλ2), some genes unique to 
DENV-3-ZIKV (e.g., VH-3ag, 3aa), and a few low frequency genes (e.g., VH4g, VH4b, VH3h, 
VH3d, and Vκ1e; Fig. 3D through F; Table 1). The closest human genes to these macaque 
variable genes are as follows: VH-[4-38, 4-4, 4-59, 3-49, 3-23, 3-66], Vλ1–51, and Vκ1–5 
(Table S1). Most of these have been previously identified to bind and neutralize ZIKV, 
DENV, and some even to the related yellow fever virus (9, 34, 46–50). Thus, we identified 
many common VH and VL gene use patterns in the early ZIKV PBs despite different prior 
flavivirus infection, and gene use patterns in macaques were similar to human B cell 
responses to flaviviruses.

Diversity of PB gene use following ZIKV infection and reinfection

Next, we evaluated for immune focusing upon secondary ZIKV infection through 
differences in Shannon Diversity Index (H) of PB VH genes and VL gene families across 
groups. Among all 363 PBs, no significant difference was observed in Shannon’s H for 
VH and VL diversity across macaques (Fig. S4A and B). However, in the subset of 29 
ZIKV-reactive PBs, diversity of VH genes was significantly higher in primary ZIKV infection 
than secondary ZIKV-ZIKV or DENV3-ZIKV infection, suggesting immune focusing in 
secondary ZIKV-reactive PBs despite primary infection with different flaviviruses (P < 
0.05, Hutcheson t-test; Fig. S4C and D). Moreover, there were no significant differences in 
variable gene diversity across ZIKV-ZIKV and DENV3-ZIKV groups. Together, this indicates 
that the PB clonal diversity of a ZIKV infection after prior DENV3 is unlike a primary ZIKV 
infection and has similarly low diversity as multiple ZIKV exposures.

Distribution of PB isotypes following ZIKV-ZIKV and ZIKV-DENV-3 infection

Since antibody isotype also affects function and cross-reactivity, we assessed the Ig 
isotype distribution from 363 VH constant region sequences in total PBs and 29 VH 
in ZIKV-reactive PBs. While IgG is traditionally considered the most functional isotype 
against viruses and is most abundant in plasma, surprisingly, IgA predominated the early 
PB compartment (Fig. 4). There were significantly more IgA-expressing ZIKV-reactive 
PBs in the ZIKV and ZIKV-ZIKV infection groups, as compared with the DENV3-ZIKV 
infection group (P < 0.05, Fisher’s exact test). In contrast, there were significantly more 
IgG-expressing ZIKV-reactive PBs in the DENV3-ZIKV animals as compared with the 
ZIKV and ZIKV-ZIKV infection groups (P < 0.05, Fisher’s exact test). Yet, IgA abundance 
in ZIKV-reactive PBs in the ZIKV-ZIKV group did not correspond to increases in the 
total plasma IgA (Fig. S5). Also, there were significantly more IgM-expressing PBs in 
the ZIKV-ZIKV infection group than the DENV3-ZIKV infection group (P < 0.05, Fishers 
exact test; Fig. 4B and C). As expected, IgG-expressing PBs were more frequent than 
IgM-expressing PBs in secondary ZIKV-ZIKV as compared with primary ZIKV infection 
(Fig. 4A and B). Thus, IgA-expressing PBs are a common feature across groups but were 
more frequently represented in ZIKV-reactive clones in ZIKV-only infections [66% (n = 
10/15) and 83%(n = 5/6)] than with prior DENV-3 immunity (12.5%, n = 1/8).

Differential somatic hypermutation in PBs following ZIKV-ZIKV and DENV-3-
ZIKV infection

B cell responses mature in affinity through SHM in the VH and VL regions over repeat 
exposure to the same antigen. We sought to understand the extent of SHM following 
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primary ZIKV and secondary ZIKV-ZIKV infections and whether prior exposure to DENV-3 
differentially impacts SHM in secondary ZIKV infection. We found that VH and VL gene 
SHM was significantly higher in IgG-expressing PBs following ZIKV-ZIKV infection than 
primary ZIKV infection, suggesting that SHM occurred in both VH and VL over time or 
with repeat ZIKV exposure (P < 0.05, Mann-Whitney test; Fig. 5A). Also, IgG VL gene SHM 
was significantly higher following ZIKV-ZIKV re-challenge than DENV-3-ZIKV infection (P 
< 0.05), and IgG VH was trending higher as well (P = 0.12, Mann Whiteny tests; Fig. 5D). 
Thus, homologous secondary ZIKV-ZIKV infection results in higher SHM in IgG-expressing 
PBs than heterologous DENV-3-ZIKV infection, even though IgG PBs were more abundant 
in DENV3-ZIKV infection (Fig. 4C). Unlike IgG PBs, IgA-expressing PBs did not demon
strate significant differences between the ZIKV-ZIKV and DENV-3-ZIKV infection groups 
(Fig. 5B and E). However, IgA VH SHM was significantly higher in primary ZIKV as com
pared with either secondary ZIKV-ZIKV or DENV-3-ZIKV infection (P < 0.05, Mann-Whitney 
test; Fig. 5B). As expected, IgM VH and VL SHM were not significantly different across 
groups (Fig. 5C and F). Thus, high IgA VH SHM in PBs was characteristic of primary ZIKV 
infection, whereas high VH mutations in IgG-expressing PBs distinguish repeat ZIKV-ZIKV 
infections from that of ZIKV infection with prior DENV-3 immunity.

Modest levels of SHM may suffice to generate ZIKV-reactivity, since these IgG have 
lower VH SHM and significantly lower VL SHM compared with non-ZIKV-reactive clones 
(P < 0.05, Mann-Whitney test, Fig. 5G and H). Interestingly, IgA isotype ZIKV-reactive 
PBs demonstrated higher median VH SHM (6.9%) as compared with non-IgA-expressing 
ZIKV-reactive PBs (5.4%; P < 0.05, Mann-Whitney test; Table 1). Also, the VH comple
mentarity determining region 3 (HCDR3) amino acid length, the hypervariable region 
that accumulates antigen-binding mutations, was not significantly different between 
ZIKV-reactive and non-reactive PBs or across groups (Fig. 5I). In sum, ZIKV-reactive PBs 
were characterized by median VH SHM of 6.6%, median VL SHM of 2.6%, and median 
HCDR3 of 15 residues, with IgA-expressing ZIKV-specific PBs representing the most 
mutated specificities.

Flavivirus neutralization by PB-derived monoclonal antibodies

Of the 177 Ig-expressing supernatants isolated from PBs of all macaques, 22 were in 
the top quartile of ZIKV-reactive intensities and were produced recombinantly as Rhesus 
IgG mAb to assess ZIKV and DENV-3 neutralization (Fig. S3). Of the 22 recombinantly 
produced IgG mAbs, 20 were confirmed to bind to ZIKV and 9 to DENV-3 (Fig. 6A). The 
DENV-3-ZIKV infection group also generated 50% (4/8) high ZIKV-binding IgG clones, of 
which half (2/4) also demonstrated high cross-reactivity with DENV-3 (Fig. 6A). The other 
50% (4/8) of high ZIKV-binding clones isolated from the DENV-3-ZIKV infection group 
demonstrated medium-to-low ZIKV-reactivity and were not cross-reactive to DENV-3 (Fig. 
6A). Subsequently, the highest ZIKV-binding IgG mAbs (n = 4) were further tested for 

FIG 4 PB immunoglobulin isotype distribution by ZIKV reactivity and challenge group. Immunoglobulin rhesus isotype distribution inferred by PB sequence and 

shown by (A) ZIKV, (B) ZIKV-ZIKV, and (C) DENV-3-ZIKV challenge groups. Colors in outer pie indicate isotype: IgA (magenta), IgM (purple), IgG (green), and IgE 

(yellow). Inner pie chart shows ZIKV-reactive PBs in the pie slice with black dashed lines and non-reactive PBs in gray pie slices.
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cross-neutralization, revealing that mAb H691441/L691068 isolated from the DENV-3-
ZIKV infection group neutralized both ZIKV (FRNT50 = 1.7 µg/mL) and DENV-3 (FRNT50 = 
3.3 µg/mL; Fig. S3). This mAb, isolated from an IgG-expressing PB in Rh850585, contains 

FIG 5 Differences in somatic hypermutation in PBs upon ZIKV challenge based on prior flavivirus 

immunity and ZIKV-reactivity. The VH and VL sequences of PBs were assessed for percent SHM relative to 

a reference Rhesus immunoglobulin sequence (Clonalyst). Amino acid length of the VH complementarity 

determining region (HCDR3) was inferred from VH sequence (Clonalyst). Percent SHM of the VH gene 

was assessed in PBs from each primary ZIKV, secondary ZIKV-ZIKV, and secondary DENV-3-ZIKV challenge 

groups by IgG (A), IgA (B), and IgM (C) isotypes. Percent SHM of the VL gene was assessed in PBs from 

each ZIKV challenge group by IgG (D), IgA (E), and IgM (F) isotypes. Comparison of VH SHM (G) and VL 

SHM (H) in PBs that produced Zika virion-reactive antibodies to those that were not ZIKV-reactive. (I) 

Length of HCDR3 of PBs by ZIKV-reactivity. Each dot represents a single functional sequence from PBs. 

Line at median indicated on all plots. Groups were compared for significant differences by Mann-Whitney 

test without multiple corrections. P value estimates of significantly different groups are indicated on the 

graphs. See Fig. S5.
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9% VH SHM and 2.5% VL SHM (Table 1). Variable genes VH3-ag and Vλ6 were utilized in 
this mAb, which was not common among ZIKV-reactive clones in ZIKV infection groups 
without prior DENV-3 immunity (Table 1). However, the closest human gene, VH3-66, 
arose in other studies among ZIKV, DENV, and yellow fever virus-reactive mAbs (9, 46, 47). 
Thus, primary ZIKV and secondary ZIKV-ZIKV infection generated high ZIKV-binding IgG 
clones, and importantly, prior DENV-3 did not abrogate ZIKV-specific neutralizing clones 
during secondary infection.

DISCUSSION

In this study, we examined the contribution of pre-existing DENV-3 immunity on 
early ZIKV B cell immunity by conducting a detailed single-cell genomic analysis of 
the immunoglobulin variable regions of PBs after serial flavivirus infections. PBs are 

FIG 6 Assessment of recombinantly generated mAbs for ZIKV and DENV-3 binding and neutralization. Recombinant IgG mAbs were produced from the 

sequence of 22 highest ZIKV-reactive PBs across macaques. (A) Heat map of the magnitude of ZIKV (strain PRVABC59) and DENV-3 (strain CH54389) whole virion 

binding at 25 µg/mL of IgG mAb shown as mean optical density at 450 nm (OD450) of two replicates by challenge groups: primary ZIKV (blue), secondary 

ZIKV-ZIKV (red), and secondary DENV-3-ZIKV (green). All positive values colored by tertile to demonstrate the strength of binding as high (magenta), medium 

(orange), and low (yellow). Four mAbs representing the top 10% of ZIKV-binders were assessed for ZIKV (B) and DENV-3 (C) neutralization. Percent infection of 

ZIKV (strain PRVABC59) and DENV-3 (strain CH54389) over a serial dilution of mAb was calculated relative to virus only control and fit to a sigmoidal curve. Each 

mAb was tested with two replicates. Coloration by challenge group of original PBs.
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transiently expanded upon ZIKV and DENV infections and thought to be essential to 
the formation of protective antiviral immunity (11, 29, 51–53). Using an Indian rhe
sus macaque model of flavivirus infections, we generated optimal comparator groups 
of primary ZIKV and multiple ZIKV challenges that allowed us to specifically detect 
differences in secondary ZIKV PB responses that may be related to prior DENV-3. 
While prior studies from our group and others characterized PB response kinetics with 
controlled series of infections (26, 44, 54–56), here, we additionally sequenced the B 
cell receptor variable regions of 363 PBs and characterized 177 derivative monoclonal 
antibody supernatants from acute ZIKV infection to dissect the signature associated with 
DENV-3 imprinting onto subsequent PB immunity to ZIKV. We defined the primary B cell 
variable genes used, as well as differences in PB gene diversity, mutational burden, and 
isotypes that varied in the acute response to ZIKV in relation to prior infection.

B cell receptor variable gene recombination underlies antigen specificity and 
subsequent clonal selection into the antiviral immune response (31). Among ZIKV-reac
tive PB sequences, we identified several variable genes with human homologs consti
tuting established ZIKV- and flavivirus-reactive specificities. Remarkably, we identified 
ZIKV-reactive PBs using VH3-d and Vκ1-e genes. These correspond to the commonly used 
human VH3-23 and Vκ1–5 genes and are likely due to convergent gene evolution within 
a ZIKV-specific B cell response (34, 57). These sequences may define a common mode 
of pan-flavivirus recognition, since derived mAbs interact with ZIKV EDIII, Zika whole 
virion, DENV E protein, and YFV E protein (9, 34, 46–50, 57). Also, repeated isolations of 
both VH3-23 and Vκ1–5 flavivirus-specific mAbs suggest that both of these heavy and 
light chains are being preferentially selected within a ZIKV immune response. Many of 
our other sequences matched previously reported human variable genes represented in 
flavivirus antibodies, including VH3-48, VH3-66, VH4-39, VH4-59, Vλ5–39, Vκ1–12, Vκ2–28, 
Vκ3–20, Vλ3–21, and Vλ1–51 (9, 46–50). This homology demonstrates that our macaque 
model recapitulated human flavivirus immunoglobulin gene use. Importantly, recurrent 
isolations of common light chains in the response to ZIKV infections in our data, together 
with prior studies, reinforce a role for B cell receptor light chains in flavivirus recognition, 
even though heavy chains are most often studied (34, 47, 49, 50, 57).

Although we had hypothesized that flavivirus cross-reactivity with and without prior 
DENV-3 would manifest in distinct PB variable gene signatures in the DENV-3 immune 
versus ZIKV-only infection groups, we found no clear bias in ZIKV-induced PB variable 
gene usage. This and prior studies reveal that both ZIKV and DENV infections are 
associated with some common PB genes within families VH3 and VH4 (9, 46, 48, 49). A 
few ZIKV-reactive PB genes may be associated with immune history, such as VH3-aa and 
VH3-ag (human gene: VH3-13 and VH3-66), which was found only in DENV-immune ZIKV 
responses, whereas VH3-j (human gene: VH3-49) was found only in ZIKV-only responses. 
While it remains possible that biases in gene use exist by exact flavivirus infection history, 
we were not able to test this with only 363 singly sequenced cells from our data set 
due to the enormous diversity of variable gene usage we uncovered among the acute 
ZIKV infection PB response, although, interestingly, VH3-49 was found to be DENV and 
yellow fever virus binding and VH3-66 neutralized both ZIKV and DENV-3 in this study 
(47, 48). The broad cross-reactivity associated with these genes cumulatively across 
studies suggests that these Ig genes may be recruited for antibodies that target highly 
conserved epitope studies (47, 48). Thus, different immune histories may provide a host 
with different evolutionary starting points to generate a flavivirus cross-reactive B cell 
repertoire.

The diversity of variable genes in the transient PB population is related to B cell 
selection, where low diversity indicates few distinct B cell clones present in a population 
and suggests preferential selection for these clones (58). Among the ZIKV-reactive PBs, 
we identified the highest VH and VL diversity levels upon primary ZIKV infection and 
lower levels in both homologous and heterologous secondary ZIKV responses. This 
transition from primary to secondary ZIKV-ZIKV is expected as anti-ZIKV B cells estab
lished in the primary infection can be preferentially selected into the secondary immune 
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response, expand to occupy more clonal space, and thereby decrease diversity in PBs. 
A similar pattern of decreased diversity among circulating PBs was noted in secondary 
human ZIKV and DENV infections (34, 46, 57). We also hypothesized that a primary 
DENV-3 infection would be associated with fewer or weaker ZIKV-reactive B cells than 
a primary ZIKV infection, and so, there may be fewer clones to select into a secondary 
DENV-3-ZIKV PB response than in ZIKV-ZIKV infection. In contrast, we found that the 
diversity among ZIKV-reactive PBs in the DENV-3-ZIKV group was on par with ZIKV-ZIKV 
and significantly lower than primary ZIKV. This interesting pattern is compatible with 
immune imprinting and suggests that a recall response from primary DENV-3 infection 
may contribute to the secondary ZIKV PB response. A similar pattern has also been 
reported in five humans with acute ZIKV infection and pre-existing DENV immunity (34, 
40). Moreover, boosting of plasma DENV-3 binding and neutralizing antibodies upon 
ZIKV infection in these macaques supports elicitation of a recall response in these 
two animals. It is possible that DENV-3 recall supports ZIKV-neutralizing antibodies 
since the strongest ZIKV-binding mAbs from the DENV-3-ZIKV group also cross-reacted 
with DENV-3, suggesting a recall origin for these specificities. Whereas mAbs from the 
DENV-3-ZIKV infection group that did not cross-react with DENV-3 showed lower levels 
of ZIKV binding, and these may be elicited de novo. Epidemiologically, prior DENV 
immunity is associated with milder subsequent ZIKV (59, 60), and our work suggests this 
may, in part, be due to immune focusing toward highly ZIKV-binding and neutralizing 
antibody specificities.

Somatic mutations in B cell variable regions can further increase the affinity and 
potency of the antibody response (31). We observed moderate to high levels of somatic 
hypermutation in the immunoglobulin heavy and light variable regions of ZIKV-reactive 
PBs that mirrored prior estimates from ZIKV-infected patients (34, 40, 61, 62). Due to 
conflicting evidence on prior DENV infections, it is unclear how SHM of PBs evaluated in 
our study compare with that of DENV infection (40, 48, 63). One intriguing observation 
is that boosting of SHM in secondary ZIKV-ZIKV infection occurred upon challenge but 
in the absence of measurable viremia, supporting the potential for asymptomatic/sub
clinical infections in flavivirus co-endemic areas to generate more mature B cells over 
time (64). Interestingly, ZIKV-ZIKV infection-induced PBs acquired significantly higher 
SHM than DENV-3-ZIKV infection-induced PBs. Thus, the identical ZIKV rechallenge is 
associated with more B cell maturation within a limited clonal diversity than DENV-3-
ZIKV infection. It is possible that a ZIKV-ZIKV rechallenge may be better at promot
ing immune focusing than DENV-3-ZIKV because it is an identical repeat exposure. 
This phenomenon of immune focusing upon identical re-exposure to antigens was 
also observed with the SARS-CoV-2 mRNA vaccine booster series (65). Time since last 
infection can also modulate the extent of boosting in SHM. Recent studies indicate that 
virus-reactive germinal centers can persist up to 3–5 months, suggesting that a later 
infection, beyond the timeframe of our study, may also result in a bigger boost than 
earlier infections (66, 67). Thus, the timing between viral challenges and doses used in 
our study may limit our inferences. It is possible that a challenge that is administered 
at a later timepoint may differentially modulate the PB response. Further studies should 
continue to delineate the contributions of sequential related infections on B cell diversity 
and mutations.

Finally, the distribution of antiviral immunoglobulin isotypes impacts antibody 
functional profile and immune protection (12). For example, pre-existing antiviral 
antibodies of the IgG1, IgG4, IgA2, and IgM isotypes are correlated with protection 
against subsequent symptomatic DENV-3 infection (12). In our ZIKV-only challenge 
groups, ZIKV-reactive specificities arose from IgM and IgA PBs, whereas prior DENV-3 
infection was associated with a different profile such that ZIKV-reactive specificities 
arose from the IgG compartment. IgG and early IgM antibodies are known to potently 
neutralize the virus (49, 57, 68, 69), whereas cross-reactive IgG can also enhance viral 
replication (49, 70–72). Intriguingly, we found a large rise of IgA+ PBs in all primary 
and secondary ZIKV infections, which has also been observed for DENV and SARS-CoV-2 
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infections, and influenza vaccination (32, 67, 73, 74). While Waickman et al. reported 
higher antiviral IgA-expressing PBs in primary rather than secondary DENV infection, 
we find similarly high levels of IgA-expressing PBs in primary and secondary ZIKV 
infection (73). Anti-DENV IgA were found to be effective disruptors of IgG-mediated 
DENV enhancement in vitro and were broadly neutralizing (71, 73, 75). While there is 
evidence on the value of IgA antibodies in DENV infections, the role for IgA in ZIKV 
infection remains unclear.

Small sample sizes, the number of macaques, and cryopreservation of fragile PBs 
were limitations of this study. Given two animals per group, the role of inter-individ
ual variability and timing of past exposure could not be deconvoluted from infection 
history, our primary analytic variable. Thus, our inferences are based on associations and 
delineating causal relationships will require further investigation.

In summary, we found ZIKV infection after DENV-3 infection was associated with 
early formation of high-magnitude ZIKV-binding and neutralizing antibodies and PB 
responses, despite evidence of immune imprinting by recall responses at both the 
antibody and B cell levels. Indeed, DENV-3-ZIKV and ZIKV-ZIKV infection-induced PBs 
demonstrate the use of similar immunoglobulin variable genes, indicating common 
approaches to ZIKV recognition despite differences in prior infection. Also, acute PB 
responses in both secondary DENV-3-ZIKV and ZIKV-ZIKV infection are characterized by 
significantly lower clonal diversity than primary ZIKV infection, whereas multiple ZIKV 
exposures are associated with more B cell maturation via SHM. Interestingly, a higher 
proportion of IgA isotype PBs was found in ZIKV-only immune histories, where ZIKV-reac
tive IgA PBs were more somatically mutated than non-IgA ZIKV-reactive PBs. It is possible 
that IgA antibodies and B cells may differentially modulate anti-ZIKV immune functions 
based on prior exposure. Overall, immune imprinting by DENV was associated with a 
productive ZIKV immune response and was characterized by many shared B cell receptor 
genes but qualitatively distinct mutational and isotype distribution in the acute B cell 
response.

MATERIALS AND METHODS

Study design

We utilized plasma and PBMC samples from previously studied Indian-origin rhesus 
macaques with ZIKV and DENV-3 infections (43, 44). The primary ZIKV group (n = 2) 
comprised of 4-year-old male macaques (Macaca mulatta) Rh826226 and Rh912116 and 
was inoculated subcutaneously (SC) with 1 × 106 and 1 × 104 PFU/mL, respectively, 
of Asian-lineage ZIKV strain Zika virus/H.sapiens-tc/FRA/2013/FrenchPolynesia-01-v1c1 
(ZIKV-FP; GenBank: KJ776791). For the ZIKV-ZIKV group, the same two macaques were 
re-challenged SC after 70 days with 1 × 104 PFU ZIKV-FP. For the DENV-3-ZIKV group, 
two macaques were inoculated SC with 1 × 104 PFU ZIKV-FP after 1 year (Rh850585, 
male) or 0.4 years (Rh321142, female) of 6 × 105 PFU DENV-3 (dengue virus/H.sapiens-
tc/IDN/1978/Sleman/78) challenge. Blood was collected at baseline and 1–14 and 21–
28 DPC. PBMCs were cryopreserved upon collection and thawed immediately before 
experiments in this study.

Virus production for in vitro assays

We used previously described methods (49). Briefly, DENV-3 was grown in C6/36 cells 
cultured with RPMI 1640, L-glutamine, 25 mM HEPES, 1× penicillin-streptomycin (PS), and 
2% heat-inactivated fetal bovine plasma (FBS); ZIKV was grown in Vero-81 cells cultured 
in DMEM, with 1× MEM NEAA, 1× PS, and 10% FBS. DENV-3 strain CH54389 (GenBank: 
DQ863638.1) was provided by Dr. Aravinda de Silva (University of North Carolina at 
Chapel Hill), and ZIKV strain PRVABC59 (ZIKV-PR; GenBank: KU501215.1) was obtained 
from BEI.
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Viral RNA quantification from plasma

Viral RNA was isolated from plasma using the Maxwell Viral Total Nucleic Acid Purifica-
tion kit on the Maxwell 48 RSC instrument (Promega). Viral RNA was then quantified 
using a highly sensitive Reverse transcription quantitative polymerase chain reaction 
(RT-qPCR) assay based on the one developed by Lanciotti et al. (2008), though the 
primers were modified to accommodate both Asian- and African-lineage Zika viruses. 
RNA was reverse transcribed and amplified using the TaqMan Fast Virus 1-Step Master 
Mix RT-qPCR kit (LifeTechnologies) on the LightCycler 480 (Roche) and quantified by 
interpolation onto a standard curve made up of serial 10-fold dilutions of in vitro-tran
scribed RNA. RNA for this standard curve was transcribed from a plasmid containing 
an 800-bp region of the Zika virus genome that is targeted by the RT-qPCR assay. 
The final reaction mixtures contained 150 ng random primers (Promega), 600 nM each 
primer, and 100 nM probe. Primer and probe sequences are as follows: forward primer: 
5′-CGYTGCCCAACACAAGG-3′, reverse primer: 5′-CCACYAAYGTTCTTTTGCABACAT-3′ and 
probe: 5′−6-carboxyfluorescein-AGCCTACCTTGAYAAGCARTCAGACACYCAA-BHQ1-3′. The 
reactions cycled with the following conditions: 50°C for 5 minutes, 95°C for 20 seconds 
followed by 50 cycles of 95°C for 15 seconds, and 60°C for 1 min. The limit of detection of 
this assay is 150 copies/mL.

Neutralization

We used previously described methods for the 96-well focus-forming neutralization test 
(FRNT) and 12-well plaque-forming neutralization test (PRNT) (44, 76). For the FRNT, 
virus and serial dilutions of mAb or plasma were co-incubated for an hour and then 
transferred to a confluent Vero cell monolayer for an hour at 37°C. An overlay of 1% 
methylcellulose (125 µL/well) was added for foci development. Plates with ZIKV were 
incubated for 40–42 hours, and plates with DENV-3 were incubated for 48 hours at 37°C. 
Cells were fixed with 2% paraformaldehyde for 30 minutes, and then, foci were stained 
with 0.5 µg/mL 4G2 and detected with anti-mouse IgG HRP (1:5,000) and TrueBlue. 
For the PRNT, plasma serial dilutions were combined with a set amount of virus for 
1-hour co-incubation, inoculum was removed, and an overlay of 1.2% oxoid agar was 
applied. Cells were incubated at 37°C for 4 days for plaque development and stained 
with 0.33% neutral red. Foci were counted using ImmunoSpot plate reader (Cellular 
Technology Limited), and plaques were counted manually. The optimal mean foci count 
in virus-only control across FRNT plates for DENV-3 was 35–52, and that for ZIKV was 
57–62. The dilution of 50% maximal infectivity relative to the virus-only control (NT50) 
was calculated with the sigmoidal dose-response (variable slope) curve in Prism 9.2.0 
(GraphPad), constraining values between 0% and 100% relative infection. Percent relative 
infection curves and the resulting NT50 were considered upon quality control: if R2 > 0.65, 
absolute value of hill slope > 0.5, and the curve crossed 50% relative infection. Samples 
or mAbs that did not meet this criterion were considered non-neutralizing. Samples 
were assessed in replicates. Negative controls are as follows: media and HIV mAb 
CH22. Positive controls are as follows: rhesus hyperimmunoglobulin from ZIKV-infected 
macaques and DV78/DV10 mAbs (Absolute Antibody).

Whole virion-binding ELISA

Virion capture ELISA methods were previously described (52). Briefly, high-binding 
96-well plates (Greiner Bio One) were coated with 40 ng/well of 4G2 mAb in 0.1 M 
carbonate buffer (pH 9.6) overnight at 4°C. Plates were blocked in Tris-buffered saline 
containing 0.05% Tween-20 with 5% normal goat plasma for 1 hour at 37°C, followed 
by an incubation with either ZIKV (PRVABC59) or DENV-3 (CH54389) infectious superna
tant for 1 hour at 37°C. Then, plasma or mAb samples were added in replicate and 
incubated for 1 hour at 37°C. Eight-point serial dilutions for plasma started at 1:12.5 with 
fourfold serial dilutions, and mAbs started at 100 µg/mL fourfold serial dilutions. Binding 
was detected with anti-macaque IgG HRP antibody (1:5,000 for 30 minutes Southern 
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Biotech) and 100 µL/well SureBlue (KPL). Reactions were stopped by 100 µL/well of 
Stop Solution (KPL) after 5 minutes, and OD was detected at 450 nm (PerkinElmer). 
Small-scale transfection supernatants were assessed undiluted in replicate by the same 
approach, except for the use of goat-anti macaque IgG HRP (Abcam) at 1:2,500 dilution. 
Virion binding was evaluated as the dilution/concentration demonstrating 50% maximal 
optical density over a serial dilution, with a sigmoidal dose-response (variable slope) 
curve in Prism 9.2 (GraphPad) using least squares fit. This value was considered valid 
if the OD450 at 25 μg/mL was fivefold higher than block alone. Negative controls are 
as follows: HIV mAb Rh CH22, seronegative sera, and block alone. Positive control was 
rhesus hyperimmunoglobulin from ZIKV-infected macaques.

Flow sorting of rhesus monkey plasmablasts

We sorted PBs by gating on CD14−/CD16−/CD20−/CD3−/CD123−/CD11c−/CD80+/
HLA-DR+ from live leukocytes and singlets, as previously described (44, 45). Gating 
limits were determined by FMO controls for CD80, CD123, and CD11c. Briefly, PBMCs 
were stained with CD20 FITC (L27), CD80 PE (L307.4), CD123 PE-Cy7 (7G3), CD3 APC-Cy7 
(SP34-2; all from BD Biosciences), CD14 AF700 (M5E2), CD11c BV421 (3.9), CD16 BV570 
(3G8; all from BioLegend), and HLA-DR PE-TxRed (TÜ36; Invitrogen). A LIVE/DEAD Fixable 
Aqua Dead Cell Stain kit (Invitrogen) was used for viability. Cells were resuspended with 
PBS/1%BSA, stained with fluorescent antibodies for 30 min at 4°C, washed with 1× PBS, 
stained for 30 min with the LIVE/DEAD Aqua at 4°C, washed with 1× PBS and PBS/1%BSA, 
and then fixed in 2% paraformaldehyde. Stained PBMCs were acquired on a LSRII Flow 
Analyser (BD Biosciences). Single color-stained Bangs beads were used to compensate 
and calibrate the machine prior to acquisition. PBs were sorted on low speed into 96-well 
plates containing an RNA-stabilizing mixture. Plates were frozen in ethanol and dry ice 
and stored at −80C until reverse transcription. Cellular phenotypes were analyzed using 
FlowJo (Version 10.8.1).

Nested immunoglobulin variable gene amplification

VH and VL genes from each well were reverse transcribed using Superscript III (Thermo 
Fisher), and then, cDNA was amplified under various conditions of sequential external 
primer sets and internal primer sets (4 µm of forward and reverse primers), as previously 
described (77–79). These rhesus-specific primer sets target different VH gene families 
and VH constant regions, to achieve a successful amplification of the heavy and light 
chain from each well (79). To assess if VH regions were successfully amplified, we 
checked the size of PCR products on a 96-well agarose gel. Then, corresponding VL 
were amplified with primer sets targeting kappa or lambda segments and PCR product 
by gel. Successfully amplified VH and VL were then sequenced (Genewiz). Contigs for 
each of the forward and reverse immunoglobulin sequences were assembled using 
an in-house bioinformatics pipeline for antibody sequence analysis which included 
aligning the constant region sequences to a library of rhesus constant regions. Variable 
gene usage was determined using the heavy and light chain reference gene library in 
Cloanalyst (https://www.bu.edu/computationalimmunology/research/software/), which 
also annotated percent somatic hypermutation and HCDR3 length.

Expression of VH and VL from plasmablasts as IgG1 mAbs

Functional sequences without an intervening stop codon were selected for mAb 
production. Using previously defined approaches, the VH and VL amplicons were ligated 
to rhesus IgG1 backbone, CMV promoter regions, and a secretion sequence using 
overlapping PCR to form a linear amplicon (77, 79, 80). Ligation was confirmed by 
size on a gel, and successfully ligated sequences were then purified for DNA. Thus, 
each VH and VL formed a full-length expression cassette that co-transfected onto a 
monolayer of the human embryonic kidney cell line (293T) in six-well plates as per the 
manufacturer’s protocol (Expifectamine, Thermo). Supernatant containing recombinant 

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2316

https://www.bu.edu/computationalimmunology/research/software/
https://doi.org/10.1128/mbio.03160-23


IgG1 mAbs was collected in 3 days and concentrated (Millipore Ultra Centrifugal Spin 
Filter). This transfection supernatant was tested for rhesus IgG content and screened for 
ZIKV reactivity.

Recombinant mAb production and purification

Isolation and expression of monoclonal antibodies were previously described (77). 
Briefly, VH and VL were cloned into modified pCDNA3.1/hygro plasmid vectors contain
ing either (i) rhesus IgG1 constant region (GenBank: AY292507), CMV promoter, Bovine 
growth hormone (BGH), poly(A) tail, and IgG leader sequences; (ii) kappa (GenBank: 
AY292503.1) constant; and (iii) lambda (GenBank: MF989841.1) constant regions. VH and 
VL plasmids (0.05 mg/plasmid) were co-transfected into Expi293F cells (ExpiFectamine 
293 Transfection Kit, Thermo) at 2.5 million cells/mL in 100-mL flasks in suspension, as 
per the manufacturer’s instructions. Supernatants from cell cultures incubating at 37°C 
were harvested 5 days later, and IgG mAbs were purified using Pierce Protein A Beads 
(Thermo), as per the manufacturer’s instructions. MAbs were buffer exchanged with 
60 mL of sterile 1× PBS. Purified MAbs were tested by Western blotting and Coomassie 
blue staining to confirm the presence of a ~150-kDa IgG product. Protein concentration 
was assessed by NanoDrop (Thermo).

Measurement of IgA and IgG concentration by ELISA

To assess the concentrations of IgG in transfection supernatants and IgA in plasma, we 
coated 384-well plates (Corning Life Sciences) overnight at 4°C with 3 µg/mL mouse 
anti-Rhesus IgA (clone: 9B9; Nonhuman Primate Reagent Resource) or 2 µg/mL goat 
anti-Rhesus IgG (Rockland) and blocked with 40 µL/well of superblock (4% whey and 
15% normal goat serum in 0.5% PBS/Tween-20). Plasma samples were serially diluted 
starting at 1:100 with threefold dilutions up till 8 dilution points, and small-scale 
transfection (SSTx, 10 µL/well) supernatant was diluted starting at 1:50 with 10-fold 
dilution up till 4 dilution points (10 µL/well). Then, this was added to the plate. IgA 
antibodies were detected using Alpha Rhesus IgA 10F12 Biotin (1:1,000, Nonhuman 
Primate Reagent Resource) followed by HRP-conjugated streptavidin (1:10,000, Thermo). 
IgG antibodies were detected using mouse anti-macaque IgG HRP (1:10,000, South
ern Biotech). Then, SureBlue (KPL) was added, and plates were read at 450 nm after 
addition of stop solution (KPL). Macaca mulatta dimeric IgA [b12rA1d] at 1 µg/mL 
with fourfold dilutions (Nonhuman Primate Reagent Resource) and Rhesus IgG1 CH22 
antibody at 4 µg/mL with twofold dilutions were used as the standard and positive 
control, respectively. Negative control was block alone or cell culture media. Antibody 
concentrations were interpolated from the linear range standard curve, which was 
fit to a five-parameter sigmoidal curve (Molecular Devices SoftMax Pro 6.3 or BioTek 
GEN5 3.11 software). The limit of detection for IgA was 0.98 ng/mL, and for IgG ,it was 
7.81 ng/mL. The quality control criterion was a <20% coefficient of variation between 
two replicates. IgA concentrations were inferred at a sample dilution of 1:300 or 1:24,300, 
and IgG concentrations were inferred at a dilution of 1:50. Superblock alone served 
as the negative control, and all samples and control were run in replicate. The Anti-rhe
sus IgA [10F12]-biotin antibody (Cat#PR-0126, RRID:AB_2819304), Anti-rhesus IgA [9B9] 
antibody (Cat#PR-9290, RRID:AB_2819305), and dimeric IgA [b12rA1d] (Cat#PR-1220, 
RRID:AB_2819329) were engineered and produced by the Nonhuman Primate Reagent 
Resource (NIH Nonhuman Primate Reagent Resource).

Statistics

Mann-Whitney and Kruskal Wallis tests of significant differences were performed 
with GraphPad Prism 9.2.0, Hutcheson’s test of significant differences in diversity was 
performed with Microsoft Excel, and Fisher’s exact test was conducted using an online 
calculator (https://www.socscistatistics.com/tests/fisher/default2.aspx). Circos plots were 
made in R studio.

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2317

https://www.ncbi.nlm.nih.gov/nuccore/AY292507
https://www.ncbi.nlm.nih.gov/nuccore/AY292503.1
https://www.ncbi.nlm.nih.gov/nuccore/MF989841.1
https://www.socscistatistics.com/tests/fisher/default2.aspx
https://doi.org/10.1128/mbio.03160-23


ACKNOWLEDGMENTS

We thank the WNPRC Veterinary, Animal Care, Scientific Protocol Implementation, and 
the Pathology teams, as well as the Duke Human Vaccine Institute Flow Core Facility for 
their contribution to this study. The Anti-rhesus IgA [10F12]-biotin antibody, Anti-rhesus 
IgA [9B9] antibody, and Reference rhesus dimeric IgA [b12rA1d] used in this study were 
provided by the NIH Nonhuman Primate Reagent Resource (NIAID U24 AI126683).

This work was supported by NIH DP2HD075699 to S.R.P., 1P01AI132132 to D.H.O, and 
R01Al116382-01A1 to D.H.O. In addition, internal awards through Duke Global Health 
Maternal, Adolescent, and Child Health Initiative (S.R.P.) and NIH T32 CA009111 (T.S.) 
supported this work. The funders had no role in the study design.

AUTHOR AFFILIATIONS

1Human Vaccine Institute, School of Medicine, Duke University, Durham, North Carolina, 
USA
2Division of Infectious Disease and Vaccinology, School of Public Health, University of 
California, Berkeley, California, USA
3Department of Pediatrics, Weill Cornell Medicine, New York, USA
4Department of Pathology and Laboratory Medicine, University of Wisconsin-Madison, 
Madison, Wisconsin, USA
5Department of Veterinary and Biomedical Sciences, University of Minnesota, Twin Cities, 
St. Paul, Minnesota, USA
6Department of Pathobiological Sciences, University of Wisconsin-Madison, Madison, 
Wisconsin, USA

AUTHOR ORCIDs

Tulika Singh  http://orcid.org/0000-0002-7416-7861
Matthew T. Aliota  http://orcid.org/0000-0002-6902-9149
Thomas C. Friedrich  http://orcid.org/0000-0001-9831-6895
Sallie R. Permar  http://orcid.org/0000-0003-1438-4554

FUNDING

Funder Grant(s) Author(s)

HHS | NIH | National Institute of Allergy and 
Infectious Diseases (NIAID)

1P01AI132132 David H. O'Connor

HHS | NIH | National Cancer Institute (NCI) T32 CA009111 Tulika Singh

DU | Duke Global Health Institute, Duke University 
(Duke Global Health Institute)

Maternal Health Sallie R. Permar

AUTHOR CONTRIBUTIONS

Tulika Singh, Conceptualization, Data curation, Formal analysis, Funding acquisition, 
Investigation, Methodology, Project administration, Supervision, Validation, Visualization, 
Writing – original draft, Writing – review and editing | Itzayana G. Miller, Conceptualiza
tion, Data curation, Formal analysis, Investigation, Methodology, Project administration, 
Validation, Visualization, Writing – original draft, Writing – review and editing | Sra
vani Venkatayogi, Data curation, Formal analysis, Investigation, Methodology, Software, 
Validation, Visualization, Writing – review and editing | Helen Webster, Data curation, 
Formal analysis, Investigation, Methodology, Software, Writing – review and editing | 
Holly J. Heimsath, Data curation, Formal analysis, Investigation, Methodology, Project 
administration, Supervision | Josh A. Eudailey, Data curation, Formal analysis, Investiga
tion, Methodology, Project administration, Supervision, Writing – review and editing 
| Dawn M. Dudley, Data curation, Formal analysis, Investigation, Methodology, Project 
administration, Supervision, Writing – review and editing | Amit Kumar, Data curation, 

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2318

https://doi.org/10.1128/mbio.03160-23


Investigation, Methodology, Project administration, Supervision, Writing – review and 
editing | Riley J. Mangan, Data curation, Investigation, Methodology, Supervision, Writing 
– review and editing | Amelia Thein, Data curation, Investigation, Methodology, Writing 
– review and editing | Matthew T. Aliota, Data curation, Funding acquisition, Investiga
tion, Methodology, Project administration, Supervision, Writing – review and editing | 
Christina M. Newman, Data curation, Formal analysis, Funding acquisition, Investigation, 
Methodology, Project administration, Supervision, Writing – review and editing | Mariel 
S. Mohns, Data curation, Formal analysis, Investigation, Methodology, Project administra
tion, Writing – review and editing | Meghan E. Breitbach, Data curation, Formal analysis, 
Investigation, Methodology | Madison Berry, Data curation, Formal analysis, Investi
gation, Methodology | Thomas C. Friedrich, Data curation, Formal analysis, Funding 
acquisition, Investigation, Methodology, Project administration, Resources, Supervision, 
Writing – review and editing | Kevin Wiehe, Data curation, Formal analysis, Funding 
acquisition, Investigation, Methodology, Project administration, Resources, Software, 
Supervision, Writing – review and editing | David H. O'Connor, Data curation, For
mal analysis, Funding acquisition, Investigation, Methodology, Project administration, 
Software, Supervision, Writing – review and editing | Sallie R. Permar, Conceptualization, 
Funding acquisition, Investigation, Project administration, Supervision, Writing – review 
and editing

DIRECT CONTRIBUTION

This article is a direct contribution from Sallie R. Permar, a Fellow of the American 
Academy of Microbiology, who arranged for and secured reviews by Nicholas Maness, 
Tulane University School of Medicine, and Diogo Magnani, UMass Chan Medical School.

DATA AVAILABILITY

The plasmablast variable region sequences from 363 single cells analyzed in this study 
are publicly available at the following Github repository (https://github.com/Dr-Tulika-
Singh/Rhesus-ZIKV-Plasmablast-Seq).

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Supplemental material (mBio03160-23-s0001.docx). Supplemental figures and tables.

REFERENCES

1. Campos MC, Dombrowski JG, Phelan J, Marinho CRF, Hibberd M, Clark 
TG, Campino S. 2018. Zika might not be acting alone: using an ecological 
study approach to investigate potential co-acting risk factors for an 
unusual pattern of microcephaly in Brazil. PLoS One 13:e0201452. https:/
/doi.org/10.1371/journal.pone.0201452

2. de Oliveira WK, de França GVA, Carmo EH, Duncan BB, de Souza 
Kuchenbecker R, Schmidt MI. 2017. Infection-related microcephaly after 
the 2015 and 2016 Zika virus outbreaks in Brazil: a surveillance-based 
analysis. Lancet 390:861–870. https://doi.org/10.1016/S0140-
6736(17)31368-5

3. Roth NM, Reynolds MR, Lewis EL, Woodworth KR, Godfred-Cato S, 
Delaney A, Akosa A, Valencia-Prado M, Lash M, Elmore A, et al. 2022. 
Zika-associated birth defects reported in pregnancies with laboratory 
evidence of confirmed or possible Zika virus infection — U.S. Zika 
pregnancy and infant registry, December 1, 2015–March 31, 2018. 
MMWR Morb Mortal Wkly Rep 71:73–79. https://doi.org/10.15585/
mmwr.mm7103a1

4. WHO. 2022. Zika epidemiology update report. Geneva, Switzerland

5. Pierson TC, Diamond MS. 2020. The continued threat of emerging 
flaviviruses. Nat Microbiol 5:796–812. 
https://doi.org/10.1038/s41564-020-0714-0

6. Sirohi D, Chen Z, Sun L, Klose T, Pierson TC, Rossmann MG, Kuhn RJ. 
2016. The 3.8Å resolution cryo-EM structure of Zika virus. Science 
352:467–470. https://doi.org/10.1126/science.aaf5316

7. Kuhn RJ, Zhang W, Rossmann MG, Pletnev SV, Corver J, Lenches E, Jones 
CT, Mukhopadhyay S, Chipman PR, Strauss EG, Baker TS, Strauss JH. 
2002. Structure of dengue virus: implications for flavivirus organization, 
maturation, and fusion. Cell 108:717–725. https://doi.org/10.1016/
s0092-8674(02)00660-8

8. Sevvana M, Kuhn RJ. 2020. Mapping the diverse structural landscape of 
the flavivirus antibody repertoire. Curr Opin Virol 45:51–64. https://doi.
org/10.1016/j.coviro.2020.07.006

9. Stettler K, Beltramello M, Espinosa DA, Graham V, Cassotta A, Bianchi S, 
Vanzetta F, Minola A, Jaconi S, Mele F, et al. 2016. Specificity, cross-
reactivity, and function of antibodies elicited by Zika virus infection. 
Science 353:823–826. https://doi.org/10.1126/science.aaf8505

10. Gordon A, Kuan G, Mercado JC, Gresh L, Avilés W, Balmaseda A, Harris E. 
2013. The Nicaraguan pediatric dengue cohort study: incidence of 

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2319

https://github.com/Dr-Tulika-Singh/Rhesus-ZIKV-Plasmablast-Seq
https://doi.org/10.1128/mbio.03160-23
https://doi.org/10.1371/journal.pone.0201452
https://doi.org/10.1016/S0140-6736(17)31368-5
https://doi.org/10.15585/mmwr.mm7103a1
https://doi.org/10.1038/s41564-020-0714-0
https://doi.org/10.1126/science.aaf5316
https://doi.org/10.1016/s0092-8674(02)00660-8
https://doi.org/10.1016/j.coviro.2020.07.006
https://doi.org/10.1126/science.aaf8505
https://doi.org/10.1128/mbio.03160-23


inapparent and symptomatic dengue virus infections, 2004–2010. PLoS 
Negl Trop Dis 7:e2462. https://doi.org/10.1371/journal.pntd.0002462

11. Katzelnick LC, Montoya M, Gresh L, Balmaseda A, Harris E. 2016. 
Neutralizing antibody titers against dengue virus correlate with 
protection from symptomatic infection in a longitudinal cohort. Proc 
Natl Acad Sci U S A 113:728–733. https://doi.org/10.1073/pnas.
1522136113

12. Dias AG, Atyeo C, Loos C, Montoya M, Roy V, Bos S, Narvekar P, Singh T, 
Katzelnick LC, Kuan G, Lauffenburger DA, Balmaseda A, Alter G, Harris E. 
2022. Antibody Fc characteristics and effector functions correlate with 
protection from symptomatic dengue virus type 3 infection. Sci Transl 
Med 14:eabm3151. https://doi.org/10.1126/scitranslmed.abm3151

13. Montoya M, Gresh L, Mercado JC, Williams KL, Vargas MJ, Gutierrez G, 
Kuan G, Gordon A, Balmaseda A, Harris E, Rothman AL. 2013. Sympto
matic versus inapparent outcome in repeat dengue virus infections is 
influenced by the time interval between infections and study year. PLoS 
Negl Trop Dis 7:e2357. https://doi.org/10.1371/journal.pntd.0002357

14. Katzelnick LC, Gresh L, Halloran ME, Mercado JC, Kuan G, Gordon A, 
Balmaseda A, Harris E. 2017. Antibody-dependent enhancement of 
severe dengue disease in humans. Science 358:929–932. https://doi.org/
10.1126/science.aan6836

15. Whitehead SS, Blaney JE, Durbin AP, Murphy BR. 2007. Prospects for a 
dengue virus vaccine. Nat Rev Microbiol 5:518–528. https://doi.org/10.
1038/nrmicro1690

16. Halstead SB, O’Rourke EJ. 1977. Antibody-enhanced dengue virus 
infection in primate leukocytes. Nature 265:739–741. https://doi.org/10.
1038/265739a0

17. Katzelnick L.C, Bos S, Harris E. 2020. Protective and enhancing 
interactions among dengue viruses 1-4 and Zika virus. Curr Opin Virol 
43:59–70. https://doi.org/10.1016/j.coviro.2020.08.006

18. Halstead SB. 1979. In vivo enhancement of dengue virus infection in 
rhesus monkeys by passively transferred antibody. J Infect Dis 140:527–
533. https://doi.org/10.1093/infdis/140.4.527

19. Hatch S, Endy TP, Thomas S, Mathew A, Potts J, Pazoles P, Libraty DH, 
Gibbons R, Rothman AL. 2011. Intracellular cytokine production by 
dengue virus-specific T cells correlates with subclinical secondary 
infection. J Infect Dis 203:1282–1291. https://doi.org/10.1093/infdis/
jir012

20. Katzelnick LC, Narvaez C, Arguello S, Lopez Mercado B, Collado D, Ampie 
O, Elizondo D, Miranda T, Bustos Carillo F, Mercado JC, Latta K, Schiller A, 
Segovia-Chumbez B, Ojeda S, Sanchez N, Plazaola M, Coloma J, Halloran 
ME, Premkumar L, Gordon A, Narvaez F, de Silva AM, Kuan G, Balmaseda 
A, Harris E. 2020. Zika virus infection enhances future risk of severe 
dengue disease. Science 369:1123–1128. https://doi.org/10.1126/
science.abb6143

21. Carvalho MS, Freitas LP, Cruz OG, Brasil P, Bastos LS. 2020. Association of 
past dengue fever epidemics with the risk of Zika microcephaly at the 
population level in Brazil. Sci Rep 10:1752. https://doi.org/10.1038/
s41598-020-58407-7

22. Collins MH, McGowan E, Jadi R, Young E, Lopez CA, Baric RS, Lazear HM, 
de Silva AM. 2017. Lack of durable cross-neutralizing antibodies against 
Zika virus from dengue virus infection. Emerg Infect Dis 23:773–781. 
https://doi.org/10.3201/eid2305.161630

23. Montoya M, Collins M, Dejnirattisai W, Katzelnick LC, Puerta-Guardo H, 
Jadi R, Schildhauer S, Supasa P, Vasanawathana S, Malasit P, Mongkolsa
paya J, de Silva AD, Tissera H, Balmaseda A, Screaton G, de Silva AM, 
Harris E. 2018. Longitudinal analysis of antibody cross-neutralization 
following Zika virus and dengue virus infection in Asia and the Americas. 
J Infect Dis 218:536–545. https://doi.org/10.1093/infdis/jiy164

24. Puschnik A, Lau L, Cromwell EA, Balmaseda A, Zompi S, Harris E. 2013. 
Correlation between dengue-specific neutralizing antibodies and serum 
avidity in primary and secondary dengue virus 3 natural infections in 
humans. PLoS Negl Trop Dis 7:e2274. https://doi.org/10.1371/journal.
pntd.0002274

25. Andrade DV, Harris E. 2018. Recent advances in understanding the 
adaptive immune response to Zika virus and the effect of previous 
flavivirus exposure. Virus Res 254:27–33. https://doi.org/10.1016/j.
virusres.2017.06.019

26. Andrade P, Gimblet-Ochieng C, Modirian F, Collins M, Cárdenas M, 
Katzelnick LC, Montoya M, Michlmayr D, Kuan G, Balmaseda A, Coloma J, 
de Silva AM, Harris E. 2019. Impact of pre-existing dengue immunity on 

human antibody and memory B cell responses to Zika. Nat Commun 
10:938. https://doi.org/10.1038/s41467-019-08845-3

27. Andrade P, Narvekar P, Montoya M, Michlmayr D, Balmaseda A, Coloma 
J, Harris E. 2020. Primary and secondary dengue virus infections elicit 
similar memory B-cell responses, but breadth to other serotypes and 
cross-reactivity to Zika virus is higher in secondary dengue. J Infect Dis 
222:590–600. https://doi.org/10.1093/infdis/jiaa120

28. Wrammert J, Onlamoon N, Akondy RS, Perng GC, Polsrila K, Chandele A, 
Kwissa M, Pulendran B, Wilson PC, Wittawatmongkol O, Yoksan S, 
Angkasekwinai N, Pattanapanyasat K, Chokephaibulkit K, Ahmed R. 
2012. Rapid and massive virus-specific plasmablast responses during 
acute dengue virus infection in humans. J Virol 86:2911–2918. https://
doi.org/10.1128/JVI.06075-11

29. Zompi S, Montoya M, Pohl MO, Balmaseda A, Harris E. 2012. Dominant 
cross-reactive B cell response during secondary acute dengue virus 
infection in humans. PLoS Negl Trop Dis 6:e1568. https://doi.org/10.
1371/journal.pntd.0001568

30. Ricciardi MJ, Magnani DM, Grifoni A, Kwon YC, Gutman MJ, Grubaugh 
ND, Gangavarapu K, Sharkey M, Silveira CGT, Bailey VK, et al. 2017. 
Ontogeny of the B- and T-cell response in a primary Zika virus infection 
of a dengue-naïve individual during the 2016 outbreak in Miami, FL. 
PLoS Negl Trop Dis 11:e0006000. https://doi.org/10.1371/journal.pntd.
0006000

31. LeBien TW, Tedder TF. 2008. B lymphocytes: how they develop and 
function. Blood 112:1570–1580. https://doi.org/10.1182/blood-2008-02-
078071

32. Fink K. 2012. Origin and function of circulating plasmablasts during 
acute viral infections. Front Immunol 3:78. https://doi.org/10.3389/
fimmu.2012.00078

33. Priyamvada L, Quicke KM, Hudson WH, Onlamoon N, Sewatanon J, 
Edupuganti S, Pattanapanyasat K, Chokephaibulkit K, Mulligan MJ, 
Wilson PC, Ahmed R, Suthar MS, Wrammert J. 2016. Human antibody 
responses after dengue virus infection are highly cross-reactive to Zika 
virus. Proc Natl Acad Sci U S A 113:7852–7857. https://doi.org/10.1073/
pnas.1607931113

34. Rogers TF, Goodwin EC, Briney B, Sok D, Beutler N, Strubel A, Nedellec R, 
Le K, Brown ME, Burton DR, Walker LM. 2017. Zika virus activates de novo 
and cross-reactive memory B cell responses in dengue-experienced 
donors. Sci Immunol 2:eaan6809. https://doi.org/10.1126/sciimmunol.
aan6809

35. Priyamvada L, Cho A, Onlamoon N, Zheng N-Y, Huang M, Kovalenkov Y, 
Chokephaibulkit K, Angkasekwinai N, Pattanapanyasat K, Ahmed R, 
Wilson PC, Wrammert J. 2016. B cell responses during secondary dengue 
virus infection are dominated by highly cross-reactive, memory-derived 
plasmablasts. J Virol 90:5574–5585. https://doi.org/10.1128/JVI.03203-15

36. Beltramello M, Williams KL, Simmons CP, Macagno A, Simonelli L, Quyen 
NTH, Sukupolvi-Petty S, Navarro-Sanchez E, Young PR, de Silva AM, Rey 
FA, Varani L, Whitehead SS, Diamond MS, Harris E, Lanzavecchia A, 
Sallusto F. 2010. The human immune response to dengue virus is 
dominated by highly cross-reactive antibodies endowed with 
neutralizing and enhancing activity. Cell Host Microbe 8:271–283. https:/
/doi.org/10.1016/j.chom.2010.08.007

37. Xu M, Hadinoto V, Appanna R, Joensson K, Toh YX, Balakrishnan T, Ong 
SH, Warter L, Leo YS, Wang C-I, Fink K. 2012. Plasmablasts generated 
during repeated dengue infection are virus glycoprotein–specific and 
bind to multiple virus serotypes. J Immunol 189:5877–5885. https://doi.
org/10.4049/jimmunol.1201688

38. Dejnirattisai W, Jumnainsong A, Onsirisakul N, Fitton P, Vasanawathana 
S, Limpitikul W, Puttikhunt C, Edwards C, Duangchinda T, Supasa S, 
Chawansuntati K, Malasit P, Mongkolsapaya J, Screaton G. 2010. 
Enhancing cross-reactive anti-prM dominates the human antibody 
response in dengue infection. Science 328:745–748. https://doi.org/10.
1126/science.1185181

39. Magnani DM, Rogers TF, Beutler N, Ricciardi MJ, Bailey VK, Gonzalez-
Nieto L, Briney B, Sok D, Le K, Strubel A, et al. 2017. Neutralizing human 
monoclonal antibodies prevent Zika virus infection in macaques. Sci 
Transl Med 9:eaan8184. https://doi.org/10.1126/scitranslmed.aan8184

40. Bhaumik SK, Priyamvada L, Kauffman RC, Lai L, Natrajan MS, Cho A, 
Rouphael N, Suthar MS, Mulligan MJ, Wrammert J. 2018. Pre-existing 
dengue immunity drives a DENV-biased plasmablast response in ZIKV-
infected patient. Viruses 11:19. https://doi.org/10.3390/v11010019

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2320

https://doi.org/10.1371/journal.pntd.0002462
https://doi.org/10.1073/pnas.1522136113
https://doi.org/10.1126/scitranslmed.abm3151
https://doi.org/10.1371/journal.pntd.0002357
https://doi.org/10.1126/science.aan6836
https://doi.org/10.1038/nrmicro1690
https://doi.org/10.1038/265739a0
https://doi.org/10.1016/j.coviro.2020.08.006
https://doi.org/10.1093/infdis/140.4.527
https://doi.org/10.1093/infdis/jir012
https://doi.org/10.1126/science.abb6143
https://doi.org/10.1038/s41598-020-58407-7
https://doi.org/10.3201/eid2305.161630
https://doi.org/10.1093/infdis/jiy164
https://doi.org/10.1371/journal.pntd.0002274
https://doi.org/10.1016/j.virusres.2017.06.019
https://doi.org/10.1038/s41467-019-08845-3
https://doi.org/10.1093/infdis/jiaa120
https://doi.org/10.1128/JVI.06075-11
https://doi.org/10.1371/journal.pntd.0001568
https://doi.org/10.1371/journal.pntd.0006000
https://doi.org/10.1182/blood-2008-02-078071
https://doi.org/10.3389/fimmu.2012.00078
https://doi.org/10.1073/pnas.1607931113
https://doi.org/10.1126/sciimmunol.aan6809
https://doi.org/10.1128/JVI.03203-15
https://doi.org/10.1016/j.chom.2010.08.007
https://doi.org/10.4049/jimmunol.1201688
https://doi.org/10.1126/science.1185181
https://doi.org/10.1126/scitranslmed.aan8184
https://doi.org/10.3390/v11010019
https://doi.org/10.1128/mbio.03160-23


41. Brathwaite Dick O, San Martín JL, Montoya RH, del Diego J, Zambrano B, 
Dayan GH. 2012. Review: the history of dengue outbreaks in the 
Americas. Am J Trop Med Hyg 87:584–593. https://doi.org/10.4269/
ajtmh.2012.11-0770

42. Ikejezie J, Shapiro CN, Kim J, Chiu M, Almiron M, Ugarte C, Espinal MA, 
Aldighieri S. 2017. Zika virus transmission - region of the Americas, May 
15, 2015-December 15, 2016. MMWR Morb Mortal Wkly Rep 66:329–334. 
https://doi.org/10.15585/mmwr.mm6612a4

43. Breitbach ME, Newman CM, Dudley DM, Stewart LM, Aliota MT, Koenig 
MR, Shepherd PM, Yamamoto K, Crooks CM, Young G, Semler MR, Weiler 
AM, Barry GL, Heimsath H, Mohr EL, Eichkoff J, Newton W, Peterson E, 
Schultz-Darken N, Permar SR, Dean H, Capuano S, Osorio JE, Friedrich TC, 
O’Connor DH. 2019. Primary infection with dengue or Zika virus does 
not affect the severity of heterologous secondary infection in macaques. 
PLoS Pathog 15:e1007766. https://doi.org/10.1371/journal.ppat.1007766

44. Dudley DM, Aliota MT, Mohr EL, Weiler AM, Lehrer-Brey G, Weisgrau KL, 
Mohns MS, Breitbach ME, Rasheed MN, Newman CM, et al. 2016. A 
rhesus macaque model of Asian-lineage Zika virus infection. Nat 
Commun 7:12204. https://doi.org/10.1038/ncomms12204

45. Silveira ELV, Kasturi SP, Kovalenkov Y, Rasheed AU, Yeiser P, Jinnah ZS, 
Legere TH, Pulendran B, Villinger F, Wrammert J. 2015. Vaccine-induced 
plasmablast responses in rhesus macaques: phenotypic characterization 
and a source for generating antigen-specific monoclonal antibodies. J 
Immunol Methods 416:69–83. https://doi.org/10.1016/j.jim.2014.11.003

46. Parameswaran P, Liu Y, Roskin KM, Jackson KKL, Dixit VP, Lee JY, Artiles 
KL, Zompi S, Vargas MJ, Simen BB, Hanczaruk B, McGowan KR, Tariq MA, 
Pourmand N, Koller D, Balmaseda A, Boyd SD, Harris E, Fire AZ. 2013. 
Convergent antibody signatures in human dengue. Cell Host Microbe 
13:691–700. https://doi.org/10.1016/j.chom.2013.05.008

47. Wec AZ, Haslwanter D, Abdiche YN, Shehata L, Pedreño-Lopez N, Moyer 
CL, Bornholdt ZA, Lilov A, Nett JH, Jangra RK, Brown M, Watkins DI, Ahlm 
C, Forsell MN, Rey FA, Barba-Spaeth G, Chandran K, Walker LM. 2020. 
Longitudinal dynamics of the human B cell response to the yellow fever 
17D vaccine. Proc Natl Acad Sci U S A 117:6675–6685. https://doi.org/10.
1073/pnas.1921388117

48. Appanna R, Kg S, Xu MH, Toh Y-X, Velumani S, Carbajo D, Lee CY, Zuest R, 
Balakrishnan T, Xu W, Lee B, Poidinger M, Zolezzi F, Leo YS, Thein TL, 
Wang C-I, Fink K. 2016. Plasmablasts during acute dengue infection 
represent a small subset of a broader virus-specific memory B cell pool. 
EBioMedicine 12:178–188. https://doi.org/10.1016/j.ebiom.2016.09.003

49. Singh T, Hwang K-K, Miller AS, Jones RL, Lopez CA, Dulson SJ, Giuberti C, 
Gladden MA, Miller I, Webster HS, et al. 2022. A Zika virus-specific IgM 
elicited in pregnancy exhibits ultrapotent neutralization. Cell 185:4826–
4840. https://doi.org/10.1016/j.cell.2022.10.023

50. Sapparapu G, Fernandez E, Kose N, Cao B, Fox JM, Bombardi RG, Zhao H, 
Nelson CA, Bryan AL, Barnes T, Davidson E, Mysorekar IU, Fremont DH, 
Doranz BJ, Diamond MS, Crowe JE. 2016. Neutralizing human antibodies 
prevent Zika virus replication and fetal disease in mice. Nature 540:443–
447. https://doi.org/10.1038/nature20564

51. Abbink P, Larocca RA, De La Barrera RA, Bricault CA, Moseley ET, Boyd M, 
Kirilova M, Li Z, Ng’ang’a D, Nanayakkara O, et al. 2016. Protective 
efficacy of multiple vaccine platforms against Zika virus challenge in 
rhesus monkeys. Science 353:1129–1132. https://doi.org/10.1126/
science.aah6157

52. Van Rompay KKA, Keesler RI, Ardeshir A, Watanabe J, Usachenko J, 
Singapuri A, Cruzen C, Bliss-Moreau E, Murphy AM, Yee JL, et al. 2019. 
DNA vaccination before conception protects Zika virus–exposed 
pregnant macaques against prolonged viremia and improves fetal 
outcomes. Sci Transl Med 11:1–12. https://doi.org/10.1126/sci
translmed.aay2736

53. Maciejewski S, Ruckwardt TJ, Morabito KM, Foreman BM, Burgomaster 
KE, Gordon DN, Pelc RS, DeMaso CR, Ko S-Y, Fisher BE, et al. 2020. Distinct 
neutralizing antibody correlates of protection among related Zika virus 
vaccines identify a role for antibody quality. Sci Transl Med 12:9066. 
https://doi.org/10.1126/scitranslmed.aaw9066

54. Pantoja P, Pérez-Guzmán EX, Rodríguez IV, White LJ, González O, Serrano 
C, Giavedoni L, Hodara V, Cruz L, Arana T, Martínez MI, Hassert MA, Brien 
JD, Pinto AK, de Silva A, Sariol CA. 2017. Zika virus pathogenesis in 
rhesus macaques is unaffected by pre-existing immunity to dengue 
virus. Nat Commun 8:15674. https://doi.org/10.1038/ncomms15674

55. Aliota MT, Dudley DM, Newman CM, Mohr EL, Gellerup DD, Breitbach 
ME, Buechler CR, Rasheed MN, Mohns MS, Weiler AM, Barry GL, Weisgrau 
KL, Eudailey JA, Rakasz EG, Vosler LJ, Post J, Capuano S, Golos TG, Permar 
SR, Osorio JE, Friedrich TC, O’Connor SL, O’Connor DH. 2016. Heterolo
gous protection against Asian Zika virus challenge in rhesus macaques. 
PLoS Negl Trop Dis 10:e0005168. https://doi.org/10.1371/journal.pntd.
0005168

56. Nguyen SM, Antony KM, Dudley DM, Kohn S, Simmons HA, Wolfe B, 
Salamat MS, Teixeira LBC, Wiepz GJ, Thoong TH, et al. 2017. Highly 
efficient maternal-fetal Zika virus transmission in pregnant rhesus 
macaques. PLoS Pathog 13:e1006378. https://doi.org/10.1371/journal.
ppat.1006378

57. Robbiani DF, Bozzacco L, Keeffe JR, Khouri R, Olsen PC, Gazumyan A, 
Schaefer-Babajew D, Avila-Rios S, Nogueira L, Patel R, et al. 2017. 
Recurrent potent human neutralizing antibodies to Zika virus in Brazil 
and Mexico. Cell 169:597–609. https://doi.org/10.1016/j.cell.2017.04.024

58. Phad GE, Pinto D, Foglierini M, Akhmedov M, Rossi RL, Malvicini E, 
Cassotta A, Fregni CS, Bruno L, Sallusto F, Lanzavecchia A. 2022. Clonal 
structure, stability and dynamics of human memory B cells and 
circulating plasmablasts. Nat Immunol 23:1076–1085. https://doi.org/10.
1038/s41590-022-01230-1

59. Rodriguez-Barraquer I, Costa F, Nascimento EJM, Nery N, Castanha PMS, 
Sacramento GA, Cruz J, Carvalho M, De Olivera D, Hagan JE, Adhikarla H, 
Wunder EA, Coêlho DF, Azar SR, Rossi SL, Vasilakis N, Weaver SC, Ribeiro 
GS, Balmaseda A, Harris E, Nogueira ML, Reis MG, Marques ETA, 
Cummings DAT, Ko AI. 2019. Impact of preexisting dengue immunity on 
Zika virus emergence in a dengue endemic region. Science 363:607–610. 
https://doi.org/10.1126/science.aav6618

60. Gordon A, Gresh L, Ojeda S, Katzelnick LC, Sanchez N, Mercado JC, 
Chowell G, Lopez B, Elizondo D, Coloma J, Burger-Calderon R, Kuan G, 
Balmaseda A, Harris E, von Seidlein L. 2019. Prior dengue virus infection 
and risk of Zika: a pediatric cohort in Nicaragua. PLoS Med 16:e1002726. 
https://doi.org/10.1371/journal.pmed.1002726

61. Niu X, Yan Q, Yao Z, Zhang F, Qu L, Wang C, Wang C, Lei H, Chen C, Liang 
R, et al. 2020. Longitudinal analysis of the antibody repertoire of a Zika 
virus-infected patient revealed dynamic changes in antibody response. 
Emerg Microbes Infect 9:111–123. https://doi.org/10.1080/22221751.
2019.1701953

62. Fahad AS, Timm MR, Madan B, Burgomaster KE, Dowd KA, Normandin E, 
Gutiérrez-González MF, Pennington JM, De Souza MO, Henry AR, 
Laboune F, Wang L, Ambrozak DR, Gordon IJ, Douek DC, Ledgerwood JE, 
Graham BS, Castilho LR, Pierson TC, Mascola JR, DeKosky BJ. 2021. 
Functional profiling of antibody immune repertoires in convalescent 
Zika virus disease patients. Front Immunol 12:73. https://doi.org/10.
3389/fimmu.2021.615102

63. Godoy-Lozano EE, Téllez-Sosa J, Sánchez-González G, Sámano-Sánchez 
H, Aguilar-Salgado A, Salinas-Rodríguez A, Cortina-Ceballos B, Vivanco-
Cid H, Hernández-Flores K, Pfaff JM, Kahle KM, Doranz BJ, Gómez-Barreto 
RE, Valdovinos-Torres H, López-Martínez I, Rodriguez MH, Martínez-
Barnetche J. 2016. Lower IgG somatic hypermutation rates during acute 
dengue virus infection is compatible with a germinal center-independ
ent B cell response. Genome Med 8:23. https://doi.org/10.1186/s13073-
016-0276-1

64. Katzelnick LC, Zambrana JV, Elizondo D, Collado D, Garcia N, Arguello S, 
Mercado JC, Miranda T, Ampie O, Mercado BL, et al. 2021. Dengue and 
Zika virus infections in children elicit cross-reactive protective and 
enhancing antibodies that persist long term. Sci Transl Med 
13:eabg9478. https://doi.org/10.1126/scitranslmed.abg9478

65. Muecksch F, Wang Z, Cho A, Gaebler C, Ben Tanfous T, DaSilva J, 
Bednarski E, Ramos V, Zong S, Johnson B, Raspe R, Schaefer-Babajew D, 
Shimeliovich I, Daga M, Yao KH, Schmidt F, Millard KG, Turroja M, 
Jankovic M, Oliveira TY, Gazumyan A, Caskey M, Hatziioannou T, Bieniasz 
PD, Nussenzweig MC. 2022. Increased memory B cell potency and 
breadth after a SARS-CoV-2 mRNA boost. Nature 607:128–134. https://
doi.org/10.1038/s41586-022-04778-y

66. Yewdell WT, Smolkin RM, Belcheva KT, Mendoza A, Michaels AJ, Cols M, 
Angeletti D, Yewdell JW, Chaudhuri J. 2021. Temporal dynamics of 
persistent germinal centers and memory B cell differentiation following 
respiratory virus infection. Cell Rep 37:109961. https://doi.org/10.1016/j.
celrep.2021.109961

67. Turner JS, O’Halloran JA, Kalaidina E, Kim W, Schmitz AJ, Zhou JQ, Lei T, 
Thapa M, Chen RE, Case JB, Amanat F, Rauseo AM, Haile A, Xie X, Klebert 

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2321

https://doi.org/10.4269/ajtmh.2012.11-0770
https://doi.org/10.15585/mmwr.mm6612a4
https://doi.org/10.1371/journal.ppat.1007766
https://doi.org/10.1038/ncomms12204
https://doi.org/10.1016/j.jim.2014.11.003
https://doi.org/10.1016/j.chom.2013.05.008
https://doi.org/10.1073/pnas.1921388117
https://doi.org/10.1016/j.ebiom.2016.09.003
https://doi.org/10.1016/j.cell.2022.10.023
https://doi.org/10.1038/nature20564
https://doi.org/10.1126/science.aah6157
https://doi.org/10.1126/scitranslmed.aay2736
https://doi.org/10.1126/scitranslmed.aaw9066
https://doi.org/10.1038/ncomms15674
https://doi.org/10.1371/journal.pntd.0005168
https://doi.org/10.1371/journal.ppat.1006378
https://doi.org/10.1016/j.cell.2017.04.024
https://doi.org/10.1038/s41590-022-01230-1
https://doi.org/10.1126/science.aav6618
https://doi.org/10.1371/journal.pmed.1002726
https://doi.org/10.1080/22221751.2019.1701953
https://doi.org/10.3389/fimmu.2021.615102
https://doi.org/10.1186/s13073-016-0276-1
https://doi.org/10.1126/scitranslmed.abg9478
https://doi.org/10.1038/s41586-022-04778-y
https://doi.org/10.1016/j.celrep.2021.109961
https://doi.org/10.1128/mbio.03160-23


MK, Suessen T, Middleton WD, Shi P-Y, Krammer F, Teefey SA, Diamond 
MS, Presti RM, Ellebedy AH. 2021. SARS-CoV-2 mRNA vaccines induce 
persistent human germinal centre responses. Nature 596:109–113. https:
//doi.org/10.1038/s41586-021-03738-2

68. Hasan SS, Miller A, Sapparapu G, Fernandez E, Klose T, Long F, Fokine A, 
Porta JC, Jiang W, Diamond MS, Crowe JE, Kuhn RJ, Rossmann MG. 2017. 
A human antibody against Zika virus crosslinks the E protein to prevent 
infection. Nat Commun 8:14722. https://doi.org/10.1038/ncomms14722

69. Gilchuk P, Bombardi RG, Erasmus JH, Tan Q, Nargi R, Soto C, Abbink P, 
Suscovich TJ, Durnell LA, Khandhar A, et al. 2020. Integrated pipeline for 
the accelerated discovery of antiviral antibody therapeutics. Nat Biomed 
Eng 4:1030–1043. https://doi.org/10.1038/s41551-020-0594-x

70. Murphy BR, Whitehead SS. 2011. Immune response to dengue virus and 
prospects for a vaccine. Annu Rev Immunol 29:587–619. https://doi.org/
10.1146/annurev-immunol-031210-101315

71. Wegman AD, Fang H, Rothman AL, Thomas SJ, Endy TP, McCracken MK, 
Currier JR, Friberg H, Gromowski GD, Waickman AT. 2021. Monomeric 
IgA antagonizes IgG-mediated enhancement of DENV infection. Front 
Immunol 12:4987. https://doi.org/10.3389/fimmu.2021.777672

72. Calvert AE, Horiuchi K, Boroughs KL, Ong YT, Anderson KM, Biggerstaff 
BJ, Stone M, Simmons G, Busch MP, Huang CYH. 2021. The specificity of 
the persistent IgM neutralizing antibody response in Zika virus 
infections among individuals with prior dengue virus exposure. J Clin 
Microbiol 59:e0040021. https://doi.org/10.1128/JCM.00400-21

73. Waickman AT, Gromowski GD, Rutvisuttinunt W, Li T, Siegfried H, Victor 
K, Kuklis C, Gomootsukavadee M, McCracken MK, Gabriel B, Mathew A, 
Grinyo i Escuer A, Fouch ME, Liang J, Fernandez S, Davidson E, Doranz BJ, 
Srikiatkhachorn A, Endy T, Thomas SJ, Ellison D, Rothman AL, Jarman RG, 
Currier JR, Friberg H. 2020. Transcriptional and clonal characterization of 
B cell plasmablast diversity following primary and secondary natural 
DENV infection. EBioMedicine 54:102733. https://doi.org/10.1016/j.
ebiom.2020.102733

74. He XS, Sasaki S, Narvaez CF, Zhang C, Liu H, Woo JC, Kemble GW, Dekker 
CL, Davis MM, Greenberg HB. 2011. Plasmablast-derived polyclonal 
antibody response after influenza vaccination. J Immunol Methods 
365:67–75. https://doi.org/10.1016/j.jim.2010.12.008

75. Lubow J, Levoir LM, Ralph DK, Belmont L, Contreras M, Cartwright-Acar 
CH, Kikawa C, Kannan S, Davidson E, Doranz BJ, Duran V, Sanchez DE, 
Sanz AM, Rosso F, Einav S, Matsen FA, Goo L. 2023. Single B cell 
transcriptomics identifies multiple isotypes of broadly neutralizing 
antibodies against flaviviruses. bioRxiv. https://doi.org/10.1101/2023.04.
09.536175

76. Singh T, Lopez CA, Giuberti C, Dennis ML, Itell HL, Heimsath HJ, Webster 
HS, Roark HK, Merçon de Vargas PR, Hall A, Corey RG, Swamy GK, Dietze 
R, Lazear HM, Permar SR. 2019. Efficient transplacental IgG transfer in 
women infected with Zika virus during pregnancy. PLoS Negl Trop Dis 
13:e0007648. https://doi.org/10.1371/journal.pntd.0007648

77. Liao H-X, Levesque MC, Nagel A, Dixon A, Zhang R, Walter E, Parks R, 
Whitesides J, Marshall DJ, Hwang K-K, Yang Y, Chen X, Gao F, Munshaw 
S, Kepler TB, Denny T, Moody MA, Haynes BF. 2009. High-throughput 
isolation of immunoglobulin genes from single human B cells and 
expression as monoclonal antibodies. J Virol Methods 158:171–179. 
https://doi.org/10.1016/j.jviromet.2009.02.014

78. Liao HX, Chen X, Munshaw S, Zhang R, Marshall DJ, Vandergrift N, 
Whitesides JF, Lu X, Yu JS, Hwang KK, et al. 2011. Initial antibodies 
binding to HIV-1 gp41 in acutely infected subjects are polyreactive and 
highly mutated. J Exp Med 208:2237–2249. https://doi.org/10.1084/jem.
20110363

79. Han Q, Jones JA, Nicely NI, Reed RK, Shen X, Mansouri K, Louder M, 
Trama AM, Alam SM, Edwards RJ, Bonsignori M, Tomaras GD, Korber B, 
Montefiori DC, Mascola JR, Seaman MS, Haynes BF, Saunders KO. 2019. 
Difficult-to-neutralize global HIV-1 isolates are neutralized by antibodies 
targeting open envelope conformations. Nat Commun 10:2898. https://
doi.org/10.1038/s41467-019-10899-2

80. Fan Q, Nelson CS, Bialas KM, Chiuppesi F, Amos J, Gurley TC, Marshall DJ, 
Eudailey J, Heimsath H, Himes J, Deshpande A, Walter MR, Wussow F, 
Diamond DJ, Barry PA, Moody MA, Kaur A, Permar SR. 2017. Plasmablast 
response to primary rhesus cytomegalovirus (CMV) infection in a 
monkey model of congenital CMV transmission. Clin Vaccine Immunol 
24:e00510-16. https://doi.org/10.1128/CVI.00510-16

Research Article mBio

March 2024  Volume 15  Issue 3 10.1128/mbio.03160-2322

https://doi.org/10.1038/s41586-021-03738-2
https://doi.org/10.1038/ncomms14722
https://doi.org/10.1038/s41551-020-0594-x
https://doi.org/10.1146/annurev-immunol-031210-101315
https://doi.org/10.3389/fimmu.2021.777672
https://doi.org/10.1128/JCM.00400-21
https://doi.org/10.1016/j.ebiom.2020.102733
https://doi.org/10.1016/j.jim.2010.12.008
https://doi.org/10.1101/2023.04.09.536175
https://doi.org/10.1371/journal.pntd.0007648
https://doi.org/10.1016/j.jviromet.2009.02.014
https://doi.org/10.1084/jem.20110363
https://doi.org/10.1038/s41467-019-10899-2
https://doi.org/10.1128/CVI.00510-16
https://doi.org/10.1128/mbio.03160-23

	Prior dengue virus serotype 3 infection modulates subsequent plasmablast responses to Zika virus infection in rhesus macaques
	RESULTS
	Primary and secondary ZIKV challenge groups
	Antibody cross-reactivity across ZIKV and DENV-3
	Magnitude of activated PBs in ZIKV-ZIKV and DENV-3-ZIKV infections
	Immunoglobulin variable gene expression in ZIKV-ZIKV and DENV-3-ZIKV infections
	Diversity of PB gene use following ZIKV infection and reinfection
	Distribution of PB isotypes following ZIKV-ZIKV and ZIKV-DENV-3 infection
	Differential somatic hypermutation in PBs following ZIKV-ZIKV and DENV-3-ZIKV infection
	Flavivirus neutralization by PB-derived monoclonal antibodies

	DISCUSSION
	MATERIALS AND METHODS
	Study design
	Virus production for in vitro assays
	Viral RNA quantification from plasma
	Neutralization
	Whole virion-binding ELISA
	Flow sorting of rhesus monkey plasmablasts
	Nested immunoglobulin variable gene amplification
	Expression of VH and VL from plasmablasts as IgG1 mAbs
	Recombinant mAb production and purification
	Measurement of IgA and IgG concentration by ELISA
	Statistics



