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ABSTRACT The mosquito-borne Zika virus (ZIKV) has spread rapidly into regions where
dengue virus (DENV) is endemic, and flavivirus cross-reactive T cell responses have been
observed repeatedly in animal models and in humans. Preexisting cellular immunity to
DENV is thought to contribute to protection in subsequent ZIKV infection, but the epitope
targets of cross-reactive T cell responses have not been comprehensively identified. Using
human blood samples from the regions of Nicaragua and Sri Lanka where DENV is
endemic that were collected before the global spread of ZIKV in 2016, we employed an
in vitro expansion strategy to map ZIKV T cell epitopes in ZIKV-unexposed, DENV-seroposi-
tive donors. We identified 93 epitopes across the ZIKV proteome, and we observed pat-
terns of immunodominance that were dependent on antigen size and sequence identity
to DENV. We confirmed the immunogenicity of these epitopes through a computational
HLA binding analysis, and we showed that cross-reactive T cells specifically recognize
ZIKV peptides homologous to DENV sequences. We also found that these CD4 responses
were derived from the memory T cell compartment. These data have implications for
understanding the dynamics of flavivirus-specific T cell immunity in areas of endemicity.

IMPORTANCE Multiple flaviviruses, including Zika virus (ZIKV) and the four serotypes
of dengue virus (DENV), are prevalent in the same large tropical and equatorial areas,
which are inhabited by hundreds of millions of people. The interplay of DENV and ZIKV
infection is especially relevant, as these two viruses are endemic in largely overlapping
regions, have significant sequence similarity, and share the same arthropod vector. Here,
we define the targets of preexisting immunity to ZIKV in unexposed subjects in areas
where dengue is endemic. We demonstrate that preexisting immunity to DENV could
shape ZIKV-specific responses, and DENV-ZIKV cross-reactive T cell populations can be
expanded by stimulation with ZIKV peptides. The issue of potential ZIKV and DENV
cross-reactivity is of relevance for understanding patterns of natural immunity, as well as
for the development of diagnostic tests and vaccines.
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Although the incidence of Zika virus (ZIKV) infection has waned in recent years, the
initial spread of ZIKV into regions where dengue virus (DENV) is endemic was associ-

ated with reports of cross-reactive immune responses among these viruses (1). The existence
of some degree of cross-reactive cellular and humoral immunity is not unexpected given
the phylogenetic relatedness of ZIKV and DENV. Both are members of the genus Flavivirus
and have a high level of sequence identity at the protein level (2). The extent to which this
preexisting immunity influences the clinical outcomes of heterologous infections has been
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demonstrated in humans and in nonhuman primates (3), and in the case of T cell immunity,
evidence suggests that these responses may contribute a protective effect (4). However, the
epitope targets of cross-reactive T cells have not been thoroughly characterized, thus hinder-
ing more detailed analysis of the dynamics and potential role of cross-reactive immunity in
protection and immunopathology.

Previously, our laboratory showed that prior DENV exposure can shape the T cell
response to subsequent ZIKV infection (5). Specifically, we found that preexisting T cell
immunity in DENV-seropositive donors and recipient of the tetravalent DENV vaccine
results in the cross-recognition of ZIKV peptides, and we demonstrated that DENV ex-
posure status can affect the timing, magnitude, and protein targets of T cell responses
following ZIKV infection (5). We also observed that DENV and ZIKV cross-reactive epi-
topes share a significantly higher level of sequence identity than the rest of the pro-
teomes of these viruses, suggesting that these cross-reactive T cell epitopes preferen-
tially map to conserved sites (5). T cell cross-recognition across viruses belonging to
the same family has been observed in several contexts, and cross-reactivity among
strains of influenza virus is a notable example (6).

More recently, we analyzed the repertoire of CD4 T cells recognizing severe acute
respiratory syndrome coronavirus 2 (SARS-CoV-2) in previously unexposed individuals
(7) due to the potential implications of preexisting immunity in the modulation of co-
ronavirus disease 2019 (COVID-19) severity (8, 9). To this end, we used an in vitro
restimulation strategy to expand populations of preexisting SARS-CoV-2-reactive mem-
ory CD4 T cells that we found to be cross-reactive with human coronaviruses (HCoV)
responsible for the common cold: HCoV-OC43, HCoV-229E, HCoV-NL63, and HCoV-
HKU1. This expansion of cross-reactive memory cells allowed us to map the repertoire
of SARS-CoV-2 epitopes recognized in unexposed donors (7).

Here, we applied a similar strategy to define the targets of preexisting immunity to
ZIKV in unexposed subjects. We analyzed samples from DENV-seropositive donors
before the onset of the ZIKV epidemic to test the hypothesis that the reactive T cells
would at least in part correspond to DENV-specific, cross-reactive T cells.

RESULTS
ZIKV-specific T cell repertoire in unexposed donors. Previously, it was reported

that DENV pre-exposure influences T cell reactivity triggered by ZIKV infection, imply-
ing that DENV infection induces ZIKV cross-reactive T cells (5). In the present study, we
accordingly sought to investigate to what extent ZIKV-reactive T cell immunity exists in
DENV-exposed, ZIKV-unexposed individuals. Here, we analyzed peripheral blood
mononuclear cell (PBMC) samples from the regions of Sri Lanka and Nicaragua where
DENV is endemic that had been obtained prior to the introduction of ZIKV in these
countries. To assess the repertoire of antigen-specific CD4 T cells and detect both high
and low frequencies of T cell specificities, we expanded CD4 T cells for 2weeks in the
presence of ZIKV peptide pools, as we did previously to characterize HLA-restricted
CD4 responses resulting from natural DENV infection (10) and similar to the strategy
we used more recently to map the repertoire of CD4 responses to SARS-CoV-2 in unex-
posed donors (7).

In vitro expansion was carried out by stimulating CD4 cells from each donor with 12
individual peptide pools, each averaging 60 peptides and together spanning the
length of the ZIKV proteome. Following expansion, cell populations expanded from
each of the 12 original pools were tested for T cell responses following stimulation with 3 or
4 smaller “mesopools” (averaging 15 peptides) for each of the original pools used for expan-
sion. Positive responses were then deconvoluted using individual peptides contained in the
positive pool to map the repertoire of ZIKV epitopes in unexposed donors (Fig. 1B and C).

In total, we identified 93 T cell epitopes, 8 of which were recognized in multiple
donors (Table 1). Epitopes were identified in 9/10 donors, and the median number of
epitopes recognized among the 10 donors was 5.5 (range, 0 to 39) (Fig. 2A). The average
magnitude of positive responses was 882 spot-forming cells (SFCs)/106 cells (Fig. 2B). In
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terms of coverage, the 16 most strongly recognized epitopes were associated with 50% of
the total response magnitude, while 46 epitopes contributed 80% of the total magnitude
(Fig. 2C).

Positive responses were directed to every viral protein with the exception of the
nonstructural protein 2B (NS2B). NS5 and NS3 were the most dominantly recognized
antigens and were the sources of 25 and 16 epitopes, respectively (Fig. 3A). The next
most frequently recognized antigens included envelope (E) and NS1 (Fig. 3A and B).
Patterns of response magnitude (defined as the average sum of SFCs among respond-
ing donors) confirmed the dominance of NS5 and NS3, which together accounted for
48% of the total response (Fig. 3C). In sum, nonstructural proteins accounted for 76%
of the total response magnitude, while 24% of the total response was directed toward
structural antigens (Fig. 3C).

Antigen size and HLA binding influence dominance of T cell responses. The
most dominantly targeted antigens (NS3 and NS5) consisted of large viral proteins,
suggesting that patterns of immunodominance could be influenced in part by protein
size, reflective of the number of potential epitope candidates. To address this possibil-
ity, we plotted the number of positive responses detected per antigen as a function of
protein size in amino acids. Positive responses positively correlated with protein size
(r=0.7317; P=0.0197), suggesting that the greater number of peptides derived from
larger proteins may increase the probability that epitopes are detected in those anti-
gens (Fig. 4A).

Another factor expected to influence immunodominance at the peptide level is
HLA binding, which is necessary (but not sufficient) for a peptide sequence to serve as
an epitope. To address this, we scored the tested peptides using an algorithm which
predicts HLA binding patterns associated with immunodominant peptides (11). This
algorithm was developed based on the observation that immunodominant peptides

FIG 1 Strategy for epitope identification. Following a 14-day in vitro expansion, CD4 T cells were tested for reactivity to 12 pools of overlapping peptides
that together spanned the ZIKV proteome. Four smaller mesopools for each of the 12 peptide pools were also tested. Three days later, positive pools were
deconvoluted using individual peptides contained in the positive pool. (A) Cartoon depicting the peptide pooling strategy. (B) Number of SFCs per 106

cells for one representative donor following stimulation of 14-day cultures with peptide pools and mesopools. (C) Representative deconvolution of a
positive mesopool at day 17.
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TABLE 1 All epitopes identified in this study

Peptide
Peptide
start site Proteina

No. of
positive
donors

Frequency of
responders (%)

Total no.
of SFCs

Avg. no. of
SFCs (positive
donors)

DENV
sequence
identity (%)

KKSGGFRIVNMLKRG 6 ancC 1 10 833 833 53.33
FRIVNMLKRGVARVS 11 ancC 1 10 547 547 60.00
VARVSPFGGLKRLPA 21 ancC 1 10 533 533 46.67
GLLLGHGPIRMVLAI 36 ancC 2 20 2,433 1,217 66.67
HGPIRMVLAILAFLR 41 ancC 2 20 1,920 960 66.67
MVLAILAFLRFTAIK 46 ancC 1 10 980 980 60.00
LAFLRFTAIKPSLGL 51 ancC 1 10 900 900 60.00
KDLAAMLRIINARKE 86 ancC 1 10 2,020 2,020 53.33
MLRIINARKEKKRRG 91 ancC 2 20 2,267 1,133 46.67
AGEAISFPTTLGMNK 141 pr 1 10 933 933 46.67
SFPTTLGMNKCYIQI 146 pr 1 10 1,813 1,813 46.67
TKHLIRVENWIFRNP 241 M 1 10 753 753 66.67
IRCIGVSNRDFVEGM 291 E 1 10 880 880 80.00
FVEGMSGGTWVDVVL 301 E 1 10 1,467 1,467 86.67
SGGTWVDVVLEHGGC 306 E 1 10 773 773 93.33
SDMASDSRCPTQGEA 356 E 1 10 1,080 1,080 73.33
DSRCPTQGEAYLDKQ 361 E 1 10 593 593 73.33
WLVHKEWFHDIPLPW 501 E 1 10 467 467 80.00
GALEAEMDGAKGRLS 561 E 1 10 353 353 46.67
EMDGAKGRLSSGHLK 566 E 1 10 540 540 40.00
KGRLSSGHLKCRLKM 571 E 1 10 740 740 73.33
KGVSYSLCTAAFTFT 591 E 1 10 1,453 1,453 53.33
SLCTAAFTFTKIPAE 596 E 2 20 933 467 46.67
AFTFTKIPAETLHGT 601 E 1 10 367 367 60.00
TLTPVGRLITANPVI 641 E 1 10 3,153 3,153 60.00
GLNTKNGSISLMCLA 766 E 1 10 393 393 60.00
YNDVEAWRDRYKYHP 816 NS1 1 10 813 813 80.00
RMENIMWRSVEGELN 856 NS1 1 10 1,027 1,027 60.00
MWRSVEGELNAILEE 861 NS1 1 10 793 793 53.33
MWRGPQRLPVPVNEL 891 NS1 1 10 453 453 40.00
QRLPVPVNELPHGWK 896 NS1 1 10 620 620 40.00
ECPLKHRAWNSFLVE 936 NS1 1 10 507 507 66.67
SFLVEDHGFGVFHTS 946 NS1 1 10 440 440 66.67
DHGFGVFHTSVWLKV 951 NS1 3 30 2,187 729 66.67
VFHTSVWLKVREDYS 956 NS1 1 10 487 487 60.00
NDTWRLKRAHLIEMK 1001 NS1 1 10 787 787 60.00
TGGDVAHLALIAAFK 1216 NS2A 1 10 333 333 80.00
LMVLINGFALAWLAI 1271 NS2A 1 10 1,047 1,047 40.00
NGFALAWLAIRAMVV 1276 NS2A 1 10 333 333 40.00
AWLAIRAMVVPRTDN 1281 NS2A 1 10 340 340 40.00
MWHVTKGSALRSGEG 1551 NS3 1 10 540 540 60.00
ERARNIQTLPGIFKT 1606 NS3 1 10 393 393 60.00
KDGDIGAVALDYPAG 1621 NS3 1 10 1,107 1,107 60.00
ILDKCGRVIGLYGNG 1641 NS3 1 10 513 513 73.33
GRVIGLYGNGVVIKN 1646 NS3 4 40 9,607 2,402 80.00
KTRLRTVILAPTRVV 1716 NS3 2 20 6,537 3,268 86.67
PTRVVAAEMEEALRG 1726 NS3 1 10 920 920 100.00
LPVRYMTTAVNVTHS 1741 NS3 1 10 2,367 2,367 60.00
GTEIVDLMCHATFTS 1756 NS3 1 10 2,493 2,493 86.67
DLMCHATFTSRLLQP 1761 NS3 1 10 553 553 86.67
ATFTSRLLQPIRVPN 1766 NS3 1 10 327 327 80.00
PPGTRDAFPDSNSPI 1821 NS3 1 10 540 540 80.00
DHSGKTVWFVPSVRN 1856 NS3 2 20 5,120 2,560 66.67
ELMKRGDLPVWLAYQ 2036 NS3 1 10 827 827 80.00
AALKSFKEFAAGKRG 2106 NS3 1 10 353 353 73.33
FKEFAAGKRGAAFGV 2111 NS3 1 10 327 327 60.00
QEAIDNLAVLMRAET 2141 NS4A 1 10 2,113 2,113 60.00
NLAVLMRAETGSRPY 2146 NS4A 1 10 1,960 1,960 66.67
GSRPYKAAAAQLPET 2156 NS4A 1 10 883 883 53.33
GIGKMGFGMVTLGAS 2196 NS4A 1 10 833 833 53.33

(Continued on next page)
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tend to promiscuously bind multiple class II HLA molecules (11). Lower median consen-
sus percentile rank values correspond to an increased likelihood of being an epitope,
and the top 20% of peptides scored by this method usually captures 50% of the total
response (11). Using this prediction strategy, we found that 38 (41%) of the peptides
we identified as epitopes through enzyme-linked immunospot assay (ELISPOT) were
found in the top 20% scoring peptides (Fig. 4B) (P, 0.0001 by Fisher’s test). Peptides
with a median consensus percentile rank below the dotted line in Fig. 4B correspond
to the top 20% of binding peptides. These peptides accounted for 41% (51,347 of
124,693 total SFCs) of the total response, close to the 50% of responses that this
threshold was intended to capture. Overall, these results confirm that HLA binding is a
variable positively associated with response magnitude.

Analysis of positive responses as a function of DENV sequence identity. The 2-
week in vitro expansion assay utilized is known to detect responses originating from
both naive and memory T cells (7, 10). Our hypothesis was that, at least in part, the T
cell responses observed were associated with cross-reactivity originating from prior
infection with one or more of the DENV serotypes. If this were to be the case, we
expected that the frequency of positive responses might be tied to the level of homology
between ZIKV and DENV proteins. To address this, we plotted the number of positive
responses we observed at the protein level as a function of DENV sequence identity (Fig. 5A).
We found a positive correlation (r=0.8720; P=0.0018), suggesting that the likelihood that a
protein is the target of cross-reactive T cell responses is linked to the level of sequence identity
of that antigen.

TABLE 1 (Continued)

Peptide
Peptide
start site Proteina

No. of
positive
donors

Frequency of
responders (%)

Total no.
of SFCs

Avg. no. of
SFCs (positive
donors)

DENV
sequence
identity (%)

IDLRPASAWAIYAAL 2301 NS4B 1 10 353 353 73.33
ASAWAIYAALTTFIT 2306 NS4B 1 10 993 993 66.67
IYAALTTFITPAVQH 2311 NS4B 1 10 803 803 53.33
MIGCYSQLTPLTLIV 2366 NS4B 1 10 380 380 60.00
ARAAQKRTAAGIMKN 2401 NS4B 1 10 5,927 5,927 86.67
KRTAAGIMKNPVVDG 2406 NS4B 1 10 5,900 5,900 93.33
NKYWNSSTATSLCNI 2481 NS4B 1 10 643 643 53.33
LAGASLIYTVTRNAG 2501 NS4B 1 10 427 427 46.67
KWKARLNQMSALEFY 2531 NS5 1 10 1,220 1,220 60.00
LNQMSALEFYSYKKS 2536 NS5 1 10 480 480 66.67
GWSYYAATIRKVQEV 2606 NS5 1 10 393 393 86.67
EEPVLVQSYGWNIVR 2631 NS5 1 10 1,613 1,613 73.33
PYTSTMMETLERLQR 2706 NS5 1 10 2,607 2,607 66.67
MMETLERLQRRYGGG 2711 NS5 1 10 387 387 60.00
KSVSTTSQLLLGRMD 2751 NS5 1 10 747 747 66.67
VTGVTGIAMTDTTPY 2856 NS5 1 10 3,793 3,793 66.67
CVYNMMGKREKKQGE 2971 NS5 1 10 520 520 93.33
GSRAIWYMWLGARFL 2991 NS5 1 10 1,267 1,267 100.00
WYMWLGARFLEFEAL 2996 NS5 1 10 1,813 1,813 100.00
GARFLEFEALGFLNE 3001 NS5 1 10 813 813 100.00
ALAIIKYTYQNKVVK 3086 NS5 1 10 327 327 80.00
VMDIISRQDQRGSGQ 3111 NS5 1 10 1,307 1,307 93.33
LNTFTNLVVQLIRNM 3131 NS5 1 10 560 560 80.00
NLVVQLIRNMEAEEV 3136 NS5 1 10 3,187 3,187 73.33
FAHALRFLNDMGKVR 3196 NS5 1 10 1,287 1,287 80.00
RFLNDMGKVRKDTQE 3201 NS5 1 10 527 527 73.33
RHQDELIGRARVSPG 3251 NS5 1 10 773 773 86.67
RETACLAKSYAQMWQ 3271 NS5 1 10 547 547 93.33
LAKSYAQMWQLLYFH 3276 NS5 1 10 2,793 2,793 86.67
RRDLRLMANAICSSV 3291 NS5 1 10 840 840 93.33
LMANAICSSVPVDWV 3296 NS5 1 10 1,340 1,340 93.33
IGDEEKYMDYLSTQV 3396 NS5 1 10 400 400 33.33
KYMDYLSTQVRYLGE 3401 NS5 1 10 2,120 2,120 40.00
aancC, anchored capsid protein C.
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The finding that homology influences antigen targeting at the protein level encour-
aged us to explore the effects of sequence identity in greater depth. To this end, we
analyzed the magnitude of positive responses as a function of sequence identity to
DENV at the peptide level. Among the ZIKV peptides that were associated with the
greatest response magnitude (.2,500 SFCs/106 cells), we noticed that 11/12 were at
least 67% identical to the homologous peptides from previously published DENV con-
sensus sequences (Fig. 5B). We chose the 67% threshold since 1 or 2 residues in addi-
tion to a 9-mer core region are involved in the optimal binding of peptides to class II
major histocompatibility complex (MHC) molecules (12, 13). Using Fisher’s test, we
found that the proportion of ZIKV epitopes that resulted in a high-magnitude response
was significantly different (P=0.0136) between peptides with $67% sequence identity
to DENV and those with,67% identity (Fig. 5B).

Direct evidence of cross-reactive T cell responses. To directly show that the most
dominant epitopes identified in DENV-exposed, ZIKV-unexposed donors can be attrib-
uted to preexisting DENV-specific, ZIKV cross-reactive T cell immunity, we generated
short-term T cell lines (TCLs) based on epitope/donor combinations that generated
strong responses in the initial screen. We then tested the TCLs for reactivity to the ho-
mologous peptides from DENV1 to 24 as well as a panel of other flaviviruses to deter-
mine if cross-reactive T cell responses could be observed more broadly. We selected
epitopes that both generated a high-magnitude response (.2,500 SFCs/106 cells) and
also were associated with a high level of sequence identity (.67%) to DENV, and
PBMCs from the corresponding donors in which the epitopes were identified were
used to generate TCLs. Notably, the NS31646 epitope resulted in a high-magnitude
response in multiple donors and was thus used to expand 2 TCLs. Following a 2-week
expansion, we tested the TCLs for reactivity to homologous peptides from DENV1 to
24 and other flaviviruses where cell numbers permitted.

Among the 3 TCLs tested, all showed stronger responses to DENV homologs than
to the original ZIKV peptides used for expansion (Fig. 6A to C). In TCLs from donors
GN0065 and GN0057, which were both expanded using the ZIKV NS31646 epitope, reac-
tivity was greater for every DENV serotype tested (DENV1 to 23 in the case of GN0065
and DENV1 to 24 in GN0057) (Fig. 6A and B). The GN0057 TCL additionally showed
stronger responses to homologs from yellow fever virus (YFV) and West Nile virus
(WNV) than to the originally identified ZIKV epitope (Fig. 6B). Homologs from the more
distantly related Japanese encephalitis virus (JEV) and tick-borne encephalitis virus
(TBEV) also resulted in positive responses in this donor, although weaker in magnitude

FIG 2 Summary of epitopes and positive responses. (A) Number of epitopes detected per donor among the 10 donors included
in the study. Black lines represent the median (5.5 epitopes) and range (0 to 39 epitopes). (B) The magnitude of all positive
responses detected, shown as number of SFCs per 106 cells. The black line represents the geometric mean (882.1 SFCs/106 cells).
(C) Percentage of the total response magnitude plotted as a function of the total number of epitopes. Epitopes are ranked in
descending order of magnitude, and the percentage of the total magnitude was derived from the cumulative sum. Dotted lines
represent the number of epitopes associated with 50% and 80% of the total response magnitude.
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than ZIKV and DENV (Fig. 6B). In donor GS1215, homologs from DENV2 and 23 (the
identical sequence in both viruses) and DENV4 produced stronger responses than the
ZIKV NS31756 peptide, while the YFV homolog, which has a lower level of sequence sim-
ilarity to ZIKV NS31756, resulted in a weaker response (Fig. 6C). Notably, the peptides
that showed the lowest-magnitude responses among the 3 TCLs (,60 SFCs/106 cells at
1mg/ml) all had a low level of sequence identity to ZIKV (53% or 60%).

The 2-week in vitro expansion strategy utilized above was originally developed to
expand low-frequency CD4 T cell responses. As further evidence of CD4 cross-reactivity
between ZIKV and DENV epitopes, we performed an activation-induced marker (AIM)
assay (14–16) to quantify antigen-specific cells following overnight ex vivo stimulation
with peptide pools (Fig. 7 and 8A). For this experiment, we tested an additional set of
Sri Lankan donors not used for the epitope identification studies that we previously
found show CD4 T cell responses to DENV. Using a pool of 93 peptides comprising the
mapped ZIKV epitopes (ZIKV-93), we measured ex vivo CD4 responses in several DENV-
exposed individuals (Fig. 8B) (P = 0.0312). We also observed AIM1 CD4 responses to the
DENV CD4 megapool (Fig. 8B) (P = 0.0156).

FIG 3 Distribution of epitopes by protein of origin. (A) Summary of epitopes, total positive responses, and response magnitude in relation to individual
ZIKV proteins. These data are also presented in panel B as a parts-of-whole graph showing the number of epitopes detected per protein and in panel C as
a bar graph showing the total magnitude of responses per protein. In panels A and C, the response magnitude per protein represents the sum of the total
SFCs per 106 cells among responding donors, and in panel C, percentages indicate the proportion of total response magnitude detected in structural and
nonstructural proteins.
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Finally, to address whether the CD4 responses to ZIKV in DENV-exposed donors
could be attributed to responding memory cells, we analyzed expression of the pheno-
typic markers CD45RA and CCR7 in AIM1 cells following stimulation with ZIKV and
DENV peptides (Fig. 9A). We found that the majority of AIM1 cells showed an effector
memory phenotype (TEM; CD45RA2 CCR72), followed by central memory (TCM;
CD45RA2 CCR71) (Fig. 9B). Relative to bulk/unstimulated cells, AIM1 cells were signifi-
cantly enriched in the TEM compartment (Fig. 9B), suggesting that ZIKV-cross-reactive
and DENV CD4 responses derive from memory T cells.

DISCUSSION

Here, we investigated the repertoire of ZIKV-specific CD4 T cell responses in DENV-
exposed, ZIKV-unexposed donors. The results show that in DENV-exposed donors, preexist-
ing immunity to DENV could shape ZIKV-specific responses, and DENV-ZIKV cross-reactive T
cells can be expanded by stimulation with ZIKV peptides.

FIG 4 Antigen size and HLA binding determinations of T cell responses. (A) Spearman correlation of the number of positive responses
detected per protein and protein size in amino acids (aa). (B) Binding predictions of peptides to class II MHC molecules using a promiscuity
model. Peptides that were experimentally classified as either epitopes or negative peptides were predicted to bind a panel of 7 class II
alleles, and the median consensus percentile rank of each peptide among the 7 alleles is plotted. The dotted line indicates a 20th-percentile
cutoff, and peptides with a median percentile consensus rank below this cutoff represents the top 20% of predicted peptides. The number of
epitopes and negative peptides above and below the 20th percentile threshold is represented in a 2� 2 contingency table and analyzed
with a Fisher’s test.

FIG 5 Analysis of positive responses as a function of DENV sequence identity. (A) Spearman correlation of the number of positive responses detected per
protein and the sequence identity of each ZIKV protein to DENV. The maximum level of sequence identity among the 4 DENV serotypes was used for
analysis. (B) Scatterplot showing the magnitude (number of SFCs per 106 cells) and DENV sequence identity for all peptides that resulted in a positive
response. The vertical dotted line at x=66% is a threshold differentiating peptides with $67% and ,67% sequence identity to DENV. The horizontal
dotted line at y= 2,500 is a threshold differentiating peptides with $2,500 and ,2,500 SFCs/106 cells. A Fisher’s test was used to compare the association
of sequence identity and magnitude by comparing the number of positive responses in each category.
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In total, we identified 93 epitopes that were most abundant in nonstructural pro-
teins, and positive responses directed toward NS3 and NS5 alone accounted for nearly
half of the total response magnitude. Previously, our group mapped CD4 T cell
responses to natural DENV infection in subjects from Sri Lanka (17) and Nicaragua (18)
and characterized patterns of immunodominance in these populations. Notably, NS3
and NS5 were also among the most dominantly recognized antigens in these cohorts
(17, 18). We also recently found that NS3 and NS5 are the most dominantly targeted
YFV antigens in donors vaccinated with YF-17D (19).

FIG 6 Cross-reactivity of ZIKV and homologous flavivirus peptides. Three short-term TCLs were generated based on epitope/donor combinations that
generated high-magnitude responses in the primary screen. Following a 14-day in vitro expansion, TCLs were tested by FluoroSpot assay for reactivity to
the original ZIKV peptide used for expansion as well as homologous peptides from DENV and other flaviviruses where cell numbers permitted. Keys below
the graphs indicate the sequences of peptides used for analysis as well as the percent sequence identity of each peptide to ZIKV.

FIG 7 Gating strategy for AIM1 assay. Example of flow cytometry gating strategy for antigen-specific CD4 T cells. Antigen-specific
cells were defined as double positive for the AIM markers OX40 and CD137 following ex vivo stimulation of PBMCs with ZIKV- and
DENV-derived peptide pools. Memory phenotypes were defined based on the expression of CD45RA and CCR7 as naive (TN;
CD45RA1 CCR71), central memory (TCM; CD45RA

2 CCR71), effector memory (TEM; CD45RA
2 CCR72), and TEM re-expressing CD45RA

(TEMRA; CD45RA
1 CCR72).
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In these previous studies, we also found that C was dominantly recognized by CD4 T
cells (17, 18). In the present analysis, we detected relatively few C epitopes, which is consist-
ent with the protein’s relatively small size and limited (50%) sequence identity to DENV C at
the amino acid level. Our findings are similar to those of Lim et al. (20), who used a similar in
vitro expansion method to identify cross-reactive ZIKV epitopes in DENV-immune donors. In
those studies, ZIKV NS3 was consistently recognized in DENV-immune individuals, whereas
ZIKV C was not (20). Overall, while both protein size and degree of DENV-ZIKV homology
are correlated with the observed responses, it is noted that the correlation with degree of
homology is stronger than the correlation with protein size. Intriguingly, no epitopes were
identified in ZIKV NS2B, which may be reflective in part of the comparatively small size and
low level of sequence identity to DENV NS2B.

In the present study, we found that high-magnitude responses were associated
with peptides with$67% identity to the homologous DENV peptides. This 67% homol-
ogy threshold was used in our previous studies of cross-reactive epitopes among com-
mon cold coronaviruses and SARS-CoV-2 (7). The results suggested that the dominant
epitope responses to ZIKV sequences in DENV-exposed, ZIKV-naive donors were due to
preexisting reactivity to DENV epitopes that are cross-reactive with homologous ZIKV
sequences. We further showed that T cell lines specific for dominant epitopes reacted
to homologous DENV peptides even more strongly than to the original ZIKV epitope
used for expansion, providing direct evidence of cross-reactive T cell responses at the
epitope level.

Notably, some of the strongest responses were mapped to the NS31646 epitope in
multiple individuals. We observed cross-reactivity of this ZIKV epitope with all flavivi-
ruses tested. We had previously identified the same ZIKV epitope in an independent
analysis of cross-reactive T cell responses among flaviviruses following attenuated yel-
low fever (YF-17D) vaccination (21). While cross-reactivity among YF-17D vaccinees in
this previous study was generally low or absent, the NS31646 epitope was widely cross-
reactive among flaviviruses, including DENV1-4, ZIKV, YFV, JEV, and WNV. Moreover,
the previous analysis in YF-17D vaccinees found that this epitope was restricted by the
HLA-DRB1*15:01 allele (21), and here, both donors that showed a strong response to
NS31646 were also associated with HLA-DRB1*15:01 (data not shown).

We showed previously that T cell responses resulting from flavivirus vaccination are only
marginally cross-reactive with ZIKV (21). We also previously found that DENV exposure status

FIG 8 CD4 T cell responses against ZIKV epitopes ex vivo. (A) Example of flow cytometry gating strategy for antigen-specific CD4 T cells. The percentage of
CD4 cells double-positive for the activation-induced markers (AIM1) OX40 and CD137 is shown. (B) Antigen-specific CD4 T cells, as measured by the
percentage of cells double-positive for OX40 and CD137. PBMCs from DENV-responding individuals (n= 11) were stimulated overnight with the indicated
peptide pools. Black lines represent the geometric mean and geometric standard deviation (SD), and pairwise comparisons were performed using a
Wilcoxon test.
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can positively affect the timing and magnitude of ZIKV-specific T cell responses and skew
the protein targets recognized (5). Here, we reconciled these findings by characterizing the
repertoire of ZIKV-specific T cell responses in DENV-immune, ZIKV-unexposed donors and
showing that the most vigorous ZIKV responses are DENV cross-reactive. These results indi-
cate that while DENV-ZIKV cross-reactivity after primary infection might be relatively infre-
quent (21), sequential DENV and ZIKV exposure preferentially expands cross-reactive T cell
populations.

These findings can be interpreted in the broader context of ZIKV/DENV or DENV/
ZIKV sequential exposure and its impact on disease severity, although the impacts of
preexisting immunity in heterologous infection remain controversial (4). Our finding
that DENV-exposed individuals mount T cell responses to ZIKV more quickly and with
greater magnitude than DENV-seronegative donors implies that cross-reactive T cell
responses could contribute to protection (5). Additionally, a study in HLA-transgenic

FIG 9 Memory phenotypes associated with CD4 T cell responses. (A) Example of flow cytometry gating strategy for memory
phenotypes of AIM1 and bulk CD4 T cells. Percentages of bulk CD4 T cells are shown in black, and percentages of AIM1 cells are
shown in red. (B) Memory phenotypes of antigen-specific CD4 T cells (OX401 CD1371 T cells) following ex vivo stimulation with
peptide pools. CD4 responses are plotted if the percentage of AIM1 cells was .0.01. Black lines represent geometric mean, and
pairwise comparisons between AIM1 cells in responding donors and bulk/unstimulated populations were performed using a
Wilcoxon test. (C) Average memory phenotypes associated with AIM1 CD4 T cell responses in DENV-exposed subjects.
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mice identified a protective role of cross-reactive CD8 T cells in DENV-immune mice
that were subsequently infected with ZIKV (22), and evidence in nonhuman primates
has shown that preexisting immunity to either ZIKV or DENV does not enhance disease
following infection with the heterologous virus (23–25). Studies in human cohorts from
regions where DENV is endemic offer a more nuanced view of immunological cross-
reactivity in sequential DENV and ZIKV infections. An analysis of a long-term
Nicaraguan pediatric cohort showed that although prior DENV infection did not appear
to affect the rate of total ZIKV infections, prior DENV infection did protect against
symptomatic ZIKV infection (26). A study in Brazil also found prior DENV infection to be
protective in relation to subsequent ZIKV (27). However, a recent analysis in the same
Nicaraguan cohort showed that in the reverse series of infections, one ZIKV infection
prior to DENV2 enhances the risk of severe dengue disease compared to that in flavivi-
rus-naive subjects (28).

The immune mechanisms contributing to cross-protection are multifaceted and
complex, and our findings add to a growing body of literature demonstrating cross-re-
active T cell responses in infection with closely related flaviviruses. However, whether
cross-reactive immune responses confer protection or predispose to severe disease is a
topic of debate. The outcomes of preexisting immunity have been extensively studied
in DENV, where primary infection with any of the 4 DENV serotypes affords lifelong
protection to that serotype but also enhances the risk of severe disease in heterol-
ogous infection (29). On the one hand, the theory of “original antigenic sin,” which has
persisted for years, postulates that the expansion of cross-reactive memory T cell popu-
lations in secondary infection dominates over the generation of new, perhaps higher-
avidity T cell responses (29). While clinical data have shown that manifestations of
severe dengue disease are associated with low-affinity T cell responses to the infecting
virus (30) and that T cells in patients with severe disease have aberrant cytokine pro-
files (31), there has generally been a lack of clear evidence that original antigenic sin in
relation to T cells contributes to severe disease manifestations (32).

Alternatively, it is reasonable to speculate that the selective expansion of dominant
T cell responses in heterologous infections could instead favor protection from severe
disease. Evidence from our group has shown that secondary DENV infection results in
a honing of T cell responses to recognize conserved viral sequences, and this recogni-
tion is not associated with negative impacts on the magnitude, phenotype, or multi-
functionality of CD8 T cell responses (33). Additionally, in the context of CD4 responses,
we have found that donors with a history of DENV infection with different serotypes
show distinct expansion of populations of terminally differentiated (TEMRA) cytotoxic
CD4 cells, and we further showed that expansion of populations of these cells occurs
in donors carrying an HLA allele associated with protection from severe disease (10).
These findings, together with studies in mice that also show a protective role of T cells
in heterotypic DENV infection (34, 35), suggest that cross-reactivity is a feature of the T
cell response in secondary DENV infections and that preexisting immunity can hone
responses and provide protection.

Beyond flaviviruses, cross-reactive T cell responses to other classes of viruses that
have important implications in human health are also documented. Influenza A virus
(IAV) is a notable example, since individuals are likely to undergo several infections
and vaccinations over the course of a lifetime, providing ample opportunities for hon-
ing of the T cell repertoire. It has been speculated that preexisting T cell immunity con-
fers protection to novel pandemic strains—such as A(H1N1)pdm09, which spread from
Mexico to the United States in the spring of 2009—where emerging strains that share
epitopes with IAV strains of previous outbreaks are less likely to be severely pathogenic
(6). One study addressed this possibility using epitope mapping and detected signifi-
cant recognition of A(H1N1)pdm09 epitopes in healthy donors that were conserved
with seasonal H1N1 epitopes (36). Preexisting T cell immunity might account for the
milder-than-expected clinical outcomes of the 2009 pandemic influenza, and it has
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been proposed that protection afforded through cross-reactive T cells may be a rea-
sonable correlate of protection in more broadly protective influenza vaccines (37).

Cross-reactive T cell responses are also described in persistent viral infections such as those
caused by the herpesviruses cytomegalovirus (CMV) and Epstein-Barr virus (EBV), which both
induce T cell responses originating from public T cell receptors (TCRs), or TCR sequences found
inmultiple individuals (38). This finding has important implications in the recognition of alloan-
tigens by cross-reactive T cell responses in transplantation (39). Finally, the implications of
cross-reactive T cells in disease outcome have come under intense scrutiny recently with the
detection of SARS-CoV-2 cross-reactive memory T cells in individuals not exposed to SARS-
CoV-2 (7, 40–44). Preexisting immunity to SARS-CoV-2 has largely been attributed to prior ex-
posure to the common cold coronaviruses (CCCs) HCoV-OC43, HCoV-HKU1, HCoV-229E, and
HCoV-NL63, and cross-reactive T cell responses have been observed consistently in the CD4
compartment (9). Although proposed models outline a role for cross-reactive memory T cells
in orchestrating a quicker antibody response, reducing lung viral loads, and promoting rapid
control of the virus in the respiratory tract, the full effects of preexisting immunity on SARS-
CoV-2 disease course and viral shedding remain to be determined (9).

MATERIALS ANDMETHODS
Donor cohort. Blood donations from healthy adult donors were collected by the National Blood

Center, Ministry of Health, Colombo, Sri Lanka, in an anonymous fashion between December 2010 and
September 2015 and processed as previously described (17). Serology of these donors was consistent
with a previous infection with at least one DENV serotype as previously described (17, 18) (data not
shown). Similarly, buffy coats from blood donations were provided by the National Blood Center (NBC)
of the Nicaraguan Red Cross in Managua in 2014 and processed as previously described (18). In total,
PBMC samples from 6 Sri Lankan and 4 Nicaraguan donors before the global spread of ZIKV in 2016
were selected for the epitope mapping experiments. To assess ex vivo CD4 T cell responses to ZIKV epitopes,
we used PBMC samples from an additional set of Sri Lankan donors (n=11) known to show CD4 responses
to DENV. These donors were independent from those used for the epitope mapping experiments.

Peptide pooling strategy. Peptide selection was based on the BeH818995 ZIKV isolate (accession
no. AMA12084.1), from which we synthesized a panel of 15-mer peptides overlapping by 10 residues.
Together, 683 peptides that spanned the length of the ZIKV proteome were synthesized, resuspended
in dimethyl sulfoxide (DMSO), and divided into 12 pools, each containing an average of 60 peptides. We
designed smaller peptide pools with approximately 15 peptides each and called them mesopools, and
these were designed such that each of the 12 larger pools described above was composed of 3 or 4
mesopools (Fig. 1A).

In vitro expansion of CD4 T cell populations and IFN-cELISPOT assay. CD4 T cells were purified
from PBMC samples by negative selection using the CD4 T cell isolation kit (catalog no. 130-091-155;
Miltenyi Biotec) according to the manufacturer’s instructions. CD4 cells were cultured at 37°C and 5%
CO2 in RPMI 1640 supplemented with 5% human serum at a density of 2 � 106 cells per well in 24-well
plates. Autologous antigen-presenting cells (APCs) were added at a ratio of 1:2 (i.e., 1 � 106 APCs and
2 � 106 CD4 cells), and cells were stimulated individually with the 12 ZIKV peptide pools (1mg/ml)
described above. Interleukin 2 (IL-2; 10 U/ml) was added every 3 to 4 days until cell harvest at day 14 (for
peptide pool evaluation) or day 17 (for individual peptide evaluation).

Following in vitro expansion at day 14, ZIKV-specific responses were assessed by gamma interferon
(IFN-g) ELISPOT using the peptide pools used for in vitro expansion as well as the smaller mesopools. At
day 17, positive pools were deconvoluted by ELISPOT using individual ZIKV peptides (10mg/ml) con-
tained in the positive pool. Briefly, polyvinylidene fluoride (PVDF) plates (Millipore) were coated with
anti-human IFN-g (1-D1K; Mabtech), and cells were plated in triplicate at 5 � 104 cells per well. Cells
were stimulated with either peptide pools (1mg/ml) or individual peptides (10mg/ml) in 0.1ml complete
RPMI and incubated for 20 h at 37°C and 5% CO2. Following stimulation, cells were discarded, and plates
were incubated with biotinylated IFN-g monoclonal antibodies (MAb) (7-B6-1; Mabtech) for 2 h at 37°C
and developed as described previously (33). Positive responses were identified as those having .320
spot-forming cells (SFCs) per million cells, a stimulation index of .2, and a P value of ,0.05 when com-
pared to unstimulated cells using a t test as previously described (10).

HLA binding predictions. HLA binding analysis was carried out using the Immune Epitope
Database and Analysis Resource (IEDB) (45). ZIKV peptides were broadly assessed for their binding to
HLA class II molecules using a 7-allele promiscuous method with a 20% cutoff. This method was previ-
ously developed based on the observation that a set of 7 DRB1 and DRB3/4/5 alleles covering the main
class II supertypes can be used to utilize the promiscuous binding capacity of peptides to predict epi-
topes in the general worldwide population (11). Calculations were performed for the 683 ZIKV peptides
included in the present study using the IEDB-recommended 2.22 method, which employs a consensus
method (46) comprising the combinatorial library (47), SMM-align (48), and NN-align (49) algorithms, fol-
lowed by NetMHCIIpan3.2 (50). Percentile rank values were extracted, and the median consensus percen-
tile rank was calculated for each peptide. A percentile rank threshold of 20% was used to compare the num-
ber of top-scoring peptides among experimentally identified epitopes and negative peptides.
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Sequence identity calculations. To assess the level of homology between ZIKV- and DENV-derived
peptides while accounting for differences among DENV serotypes, we calculated the sequence identity
of each ZIKV peptide to consensus sequences for DENV1 to 24 using the ImmunomeBrowser tool (51)
as described previously (21). Briefly, we calculated the sequence identity of each ZIKV peptide to previ-
ously published consensus sequences for DENV1 to 24, which were generated based on thousands of
sequences from geographically disparate regions (52), and the maximum level of sequence identity for
each peptide among the DENV serotypes was analyzed.

Similarly, to calculate the level of sequence identity between whole proteins while accounting for
sequence diversity among DENV1 to 24, the coding sequences of ZIKV (AMA12084.1) proteins were
compared to previously published consensus sequences for DENV1 to 24 (52). The NCBI protein BLAST
algorithm (https://blast.ncbi.nlm.nih.gov) was used with default parameters for these calculations
(expect value threshold = 0.05; scoring parameter = BLOSUM62 matrix; gap cost existence = 11; gap cost
extension= 1; compositional adjustments = conditional compositional score matrix adjustment). As in
the peptide-level analysis, the maximum level of sequence identity among the DENV1 to 24 consensus
sequences was retained for analysis.

In vitro expansion of T cell lines for peptide evaluation. To characterize the cross-reactivity of T
cell responses among flaviviruses in greater detail, we established short-term T cell lines (TCLs) based on
epitope/donor combinations that generated high-magnitude (SFCs/106 cells$ 2,500) responses and
occurred in peptides with high homology to DENV ($67%) in the initial screen. This resulted in the expansion of
3 TCLs. To generate each cell line, 12 � 106 PBMCs were plated at a density of 4 � 106 cells/ml in 6-well plates
in the presence of individual ZIKV peptides (1mg/ml) for 14days in complete RPMI at 37°C and 5% CO2, with IL-
2 (10 U/ml) added at days 4, 7, and 11. A panel of flavivirus peptides homologous to the originally identified
ZIKV epitopes were synthesized based on reference flavivirus sequences, including DENV1 to 24 (accession no.
NP_059433.1, ADK37484.1, ACW82883.1, and AIG60035.1), yellow fever virus (YFV; Q6DV88.1), Japanese enceph-
alitis virus (JEV; AAD20233.1), West Nile virus (WNV; YP_001527877.1), and tick-borne encephalitis virus (TBEV;
ADX07734.1). Following expansion, TCLs were tested for cross-reactivity to flavivirus peptides using an IFN-g/IL-5
dual-color FluoroSpot assay as described previously (7). Each peptide was tested at 6 concentrations beginning
at 1mg/ml, with 10-fold serial dilutions down to 0.00001mg/ml, where cell numbers permitted.

AIM assay. Activation-induced marker (AIM) assays were performed as previously described (7).
Briefly, PBMCs were cultured at 2 � 106 cells per well in 96-well U-bottom plates for 24 h in the presence
of the peptide pool (1mg/ml), an equimolar volume of DMSO as a negative control, or phytohemaggluti-
nin (PHA; 5mg/ml) (Roche) as a positive control. Pools used for stimulation included a cytomegalovirus
(CMV) CD4 megapool used here as an additional positive control, ZIKV-93 (which consists of the ZIKV
epitopes identified by ELISPOT), and a DENV CD4 megapool, a reagent our lab developed to capture
CD4 responses to DENV in the general population (18). Following stimulation, cells were stained with
the antibody panel shown in Table 2 and acquired on a ZE5 flow cytometer (Bio-Rad). Data were ana-
lyzed using FlowJo v10. Donors were excluded from the analysis if the frequency of CD31 cells was
,20% (of single cells), if the frequency of CD4 T cells was ,20% (of CD31 cells), or if there was a high
level of background in DMSO-only-treated cells (.0.02%). For memory phenotyping, responses that
exceeded a positivity rate of 0.01% were included in the analysis.

Statistical analysis. Statistical analysis was performed using GraphPad Prism v8.4, and details of the sta-
tistical tests used in individual analyses are included in their respective figure legends. Briefly, a Spearman
correlation was carried out to assess the antigen size and DENV sequence identity determinations of positive
responses, and Fisher’s test was used to analyze MHC binding predictions and the impact of DENV sequence
identity on response magnitude at the peptide level. A Wilcoxon test was used to analyze AIM1 CD4
responses as well as the memory phenotypes associated with these responses.
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TABLE 2 AIM assay antibody panel

Antibody Fluorochrome Clone Vendor Catalog no. Dilution
CD45RA BV421 HI100 BioLegend 304130 1:50
CD14 V500 M5E2 BD 561391 1:50
CD19 V500 HIB19 BD 561121 1:50
Live/Dead ef506/Aqua Thermo Fisher 65-0866-18 1:200
CD4 BV605 RPA-T4 BD 562658 1:25
CD8 BV650 RPA-T8 BioLegend 301042 1:25
CCR7 FITC G043H7 BioLegend 353216 1:50
CD69 PE FN50 BD 555531 1:10
OX40 PE-Cy7 Ber-ACT35 BioLegend 350012 1:50
CD137 APC 4B4-1 BioLegend 309810 1:50
CD3 AF700 UCHT1 Thermo Fisher 56-0038-42 1:75

Schouest et al. Journal of Virology

June 2021 Volume 95 Issue 12 e00132-21 jvi.asm.org 14

https://www.ncbi.nlm.nih.gov/protein/AMA12084.1
https://blast.ncbi.nlm.nih.gov
https://www.ncbi.nlm.nih.gov/protein/NP_059433.1
https://www.ncbi.nlm.nih.gov/protein/ADK37484.1
https://www.ncbi.nlm.nih.gov/protein/ACW82883.1
https://www.ncbi.nlm.nih.gov/protein/AIG60035.1
https://www.ncbi.nlm.nih.gov/protein/Q6DV88.1
https://www.ncbi.nlm.nih.gov/protein/AAD20233.1
https://www.ncbi.nlm.nih.gov/protein/YP_001527877.1
https://www.ncbi.nlm.nih.gov/protein/ADX07734.1
https://jvi.asm.org


We thank Cristhiam Cerpas for his contribution to this study by preparing PBMCs
from the Nicaraguan samples.

REFERENCES
1. Wen J, Shresta S. 2019. Antigenic cross-reactivity between Zika and den-

gue viruses: is it time to develop a universal vaccine? Curr Opin Immunol
59:1–8. https://doi.org/10.1016/j.coi.2019.02.001.

2. Heinz FX, Stiasny K. 2017. The antigenic structure of Zika virus and its rela-
tion to other flaviviruses: implications for infection and immunoprophy-
laxis. Microbiol Mol Biol Rev 81:e00055-16. https://doi.org/10.1128/MMBR
.00055-16.

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

4. Subramaniam KS, Lant S, Goodwin L, Grifoni A, Weiskopf D, Turtle L. 2020.
Two is better than one: evidence for T-cell cross-protection between den-
gue and Zika and implications on vaccine design. Front Immunol
2020:517. https://doi.org/10.3389/fimmu.2020.00517.

5. Grifoni A, Pham J, Sidney J, O'Rourke PH, Paul S, Peters B, Martini SR, de
Silva AD, Ricciardi MJ, Magnani DM, Silveira CGT, Maestri A, Costa PR, de-
Oliveira-Pinto LM, de Azeredo EL, Damasco PV, Phillips E, Mallal S, de Silva
AM, Collins M, Durbin A, Diehl SA, Cerpas C, Balmaseda A, Kuan G,
Coloma J, Harris E, Crowe JE, Stone M, Norris PJ, Busch M, Vivanco-Cid H,
Cox J, Graham BS, Ledgerwood JE, Turtle L, Solomon T, Kallas EG, Watkins
DI, Weiskopf D, Sette A. 2017. Prior dengue virus exposure shapes T cell
immunity to Zika virus in humans. J Virol 91:e01469-17. https://doi.org/10
.1128/JVI.01469-17.

6. Greenbaum JA, Kotturi MF, Kim Y, Oseroff C, Vaughan K, Salimi N, Vita R,
Ponomarenko J, Scheuermann RH, Sette A, Peters B. 2009. Pre-existing
immunity against swine-origin H1N1 influenza viruses in the general
human population. Proc Natl Acad Sci U S A 106:20365–20370. https://doi
.org/10.1073/pnas.0911580106.

7. Mateus J, Grifoni A, Tarke A, Sidney J, Ramirez SI, Dan JM, Burger ZC,
Rawlings SA, Smith DM, Phillips E, Mallal S, Lammers M, Rubiro P,
Quiambao L, Sutherland A, Yu ED, da Silva Antunes R, Greenbaum J,
Frazier A, Markmann AJ, Premkumar L, de Silva A, Peters B, Crotty S, Sette
A, Weiskopf D. 2020. Selective and cross-reactive SARS-CoV-2 T cell epi-
topes in unexposed humans. Science 370:eabd3871. https://doi.org/10
.1126/science.abd3871.

8. Sette A, Crotty S. 2020. Pre-existing immunity to SARS-CoV-2: the knowns
and unknowns. Nat Rev Immunol 20:644–644. https://doi.org/10.1038/
s41577-020-00430-w.

9. Lipsitch M, Grad YH, Sette A, Crotty S. 2020. Cross-reactive memory T cells
and herd immunity to SARS-CoV-2. Nat Rev Immunol 20:709–713. https://
doi.org/10.1038/s41577-020-00460-4.

10. Weiskopf D, Bangs DJ, Sidney J, Kolla RV, De Silva AD, de Silva AM, Crotty
S, Peters B, Sette A. 2015. Dengue virus infection elicits highly polarized
CX3CR1 1 cytotoxic CD4 1 T cells associated with protective immunity.
Proc Natl Acad Sci U S A 112:E4256–E4263. https://doi.org/10.1073/pnas
.1505956112.

11. Paul S, Lindestam Arlehamn CS, Scriba TJ, Dillon MBC, Oseroff C, Hinz D,
McKinney DM, Carrasco Pro S, Sidney J, Peters B, Sette A. 2015. Develop-
ment and validation of a broad scheme for prediction of HLA class II re-
stricted T cell epitopes. J Immunol Methods 422:28–34. https://doi.org/10
.1016/j.jim.2015.03.022.

12. Madden DR. 1995. The three-dimensional structure of peptide-MHC com-
plexes. Annu Rev Immunol 13:587–622. https://doi.org/10.1146/annurev
.iy.13.040195.003103.

13. Carson RT, Vignali KM, Woodland DL, Vignali DAA. 1997. T cell receptor
recognition of MHC class II–bound peptide flanking residues enhances
immunogenicity and results in altered TCR V region usage. Immunity
7:387–399. https://doi.org/10.1016/S1074-7613(00)80360-X.

14. Dan JM, Lindestam Arlehamn CS, Weiskopf D, da Silva Antunes R,
Havenar-Daughton C, Reiss SM, et al. 2016. A cytokine-independent
approach to identify antigen-specific human germinal center T follicular
helper cells and rare antigen-specific CD41 T cells in blood. J Immunol
197:983–993. https://doi.org/10.4049/jimmunol.1600318.

15. Havenar-Daughton C, Reiss SM, Carnathan DG, Wu JE, Kendric K, Torrents
de la Peña A, et al. 2016. Cytokine-independent detection of antigen-spe-
cific germinal center T follicular helper cells in immunized nonhuman

primates using a live cell activation-induced marker technique. J Immu-
nol 197:994–1002. https://doi.org/10.4049/jimmunol.1600320.

16. Reiss S, Baxter AE, Cirelli KM, Dan JM, Morou A, Daigneault A, Brassard N,
Silvestri G, Routy J-P, Havenar-Daughton C, Crotty S, Kaufmann DE. 2017.
Comparative analysis of activation induced marker (AIM) assays for sensi-
tive identification of antigen-specific CD4 T cells. PLoS One 12:e0186998.
https://doi.org/10.1371/journal.pone.0186998.

17. Weiskopf D, Angelo MA, Grifoni A, O'Rourke PH, Sidney J, Paul S, De Silva
AD, Phillips E, Mallal S, Premawansa S, Premawansa G, Wijewickrama A,
Peters B, Sette A. 2016. HLA-DRB1 alleles are associated with different
magnitudes of dengue virus–specific CD4 1 T-cell responses. J Infect Dis
214:1117–1124. https://doi.org/10.1093/infdis/jiw309.

18. Grifoni A, Angelo MA, Lopez B, O’Rourke PH, Sidney J, Cerpas C, et al.
2017. Global assessment of dengue virus-specific CD41 T cell responses
in dengue-endemic areas. Front Immunol 8:1309. https://doi.org/10
.3389/fimmu.2017.01309.

19. Mateus J, Grifoni A, Voic H, Angelo MA, Phillips E, Mallal S, Sidney J, Sette
A, Weiskopf D. 2020. Identification of novel yellow fever class II epitopes
in YF-17D vaccinees. Viruses 12:1300. https://doi.org/10.3390/v12111300.

20. Lim MQ, Kumaran EAP, Tan HC, Lye DC, Leo YS, Ooi EE, et al. 2018. Cross-
reactivity and anti-viral function of dengue capsid and NS3-specific mem-
ory T cells toward Zika virus. Front Immunol 9:2225. https://doi.org/10
.3389/fimmu.2018.02225.

21. Grifoni A, Voic H, Dhanda SK, Kidd CK, Brien JD, Buus S, Stryhn A, Durbin
AP, Whitehead S, Diehl SA, De Silva AD, Balmaseda A, Harris E, Weiskopf
D, Sette A. 2020. T cell responses induced by attenuated flavivirus vacci-
nation are specific and show limited cross-reactivity with other flavivirus
species. J Virol 94:e00089-20. https://doi.org/10.1128/JVI.00089-20.

22. Wen J, Tang WW, Sheets N, Ellison J, Sette A, Kim K, Shresta S. 2017. Iden-
tification of Zika virus epitopes reveals immunodominant and protective
roles for dengue virus cross-reactive CD81 T cells. Nat Microbiol 2:17036.
https://doi.org/10.1038/nmicrobiol.2017.36.

23. 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.

24. Pérez-Guzmán EX, Pantoja P, Serrano-Collazo C, Hassert MA, Ortiz-Rosa A,
Rodríguez IV, Giavedoni L, Hodara V, Parodi L, Cruz L, Arana T, White LJ,
Martínez MI, Weiskopf D, Brien JD, de Silva A, Pinto AK, Sariol CA. 2019.
Time elapsed between Zika and dengue virus infections affects antibody
and T cell responses. Nat Commun 10:4316. https://doi.org/10.1038/
s41467-019-12295-2.

25. 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.

26. 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. 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.

27. 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.

28. 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

Flavivirus Cross-Reactive T Cell Memory Journal of Virology

June 2021 Volume 95 Issue 12 e00132-21 jvi.asm.org 15

https://doi.org/10.1016/j.coi.2019.02.001
https://doi.org/10.1128/MMBR.00055-16
https://doi.org/10.1128/MMBR.00055-16
https://doi.org/10.1016/j.coviro.2020.08.006
https://doi.org/10.3389/fimmu.2020.00517
https://doi.org/10.1128/JVI.01469-17
https://doi.org/10.1128/JVI.01469-17
https://doi.org/10.1073/pnas.0911580106
https://doi.org/10.1073/pnas.0911580106
https://doi.org/10.1126/science.abd3871
https://doi.org/10.1126/science.abd3871
https://doi.org/10.1038/s41577-020-00430-w
https://doi.org/10.1038/s41577-020-00430-w
https://doi.org/10.1038/s41577-020-00460-4
https://doi.org/10.1038/s41577-020-00460-4
https://doi.org/10.1073/pnas.1505956112
https://doi.org/10.1073/pnas.1505956112
https://doi.org/10.1016/j.jim.2015.03.022
https://doi.org/10.1016/j.jim.2015.03.022
https://doi.org/10.1146/annurev.iy.13.040195.003103
https://doi.org/10.1146/annurev.iy.13.040195.003103
https://doi.org/10.1016/S1074-7613(00)80360-X
https://doi.org/10.4049/jimmunol.1600318
https://doi.org/10.4049/jimmunol.1600320
https://doi.org/10.1371/journal.pone.0186998
https://doi.org/10.1093/infdis/jiw309
https://doi.org/10.3389/fimmu.2017.01309
https://doi.org/10.3389/fimmu.2017.01309
https://doi.org/10.3390/v12111300
https://doi.org/10.3389/fimmu.2018.02225
https://doi.org/10.3389/fimmu.2018.02225
https://doi.org/10.1128/JVI.00089-20
https://doi.org/10.1038/nmicrobiol.2017.36
https://doi.org/10.1038/ncomms15674
https://doi.org/10.1038/s41467-019-12295-2
https://doi.org/10.1038/s41467-019-12295-2
https://doi.org/10.1371/journal.ppat.1007766
https://doi.org/10.1371/journal.pmed.1002726
https://doi.org/10.1371/journal.pmed.1002726
https://doi.org/10.1126/science.aav6618
https://jvi.asm.org


dengue disease. Science 369:1123–1128. https://doi.org/10.1126/science
.abb6143.

29. Zompi S, Harris E. 2013. Original antigenic sin in dengue revisited. Proc Natl
Acad Sci U S A 110:8761–8762. https://doi.org/10.1073/pnas.1306333110.

30. Mongkolsapaya J, Dejnirattisai W, Xu X-n, Vasanawathana S, Tangthawornchaikul
N, Chairunsri A, Sawasdivorn S, Duangchinda T, Dong T, Rowland-Jones S,
Yenchitsomanus P-t, McMichael A, Malasit P, Screaton G. 2003. Original anti-
genic sin and apoptosis in the pathogenesis of dengue hemorrhagic fever.
Nat Med 9:921–927. https://doi.org/10.1038/nm887.

31. Duangchinda T, Dejnirattisai W, Vasanawathana S, Limpitikul W,
Tangthawornchaikul N, Malasit P, et al. 2010. Immunodominant T-cell
responses to dengue virus NS3 are associated with DHF. Proc Natl Acad
Sci U S A 107:16922–16927. https://doi.org/10.1073/pnas.1010867107.

32. Elong Ngono A, Shresta S. 2018. Immune response to dengue and Zika.
Annu Rev Immunol 36:279–308. https://doi.org/10.1146/annurev-immunol
-042617-053142.

33. Weiskopf D, Angelo MA, de Azeredo EL, Sidney J, Greenbaum JA,
Fernando AN, Broadwater A, Kolla RV, De Silva AD, de Silva AM, Mattia KA,
Doranz BJ, Grey HM, Shresta S, Peters B, Sette A. 2013. Comprehensive
analysis of dengue virus-specific responses supports an HLA-linked pro-
tective role for CD81 T cells. Proc Natl Acad Sci U S A 110:E2046–E2053.
https://doi.org/10.1073/pnas.1305227110.

34. Zompi S, Santich BH, Beatty PR, Harris E. 2012. Protection from secondary
dengue virus infection in a mouse model reveals the role of serotype
cross-reactive B and T cells. J Immunol 188:404–416. https://doi.org/10
.4049/jimmunol.1102124.

35. Zellweger RM, TangWW, EddyWE, King K, SanchezMC, Shresta S. 2015. CD8 1

T cells can mediate short-term protection against heterotypic dengue virus
reinfection inmice. J Virol 89:6494–6505. https://doi.org/10.1128/JVI.00036-15.

36. Duvvuri VR, Duvvuri B, Jamnik V, Gubbay JB, Wu J, Wu GE. 2013. T cell
memory to evolutionarily conserved and shared hemagglutinin epitopes
of H1N1 viruses: a pilot scale study. BMC Infect Dis 13:204. https://doi
.org/10.1186/1471-2334-13-204.

37. Altenburg AF, Rimmelzwaan GF, de Vries RD. 2015. Virus-specific T cells as
correlate of (cross-)protective immunity against influenza. Vaccine
33:500–506. https://doi.org/10.1016/j.vaccine.2014.11.054.

38. van den Heuvel H, Heutinck KM, van der Meer-Prins EMW, Yong SL, van
Miert PPMC, Anholts JDH, Franke-van Dijk MEI, Zhang XQ, Roelen DL, Ten
Berge RJM, Claas FHJ. 2017. Allo-HLA cross-reactivities of cytomegalovi-
rus-, influenza-, and varicella zoster virus-specific memory T cells are
shared by different healthy individuals. Am J Transplant 17:2033–2044.
https://doi.org/10.1111/ajt.14279.

39. Selin LK, Brehm MA, Naumov YN, Cornberg M, Kim S-K, Clute SC, Welsh
RM. 2006. Memory of mice and men: CD81 T-cell cross-reactivity and het-
erologous immunity. Immunol Rev 211:164–181. https://doi.org/10.1111/
j.0105-2896.2006.00394.x.

40. Grifoni A, Weiskopf D, Ramirez SI, Mateus J, Dan JM, Moderbacher CR,
Rawlings SA, Sutherland A, Premkumar L, Jadi RS, Marrama D, de Silva
AM, Frazier A, Carlin AF, Greenbaum JA, Peters B, Krammer F, Smith DM,
Crotty S, Sette A. 2020. Targets of T cell responses to SARS-CoV-2 corona-
virus in humans with COVID-19 disease and unexposed individuals. Cell
181:1489–1501.E15. https://doi.org/10.1016/j.cell.2020.05.015.

41. Braun J, Loyal L, Frentsch M, Wendisch D, Georg P, Kurth F, Hippenstiel S,
Dingeldey M, Kruse B, Fauchere F, Baysal E, Mangold M, Henze L, Lauster

R, Mall MA, Beyer K, Röhmel J, Voigt S, Schmitz J, Miltenyi S, Demuth I,
Müller MA, Hocke A, Witzenrath M, Suttorp N, Kern F, Reimer U,
Wenschuh H, Drosten C, Corman VM, Giesecke-Thiel C, Sander LE, Thiel A.
2020. SARS-CoV-2-reactive T cells in healthy donors and patients with
COVID-19. Nature 587:270–274. https://doi.org/10.1038/s41586-020-2598-9.

42. Le Bert N, Tan AT, Kunasegaran K, Tham CYL, Hafezi M, Chia A, Chng MHY,
Lin M, Tan N, Linster M, Chia WN, Chen MI-C, Wang L-F, Ooi EE,
Kalimuddin S, Tambyah PA, Low JG-H, Tan Y-J, Bertoletti A. 2020. SARS-CoV-
2-specific T cell immunity in cases of COVID-19 and SARS, and uninfected
controls. Nature 584:457–462. https://doi.org/10.1038/s41586-020-2550-z.

43. Weiskopf D, Schmitz KS, Raadsen MP, Grifoni A, Okba NMA, Endeman H,
van den Akker JPC, Molenkamp R, Koopmans MPG, van Gorp ECM,
Haagmans BL, de Swart RL, Sette A, de Vries RD. 2020. Phenotype and
kinetics of SARS-CoV-2-specific T cells in COVID-19 patients with acute re-
spiratory distress syndrome. Sci Immunol 5:eabd2071. https://doi.org/10
.1126/sciimmunol.abd2071.

44. Sekine T, Perez-Potti A, Rivera-Ballesteros O, Strålin K, Gorin J-B, Olsson A,
Llewellyn-Lacey S, Kamal H, Bogdanovic G, Muschiol S, Wullimann DJ,
Kammann T, Emgård J, Parrot T, Folkesson E, Rooyackers O, Eriksson LI,
Henter J-I, Sönnerborg A, Allander T, Albert J, Nielsen M, Klingström J,
Gredmark-Russ S, Björkström NK, Sandberg JK, Price DA, Ljunggren H-G,
Aleman S, Buggert M, Karolinska COVID-19 Study Group. 2020. Robust T
cell immunity in convalescent individuals with asymptomatic or mild
COVID-19. Cell 183:158–168.E14. https://doi.org/10.1016/j.cell.2020.08
.017.

45. Dhanda SK, Mahajan S, Paul S, Yan Z, Kim H, Jespersen MC, Jurtz V,
Andreatta M, Greenbaum JA, Marcatili P, Sette A, Nielsen M, Peters B.
2019. IEDB-AR: immune epitope database—analysis resource in 2019.
Nucleic Acids Res 47:W502–W506. https://doi.org/10.1093/nar/gkz452.

46. Wang P, Sidney J, Kim Y, Sette A, Lund O, Nielsen M, Peters B. 2010. Pep-
tide binding predictions for HLA DR, DP and DQ molecules. BMC Bioinfor-
matics 11:568. https://doi.org/10.1186/1471-2105-11-568.

47. Sidney J, Assarsson E, Moore C, Ngo S, Pinilla C, Sette A, Peters B. 2008.
Quantitative peptide binding motifs for 19 human and mouse MHC class
I molecules derived using positional scanning combinatorial peptide
libraries. Immunome Res 4:2. https://doi.org/10.1186/1745-7580-4-2.

48. Nielsen M, Lundegaard C, Lund O. 2007. Prediction of MHC class II binding
affinity using SMM-align, a novel stabilization matrix alignment method.
BMC Bioinformatics 8:238. https://doi.org/10.1186/1471-2105-8-238.

49. Nielsen M, Lund O. 2009. NN-align. An artificial neural network-based
alignment algorithm for MHC class II peptide binding prediction. BMC
Bioinformatics 10:296. https://doi.org/10.1186/1471-2105-10-296.

50. Jensen KK, Andreatta M, Marcatili P, Buus S, Greenbaum JA, Yan Z, Sette
A, Peters B, Nielsen M. 2018. Improved methods for predicting peptide
binding affinity to MHC class II molecules. Immunology 154:394–406.
https://doi.org/10.1111/imm.12889.

51. Dhanda SK, Vita R, Ha B, Grifoni A, Peters B, Sette A. 2018. Immunome-
Browser: a tool to aggregate and visualize complex and heterogeneous
epitopes in reference proteins. Bioinformatics 34:3931–3933. https://doi
.org/10.1093/bioinformatics/bty463.

52. Xu X, Vaughan K, Weiskopf D, Grifoni A, Diamond MS, Sette A, et al. 2016.
Identifying candidate targets of immune responses in Zika virus based on
homology to epitopes in other flavivirus species. PLoS Curr https://doi
.org/10.1371/currents.outbreaks.9aa2e1fb61b0f632f58a098773008c4b.

Schouest et al. Journal of Virology

June 2021 Volume 95 Issue 12 e00132-21 jvi.asm.org 16

https://doi.org/10.1126/science.abb6143
https://doi.org/10.1126/science.abb6143
https://doi.org/10.1073/pnas.1306333110
https://doi.org/10.1038/nm887
https://doi.org/10.1073/pnas.1010867107
https://doi.org/10.1146/annurev-immunol-042617-053142
https://doi.org/10.1146/annurev-immunol-042617-053142
https://doi.org/10.1073/pnas.1305227110
https://doi.org/10.4049/jimmunol.1102124
https://doi.org/10.4049/jimmunol.1102124
https://doi.org/10.1128/JVI.00036-15
https://doi.org/10.1186/1471-2334-13-204
https://doi.org/10.1186/1471-2334-13-204
https://doi.org/10.1016/j.vaccine.2014.11.054
https://doi.org/10.1111/ajt.14279
https://doi.org/10.1111/j.0105-2896.2006.00394.x
https://doi.org/10.1111/j.0105-2896.2006.00394.x
https://doi.org/10.1016/j.cell.2020.05.015
https://doi.org/10.1038/s41586-020-2598-9
https://doi.org/10.1038/s41586-020-2550-z
https://doi.org/10.1126/sciimmunol.abd2071
https://doi.org/10.1126/sciimmunol.abd2071
https://doi.org/10.1016/j.cell.2020.08.017
https://doi.org/10.1016/j.cell.2020.08.017
https://doi.org/10.1093/nar/gkz452
https://doi.org/10.1186/1471-2105-11-568
https://doi.org/10.1186/1745-7580-4-2
https://doi.org/10.1186/1471-2105-8-238
https://doi.org/10.1186/1471-2105-10-296
https://doi.org/10.1111/imm.12889
https://doi.org/10.1093/bioinformatics/bty463
https://doi.org/10.1093/bioinformatics/bty463
https://doi.org/10.1371/currents.outbreaks.9aa2e1fb61b0f632f58a098773008c4b
https://doi.org/10.1371/currents.outbreaks.9aa2e1fb61b0f632f58a098773008c4b
https://jvi.asm.org

	RESULTS
	ZIKV-specific T cell repertoire in unexposed donors.
	Antigen size and HLA binding influence dominance of T cell responses.
	Analysis of positive responses as a function of DENV sequence identity.
	Direct evidence of cross-reactive T cell responses.

	DISCUSSION
	MATERIALS AND METHODS
	Donor cohort.
	Peptide pooling strategy.
	In vitro expansion of CD4 T cell populations and IFN-γ ELISPOT assay.
	HLA binding predictions.
	Sequence identity calculations.
	In vitro expansion of T cell lines for peptide evaluation.
	AIM assay.
	Statistical analysis.

	ACKNOWLEDGMENTS
	REFERENCES

