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WNV and SLEV coinfection in avian and mosquito hosts: impact 
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ABSTRACT West Nile virus (WNV) and St. Louis encephalitis virus (SLEV) are closely 
related flaviviruses that can cause encephalitis in humans and related diseases in 
animals. In nature, both are transmitted by Culex, with wild birds, including jays, 
sparrows, and robins, serving as vertebrate hosts. WNV and SLEV circulate in the same 
environments and have recently caused concurrent disease outbreaks in humans. The 
extent that coinfection of mosquitoes or birds may alter transmission dynamics, however, 
is not well characterized. We therefore sought to determine if coinfection alters infection 
kinetics and virus levels in birds and infection rates in mosquitoes. Accordingly, American 
robins (Turdus migratorius), two species of mosquitoes, and vertebrate and invertebrate 
cells were infected with WNV and/or SLEV to assess how simultaneous exposure may 
alter infection outcomes. There was variable impact of coinfection in vertebrate cells, 
with some evidence that SLEV can suppress WNV replication. However, robins had 
comparable viremia and antibody responses regardless of coinfection. Conversely, in 
Culex cells and mosquitoes, we saw a minimal impact of simultaneous exposure to both 
viruses on replication, with comparable infection, dissemination, and transmission rates 
in singly infected and coinfected mosquitoes. Importantly, while WNV and SLEV levels in 
coinfected mosquito midguts were positively correlated, we saw no correlation between 
them in salivary glands and saliva. These results reveal that while coinfection can occur in 
both avian and mosquito hosts, the viruses minimally impact one another. The potential 
for coinfection to alter virus population structure or the likelihood of rare genotypes 
emerging remains unknown.

IMPORTANCE West Nile virus (WNV) and St. Louis encephalitis virus (SLEV) are closely 
related viruses that are transmitted by the same mosquitoes and infect the same birds in 
nature. Both viruses circulate in the same regions and have caused concurrent outbreaks 
in humans. It is possible that mosquitoes, birds, and/or humans could be infected with 
both WNV and SLEV simultaneously, as has been observed with Zika, chikungunya, 
and dengue viruses. To study the impact of coinfection, we experimentally infected 
vertebrate and invertebrate cells, American robins, and two Culex species with WNV 
and/or SLEV. Robins were efficiently coinfected, with no impact of coinfection on virus 
levels or immune response. Similarly, in mosquitoes, coinfection did not impact infection 
rates, and mosquitoes could transmit both WNV and SLEV together. These results reveal 
that WNV and SLEV coinfection in birds and mosquitoes can occur in nature, which may 
impact public health and human disease risk.
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W est Nile virus (WNV) and St. Louis Encephalitis virus (SLEV) are closely related 
flaviviruses that can cause encephalitic disease in humans (1). They are genetically 

and antigenically related, with single-stranded positive sense ~11 kb RNA genomes (1). 
Both viruses are maintained in nature in enzootic cycles with birds as hosts and Culex 
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mosquitoes, mainly Culex pipiens, Culex quinquefasciatus, and Culex tarsalis as vectors 
(2–6). Infected mosquitoes occasionally transmit these viruses to humans, horses, 
and other mammals, which serve as dead-end hosts and do not maintain the infection 
cycle in nature (4). Many birds have been implicated in the natural transmission cycles 
for both WNV and SLEV, including American robins, house sparrows, and American crows 
(7–11). Additionally, experimental infections demonstrate there are many bird species 
susceptible to both viruses, including jays, finches, and warblers (12–14). WNV and SLEV 
are clinically and ecologically similar viruses that pose ongoing threats to humans and 
animals.

SLEV was first detected in the United States in 1933 in St. Louis, MO (15). SLEV has 
a broad geographic range covering North and South America; however, the majority 
of human cases are reported in the United States (1). In 1999, WNV was introduced in 
New York City and, in the years following, spread throughout the country displacing 
SLEV in many places (16, 17). Nonetheless, SLEV continued to circulate, causing human 
disease in South America, primarily in Argentina, Brazil, and Peru (18). SLEV was again 
detected in the western United States in 2014, and phylogenetic analyses revealed that 
the circulating viruses were most similar to strains from a human outbreak in Argentina 
in 2005 and suggested a reintroduction of the virus and not reemergence of latent/low 
levels of virus in the environment (18). WNV and SLEV currently cocirculate in regions of 
the United States and were simultaneously detected in chickens and mosquito pools in 
the Coachella Valley of Southern California in 2015, where SLEV had not been detected 
since 2003 (19). Comprehensive analyses from 2015 to 2020 using sentinel chicken and 
mosquito surveillance showed that both viruses were widely prevalent and cocirculated 
throughout California during that time (20, 21). Additionally, from January to July of 2015 
in Arizona, there was a large increase in the number of human SLEV cases (21, compared 
with just 1 during all of 2010–2014) (22). There were also WNV human cases during this 
same time period (75 cases) (22), and many mosquito pools tested positive for SLEV 
and WNV (23). While there are no documented cases of coinfection in either humans 
[antigenic cross-reactivity make serologically distinguishing past WNV vs SLEV infection 
challenging (24)] or mosquitoes, it is clear the viruses cocirculate in the same geographic 
regions and cause concurrent human disease. It is therefore possible that undetected 
coinfections have occurred in humans, mosquitoes, and/or birds.

Coinfection of arboviruses in humans and other mammals is a growing concern due 
to the continued emergence and reemergence of many of these viruses (25). Mathemat­
ical modeling suggests coinfections are most likely to occur in tropical climates, where 
temperatures are most favorable to cocirculation of multiple viruses (26). In nature, 
multiple bird species have been found coinfected with WNV and Usutu virus (USUV) 
(another closely related encephalitic flavivirus) (27, 28). Although uncommon, there 
are documented cases of humans infected by dengue virus (DENV) and chikungunya 
virus (CHIKV), DENV and Zika virus (ZIKV), CHIKV and ZIKV, WNV and USUV, and even 
simultaneous coinfections with DENV, CHIKV, and ZIKV (29–33). There are also documen­
ted cases of horses coinfected with WNV and Eastern equine encephalitis virus and 
WNV and Sindbis virus (34–36). Experimental studies have shown that mosquitoes may 
become coinfected and can simultaneously transmit multiple viruses (37–43). Impor­
tantly, sequential infection of Cx. quinquefasciatus mosquitoes with WNV and SLEV found 
that prior exposure to one virus lowered infection and dissemination rates with the 
second virus; however, simultaneous coinfection was not performed (44).

Therefore, we hypothesized that WNV and SLEV coinfection would have minimal 
impact on infection in multiple hosts. We investigated the impact of WNV and SLEV 
coinfection in vertebrate and invertebrate cells, American robin viremia and antibody 
responses, and Culex mosquito infection, transmission, and dissemination rates and virus 
levels. Our data reveal that while cells, birds, and mosquitoes can be efficiently coinfec­
ted with both viruses after simultaneous exposure, frequently (especially in mosquitoes 
and mosquito cells), the viruses appear to have no impact on one another. These results 
align with many other studies of experimentally coinfected mosquitoes, finding that 
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overall infection rates and virus levels are similar in coinfected mosquitoes as compared 
with those individually infected (37–40).

RESULTS

Impact of WNV and SLEV coinfection in vertebrate cells

To evaluate the impact of coinfection on virus replication in vertebrate cells, we infected 
Vero (African green monkey, kidney) and DF-1 (chicken, fibroblast) cells with WNV, SLEV, 
or both and measured the levels of extracellular virus (Fig. 1). We found that in Vero cells, 
coinfection has minimal impact on the level of extracellular WNV at either a low (0.01) or 
high (1) multiplicity of infection (MOI); however, at a high MOI, WNV significantly reduced 
SLEV RNA (Fig. 1a). The relationship between the levels of WNV and SLEV produced by 

FIG 1 WNV and SLEV coinfection in vertebrate cells. (a and b) Vero (African green monkey) and (c and d) DF-1 (chicken) cells were infected at two MOIs 

individually or coinfected with WNV and SLEV; supernatant was sampled daily and tested for viral RNA as measured by quantitative real-time PCR (qRT-PCR) 

(performed in biological triplicate, mean ± standard deviation). Two-way analysis of variance (ANOVA) with Šídák’s multiple comparison test, *P < 0.05, **P < 0.01, 

and ***P < 0.0005. Relationship between WNV and SLEV in the coinfected (b) Vero and (d) DF-1 cells. Spearman r noted in figures. (e) Vero cells were individually 

infected or coinfected (MOI = 1) and, after 3 days, fixed and stained for WNV and SLEV viral protein and (e) imaged for confocal microscopy and (f and g) flow 

cytometry. (f) Percentages of uninfected, singly infected, and coinfected cells were determined for each infection conditions (performed in biological triplicate, 

mean ± standard deviation). (g) WNV capsid 488 and SLEV NS1 594-positive populations were randomly downsized to 10% of the original number of cells, and 

fluorescent intensity was compared (median ± interquartile range). One-way ANOVA with Tukey’s multiple comparison test, *P < 0.05 and ****P < 0.0001. Flow 

cytometry plots and gating are shown in Fig. S2. Dashed lines represent limits of detection.
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coinfected cells was highly correlated regardless of MOI (Spearman r > 0.8) (Fig. 1b). 
In DF-1 cells, SLEV coinfection significantly suppressed WNV replication at low MOIs; 
however, coinfection did not impact SLEV replication (Fig. 1c). The relationship between 
WNV and SLEV and coinfected cells varied depending on MOI, with a more dramatic 
suppression seen at a low MOI (Fig. 1d).

Due to the possible interaction between viruses in coinfection conditions, we 
determined if individual cells were coinfected using fluorescent microscopy of Vero 
cells infected at high MOIs (1 and 5) at 3 days post-infection (Fig. 1e; Fig. S1). We saw 
high infection rates in the single infection conditions for both viruses and in coexposed 
cells, individual cells that appeared to be infected with both WNV and SLEV (Fig. 1e, 
yellow arrow). Interestingly, we also saw a reduction in total number of cells infected 
with SLEV in coinfection conditions as compared with SLEV alone (Fig. 1e). To quanti­
tively measure the percentages of single and coinfected cells and levels of intracellular 
viral protein, we performed flow cytometry on Vero cells infected at an MOI of 1 at 
3 days post-infection (Fig. 1f and g; Fig. S2). Consonant with microscopy results, we 
found a high level of infected cells in single infection conditions (>90%); however, there 
was a reduced percentage of SLEV-infected cells under coinfection conditions (~75% 
coinfected and ~2% SLEV single infection) (Fig. 1f). This reduction in SLEV-infected cells 
likely explains the reduced levels of SLEV extracellular virus when WNV is present (Fig. 1a; 
Fig. S2a). Importantly, we noticed a dramatic shift in the SLEV intracellular protein level 
in coexposed cells as compared with those infected with just SLEV (Fig. S2f and g). While 
levels of WNV intracellular protein were slightly decreased in coexposed cells compared 
with singly infected cells, levels of intracellular SLEV were significantly decreased (P < 
0.0001) in cells when WNV was present (Fig. 1g).

Coinfection of American robins

We next infected American robins with either WNV or SLEV individually (104 PFU) or in 
combination (104 PFU WNV and 104 PFU SLEV). Blood was collected, and levels of viral 
RNA were measured via quantitative real-time PCR (qRT-PCR). We found that coinfection 
of WNV and SLEV had no impact on viremia compared with single infection for either 
virus (Fig. 2a). All birds reached peak viremia on day 2 post-infection; however, peak 
viremia was higher in WNV-infected birds (~108 genome copies/mL) as compared with 
SLEV-infected birds (~4 × 106 genome copies/mL) (Fig. 2a). When comparing levels 
of WNV and SLEV in coinfected birds at all times post-infection, we saw a strong 
positive relationship between the two viruses (Spearman r = 0.95) (Fig. 2b), suggesting 
the total virus level is bird specific. We collected serum on days 14 and 21 post-infec­
tion to analyze neutralizing antibody responses to both WNV and SLEV (Fig. 2c). We 
found that WNV-infected and coinfected birds generated comparable WNV-neutralizing 
antibodies (Fig. 2c). Similarly, serum from both SLEV individually infected and coinfected 
birds neutralized SLEV (Fig. 2c). There was minimal cross-neutralization of the heterolo­
gous virus in both single infection groups (Fig. 2c). Coinfected birds generated higher 
neutralizing antibody titers to WNV than SLEV (Fig. 2d), likely due to the higher level of 
WNV viremia. Results were comparable when using an 80% neutralization threshold (Fig. 
S3).

Coinfection of mosquito cells

We next sought to measure the impact of coinfection in two Culex cell lines. We infected 
CT (Cx. tarsalis) and Hsu (Cx. quinquefasciatus) cells with WNV, SLEV, or both in combina­
tion and measured extracellular virus via qRT-PCR. We found that in CT cells, coinfection 
had no impact on viral replication for either virus (Fig. 3a) and that there was a strong 
positive relationship between levels of WNV and SLEV in coinfected cells regardless 
of MOI (Fig. 3b). In Hsu cells, there was a subtle, non-significant decrease of WNV in 
SLEV-coinfected cells as compared with WNV individually infected cells (Fig. 3c), with a 
strong relationship between levels of WNV and SLEV in coinfected cells (Spearman r > 
0.8) (Fig. 3d). Despite limited evidence for interaction between the viruses, we performed 
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microscopy of CT cells infected at high MOIs (1 and 5) at 5 days post-infection (Fig. 
3E; Fig. S4). Unlike Vero cells, we saw much lower levels of infection in both single 
and coinfection conditions; however, there were rare instances of coinfected cells (<1%) 
(Fig. 3e and f). Flow cytometry revealed low infection rates in singly infected cells (~2% 
WNV infected, ~26% SLEV infected), which were only minimally altered in coinfection 
conditions (Fig. 3f). Unlike Vero cells, levels of intracellular WNV and SLEV protein were 
similar across infection conditions and cell populations (Fig. 3g; Fig. S5f and g).

Coinfection does not alter mosquito infection rates or levels

Despite minimal impact of coinfection on WNV and SLEV viral replication in Culex cell 
lines, we wanted to determine the impact of coinfection in two Culex spp. mosquitoes. 
Cx. quinquefasciatus and Cx. tarsalis were fed infectious bloodmeals containing either 
WNV or SLEV individually or in combination (Table 1). On day 7 post-exposure, mosquito 
bodies were collected and analyzed for WNV and SLEV infection via qRT-PCR. Both 
viruses had high infection rates in both species (>75%), and coinfection had minimal 
impact on total infection rates (Table 1). We next compared the levels of WNV and SLEV 
RNA in individually and coinfected mosquitoes and found no significant differences (P > 
0.05) for either of the two species (Fig. 4a). Of the coexposed mosquitoes, the majority 
(>80%) were coinfected with both WNV and SLEV, with a small fraction uninfected 
or only infected with WNV (Fig. 4b). There was significantly more WNV than SLEV in 
coexposed mosquitoes in both species (P < 0.0001) (Fig. 4c); however, there was no 
relationship between vRNA levels (Spearman r < 0.4) for either of the species, suggesting 
levels of each virus within a mosquito were unrelated (Fig. 4d).

FIG 2 WNV and SLEV coinfection of American robins. (a) American robins were individually infected or coinfected with WNV and/or SLEV; blood was collected 

through day 7 and analyzed for viral RNA as measured by qRT-PCR (performed in biological triplicate). No comparisons were significant by two-way ANOVA 

with Šídák’s multiple comparison test (P > 0.05). (b) Relationship between WNV and SLEV in coinfected American robins, Spearman r noted in figure. (c) Serum 

collected on days 14 and 21 was analyzed for neutralization against both WNV and SLEV using a standard plaque reduction neutralization test. PRNT50 (serum 

dilution factor required to neutralize 50% of virus) are plotted (mean ± standard deviation). Samples with no neutralization are plotted at half the limit of 

detection. Two-way ANOVA with Tukey’s multiple comparison test (*P < 0.05). (d) Relationship between WNV and SLEV neutralization titers (diamond—day 14, 

square—day 21). Dashed lines represent limits of detection.
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Impact of coinfection on infection, dissemination, and transmission rates

We next infected Cx. quinquefasciatus mosquitoes with WNV and SLEV individually or in 
combination and on days 7 and 14, dissected midguts, legs and wings, salivary glands, 
and saliva and performed qRT-PCR to measure infection and levels of viral RNA (Table 
2). At both days 7 and 14, midgut infection rates for both viruses were high (>90%) 
regardless of infection (single vs coinfected). Dissemination of WNV from the midgut 
into the legs and wings was higher than that of SLEV, but neither was impacted by 
coinfection (Table 2). We saw a significant decrease in salivary gland infection at day 7 
in WNV and SLEV-coinfected mosquitoes as compared with WNV alone (41% compared 
with 72%); however, by day 14 post-infection, there was no difference (81% positive 
salivary glands for both) (Table 2). Coinfection decreased the rate of WNV-positive saliva 
samples (44% and 22%, for WNV single and WNV + SLEV coinfection, respectively), 

FIG 3 WNV and SLEV coinfection in mosquito cells. (a and b) CT (Cx. tarsalis) and (c and d) Hsu (Cx. quinquefasciatus) cells were infected at two MOIs individually 

or coinfected with WNV and SLEV; supernatant was sampled daily and tested for viral RNA as measured by qRT-PCR (performed in biological triplicate, mean ± 

standard deviation). No comparisons were significant with a two-way ANOVA with Šídák’s multiple comparison test, P > 0.05. Relationship between WNV and 

SLEV in the coinfected (b) CT and (d) Hsu cells. Spearman r noted in figures. (e and f) Cells were individually infected or coinfected and after 5 days fixed and 

stained for WNV and SLEV viral protein and (e) imaged for confocal microscopy and (f and g) flow cytometry. (f) Percentages of uninfected, singly infected, and 

coinfected cells were determined for each infection conditions (performed in biological triplicate, mean ± standard deviation). (g) Fluorescent intensity rates 

of WNV capsid 488 and SLEV NS1 594-positive populations were compared (median ± interquartile range). Comparisons were not significant with a one-way 

ANOVA with Tukey’s multiple comparison test. Flow cytometry plots and gating are shown in Fig. S2. Dashed lines represent limits of detection.
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but when accounting for salivary gland infection rates, the transmission rates were 
comparable [61% (14/23) and 54% (7/13) for WNV single infection and coinfection, 
respectively] (Table 2). Despite SLEV having lower overall infection rates compared with 
WNV, coinfection had minimal impact on SLEV infection at either day 7 or 14 in any of the 
samples studied (Table 2).

Impact of coinfection on midgut, leg and wing, salivary gland, and saliva 
virus levels

We next examined levels of vRNA in midgut, leg and wing, salivary gland, and saliva 
samples of infected mosquitos (Fig. 5). We found high levels of midgut WNV RNA, which 
was not impacted by coinfection (Fig. 5a). Conversely, SLEV RNA midgut levels were 
significantly reduced by WNV coinfection at 7 and 14 days post-infection (P < 0.05) (Fig. 

FIG 4 Culex mosquitoes are efficiently coinfected with WNV and SLEV. (a) Cx. quinquefasciatus and Cx. tarsalis were exposed to bloodmeals containing either 

WNV and SLEV individually or in combination. On day 7, whole bodies were processed, RNA extracted, and measured for viral RNA via qRT-PCR. Experiment 

performed in biological duplicate (n = 18–45 mosquitoes/group, mean ± standard deviation). Only samples with detectable virus are plotted. Virus levels of 

single infection vs coinfection (e.g., WNV levels in WNV infection vs WNV + SLEV infection) were not significant with a two-way ANOVA with Šidák’s multiple 

comparison test (P > 0.05). (b) Percentage of coexposed mosquitoes that were uninfected, infected with WNV only, infected with SLEV only, or coinfected with 

WNV and SLEV (both replicates shown). (c) Comparison between levels of WNV and SLEV in coexposed mosquitoes (both replicates combined). Paired t-test, 

****P < 0.0001. (d) Relationship between WNV and SLEV in coexposed mosquitoes (circle—replicate 1, diamond—replicate 2). Spearman r noted in figures. 

Dashed lines represent limits of detection.

TABLE 1 Infection rates of Culex mosquitoes infected with WNV and SLEVa

Species Infection Replicate 1 Replicate 2

WNV SLEV WNV SLEV

Cx. quinquefasciatus WNV 100% (34/34) – 96% (27/28) –
SLEV – 100% (45/45) – 86% (18/21)
WNV + SLEV 100% (33/33) 100% (33/33) 100% (18/18) 83% (15/18)

Cx. tarsalis WNV 100% (24/24) – 100% (19/19) –
SLEV – 75% (18/24) – 90% (26/29)
WNV + SLEV 95% (21/22) 86% (19/22) 100% (44/44) 95% (41/43)

aInfection rates were determined by detection of viral RNA via qRT-PCR. There were no significant differences 
between single infection and coinfection for each virus, mosquito species, and replicate using a chi-square test. – 
indicates samples that were not tested.
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5a). WNV and SLEV RNA levels in legs and wings, salivary glands, and saliva were not 
impacted by coinfection (Fig. 5b, c and d). When examining coexposed mosquitoes, we 
found that the majority (>93%) of midguts were coinfected with both viruses, with a very 
small number only infected with WNV (the remaining were uninfected) (Fig. 5d).

In legs and wings, salivary glands, and saliva, of infected mosquitoes, large fractions 
were coinfected or just WNV infected, with a smaller fraction infected with just SLEV 
(Fig. 5e). We compared levels of WNV and SLEV in coexposed mosquitoes to determine if 
there was a relationship between the levels of the two viruses within each tissue/sample 

FIG 5 WNV and SLEV coinfection does not alter Cx. quinquefasciatus tissue virus levels. (a–d) Cx. quinquefasciatus mosquitoes were exposed to an infectious 

bloodmeal containing WNV and SLEV individually or in combination, and on days 7 and 14 post-exposure, mosquito (a) midguts, (b) legs and wings, (c) salivary 

glands, and (d) saliva were collected and analyzed for viral RNA via qRT-PCR (n = 30–32 mosquitoes/group, mean ± standard deviation). Only samples with 

detectable virus are plotted. Ordinary one-way ANOVA with Tukey’s multiple comparison test, *P < 0.05 and ***P < 0.001. (e) Percentage of coexposed mosquito 

midguts, salivary glands, and saliva that were uninfected, infected with WNV only, infected with SLEV only, or coinfected with WNV and SLEV. (f) Relationship 

between WNV and SLEV in coexposed mosquito midguts, legs and wings, salivary glands, and saliva (circle—day 7, square—day 14). Spearman r noted in figures. 

Dashed lines represent limits of detection.

TABLE 2 Infection rates of Cx. quinquefasciatus midguts, legs and wings, salivary glands, and saliva 
infected with WNV and SLEVa

Sample type Infection Day 7 Day 14

WNV SLEV WNV SLEV

Midgut WNV 100% (32/32) – 100% (32/32) –
SLEV – 97% (30/31) – 97% (29/30)
WNV + SLEV 94% (29/31) 90% (28/31) 100% (32/32) 97% (31/32)

Legs and wings WNV 71% (22/31) – 97% (31/32) –
SLEV – 16% (5/32) – 78% (25/32)
WNV + SLEV 59% (19/32) 19% (6/32) 97% (31/32) 66% (21/32)

Salivary glands WNV 72% (23/32) – 81% (26/32) –
SLEV – 16% (5/32) – 38% (12/32)
WNV + SLEV 41% (13/32)* 16% (5/32) 81% (26/32) 41% (13/32)

Saliva WNV 44% (14/32) – 44% (14/32) –
SLEV – 3% (1/32) – 13% (4/32)
WNV + SLEV 22% (7/32) 3% (1/32) 60% (19/32) 19% (6/32)

aInfection rates were determined by detection of viral RNA via qRT-PCR. Significant differences between single and 
coinfection for each virus, sample, and time point using a chi-square test are shown (*P < 0.05). – indicates samples 
that were not tested.
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(Fig. 5f). There was a positively correlated relationship between levels of WNV and SLEV 
RNA in the midgut (Spearman r = 0.77), although WNV levels were consistently slightly 
higher than SLEV (Fig. 5f). Within legs and wings, salivary glands, and saliva, we saw 
no relationship between levels of WNV and SLEV at either 7 or 14 days post-infection 
(Spearman r < 0.3). Of samples that were positive for both viruses, the pattern was highly 
variable, with some containing high levels of both viruses and others just containing 
high levels of one virus (Fig. 5f).

DISCUSSION

While coinfection of WNV and SLEV in humans, birds, or mosquitoes is likely a rare event, 
the likelihood of it occurring is increasing due to the seeming rebound of SLEV in the 
western U.S. The impact of coinfection on many aspects of virus biology, host immune 
response, and transmission by mosquitoes remains poorly understood. While there are 
countless possible viral outcomes of coinfection, they can be broadly distilled into the 
following three categories: (i) competition resulting in suppression/inhibition of one or 
both viruses, (ii) cooperation/synergy resulting in enhancement/augmentation of one or 
both viruses, and (iii) neutral (no impact to either virus) (25, 45). These outcomes will 
be influenced not only by the replication strategies and immune evasion mechanisms 
of any two viruses but by the host they are infecting (at both the organismal and 
cellular levels) and how intracellular resources (e.g., replication machinery) and pathogen 
recognition (e.g., innate immune sensing and evasion) differentially recognize a single 
versus coinfection. Because of these and other factors, it is possible that coinfection 
might alter disease and pathogenesis in humans and birds and vector competence and 
transmission dynamics in mosquito vectors [reviewed in detail by Ciota, A.T. (45)]. It is 
therefore critical to study these outcomes during coinfection to better understand the 
potential risk of coinfection on human disease, transmission risk, and the possibility of 
rare variant emergence.

The literature on the extent and outcomes of virus-virus interaction during coinfec­
tion remains contradictory. While enhancement has rarely been detected, interference 
of one virus by another has been detected in some, but not all, systems (45). Therefore, 
initial studies examined whether simultaneous infection by WNV and SLEV in vertebrate 
cells might enhance or suppress either virus. Our results demonstrated the minimal 
impact of coinfection in Vero cells but significant suppression of WNV replication in 
chicken DF-1 cells in the presence of coinfecting SLEV, particularly at low MOI. Further­
more, we saw a high frequency of Vero cells coinfected with both WNV and SLEV. It 
is unclear why suppression of WNV in DF-1 cells is only seen at low MOI; however, it’s 
possible that WNV replicates slower than SLEV, so it may be less efficient at shielding 
replication complexes and replicating RNA early in infection, which could then more 
effectively prime relevant antiviral pathways.

The lack of widespread enhancement of virus production in coinfected cultures was 
not surprising given that this phenomenon is rarely reported in the literature. While 
we observed significant suppression of WNV by SLEV in DF-1 cells, the impact was 
highly context dependent and was most apparent at low MOI. This lack of consistency 
across our study systems perhaps explains the ambiguity in much of the literature 
on the impact of coinfection. Importantly, these studies were conducted using highly 
reductionist in vitro systems that clearly are not intended to recapitulate the entire 
virus-host interaction. Additionally, the coinfection studies reported here measured viral 
RNA instead of infectious virus. While this is suboptimal in many cases, in this particular 
situation, it was our only viable option because WNV and SLEV both generate plaques in 
Vero cells. SLEV requires longer for plaque formation (5 days), at which point WNV would 
have infected and likely killed the entire monolayer, making it impossible to detect SLEV 
plaques. Despite our reliance on molecular assays and not functional infectious assays, 
the data provided here allow us to conclude that under particular circumstances, one 
virus may significantly inhibit the replication of another, closely related virus.
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Because we observed repression of WNV in the presence of coinfecting SLEV in 
avian cells, we next examined the impact of coinfection using ecologically relevant host 
animals, American robins (T. migratorius). Our results revealed that robins could become 
simultaneously coinfected with both viruses, generating comparable levels of viremia 
and neutralizing antibody responses as compared with singly infected birds. There is 
limited experimental coinfection of birds with multiple flaviviruses; however, chickens 
and turkeys have been coinfected with two avian influenza viruses, influenza and 
Newcastle disease virus, and influenza and infectious bronchitis virus (46–48). Impor­
tantly, WNV and USUV coinfection has been detected in multiple wild birds, including 
owls and gulls, suggesting coinfection with WNV and SLEV might occur (27). It will be 
important to study and better understand coinfection dynamics and potential virus-virus 
interactions in birds naturally infected with multiple flaviviruses.

We next observed coinfection in multiple Culex cell lines and, consistent with other 
studies, saw no evidence of suppression. Additionally, in both Cx. quinquefasciatus and 
Cx. tarsalis mosquitoes, we saw no impact of coinfection on overall infection rates or 
levels of viral RNA. This is consistent with many experimental infections demonstrating 
the minimal impact of coinfection on mosquito infection, dissemination, and transmis­
sion (38–40, 42). Within Cx. quinquefasciatus midguts, we saw significantly lower levels 
of SLEV when coinfected with WNV; however, we saw no differences between single 
infection and coinfection in legs and wings, salivary glands and saliva. Others have seen 
similar suppression between viruses during coexposure (41, 43), demonstrating that 
coinfection dynamics are highly variable and dependent on virus, mosquito and tissue 
types measured, and experimental conditions.

While there are many studies determining the role of coinfection in cells and 
mosquitoes, very few have evaluated the ability of individual cells to become coinfected. 
Brustolin et al. and Goertz et al. identified Vero and mosquito cells (Aag2 and C6/36, 
respectively) coinfected with MAYV and ZIKV, and CHIKV and ZIKV (38, 49). Others 
have looked at coinfection of unique genotypes of the same virus (poliovirus, influenza 
virus, etc.) within individual cells, showing that coinfection occurs (50, 51). Additionally, 
reassortment of multipartite viruses, such as Rift Valley fever virus and bluetongue virus, 
is dependent on different genotypes coinfecting individual cells, allowing segments from 
different parental strains to be packaged as chimeric progeny (52–54).

There are many outstanding questions regarding the potential role of viral coinfection 
in cells, mosquitoes, and other hosts in nature (birds, humans, etc.). While our results 
reveal that the viruses rarely appear to interact with one another within an organism or 
cell, it is possible they exert distal effects on one another. RNA viruses exist as genetically 
complex mutant swarms, which allow them to rapidly adapt to different hosts, tempera­
tures, environments, etc. (e.g., alternating between vertebrate and invertebrate hosts) 
(55). It is possible that coinfection applies a selective pressure on one or both viruses, 
altering virus population diversity, complexity, or overall structure. It has been shown for 
multiple arboviruses that smalls changes to the genome can lead to large impacts on 
virus transmission, vector competence, etc. Both CHIKV and WNV acquired single coding 
changes in their envelope proteins resulting in increased transmission by Ae. albopictus 
mosquitoes and more efficient and faster transmission by Culex mosquitoes, respectively 
(56, 57). Coinfection might alter the likelihood or rate of rare genotypes emerging, 
and therefore, it is important to understand the role of coinfection of virus population 
structure. Therefore, it is critical to better understand these coinfection dynamics and the 
potential they have to impact variant emergence, human disease, and transmission risk.

MATERIALS AND METHODS

Cells and viruses

Vero cells (CCL-81) (African green monkey kidney) and DF-1 (chicken fibroblast) cells 
were maintained in DMEM supplemented with 5% fetal bovine serum (FBS) at 37°C 
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(Vero) and 40°C (DF-1) and 5% CO2. CT (Cx. tarsalis) cells were maintained in Schneid­
er’s media supplemented with 7% FBS at 28°C and no CO2. Hsu (Cx. quinquefasciatus) 
cells were maintained in DMEM with 10% FBS and 10% tryptose phosphate broth at 
28°C and 5% CO2. All media were further supplemented with 10 units/mL penicillin, 
10 µg/mL streptomycin, and 2.5 µg/mL amphotericin B. WNV strain FtC-3699 (accession 
#KR868734.1) and SLEV strain TVP-9083 were passaged one time on Vero cells, superna­
tant aliquoted, and frozen at −80°C prior to use.

Plaque assay

Standard plaque assays were used to quantify infectious virus. Briefly, Vero cells were 
plated the day prior to infection, and virus was serially diluted, added to cells, and 
incubated at 37°C for 1 hour. Cells were overlaid with a semisolid tragacanth medium 
and incubated for 3 (WNV) and 5 (SLEV) days, then fixed, and stained with 20% ethanol 
and 0.1% crystal violet. Plaques were counted manually.

Growth curves

Cells were plated 1–2 days prior to infection. MOIs were calculated for each virus (e.g., 
0.01 MOI WNV, 0.01 MOI SLEV, or 0.01 MOI WNV and 0.01 MOI SLEV). WNV and SLEV were 
diluted in infection media (regular growth media with 1% FBS) and added to cells for 
1 hour. Cells were washed three times with PBS, and fresh growth media were added. 
Supernatant was sampled daily, RNA was extracted, and qRT-PCR was performed as 
described below.

RNA extraction and qRT-PCR

RNA was extracted using the MagMAX Viral Pathogen Nucleic Acid Isolation 96-well 
Kit on a KingFisher Flex machine according to the manufacturer’s instructions. qRT-PCR 
was performed using EXPRESS One-Step qRT-PCR Kits according to the manufacturer’s 
instructions. WNV and SLEV qRT-PCR primer probes targeting the envelope gene region 
were previously described (Table 3) (58, 59). WNV viral RNA standards as previously 
described were used to generate copy numbers (60). SLEV whole genome viral RNA was 
used as a standard to extrapolate copy numbers.

Microscopy

Cells were infected as described in growth curves (above), using MOIs of 1 and 5 and 
fixed 3 (vertebrate) or 5 (mosquito) days post-infection. Infected cells were fixed in 
10% buffered formalin at room temperature for at least 2 hours and then stored at 4°C 
until staining. Samples were permeabilized in permeabilization buffer (1× phosphate 
buffered saline, 1% bovine serum albumin, and 0.1% Triton X-100) for 30 minutes at 
room temperature and then blocked in permeabilization buffer containing 1% FBS 
for 30 minutes at room temperature. All samples were stained with mouse anti-SLEV 
NS1 antibody (EastCoast Bio #HM940) and rabbit anti-WNV capsid antibody (Genetex 
#GTX131947) at 1:1,000 for 1 hour at 37°C. Samples were washed in PBS buffer and then 
stained with secondary anti-mouse-AlexaFluor-594 (Cell Signaling #8890) and anti-rab­

TABLE 3 WNV and SLEV primer and probe sequences

Virus Oligo Sequence (5′ → 3′)
WNV Forward TCAGCGATCTCTCCACCAAAG

Reverse GGGTCAGCACGTTTGTCATTG
Probe TGCCCGACCATGGGAGAAGCTC

SLEV Forward CTGGCTGTCGGAGGGATTCT
Reverse TAGGTCAATTGCACATCCCG
Probe TCTGGCGACCAGCGTGCAAGCCG
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bit-AlexaFluor-488 (Invitrogen #A11008) diluted 1:2,000 and Hoescht dye for 1 hour at 
37°C. Samples were washed and imaged on a Revolve Echo Fluorescent Microscope.

Flow cytometry

Cells were trypsinized (Vero) or scraped (CT) into a single-cell suspension, then fixed in 
4% paraformaldehyde, processed, and stained as described for microscopy (above). Once 
stained, cells were analyzed on a Cytek Aurora four channel flow cytometer. Flow plots 
are shown in Fig. S2 and S5. Flow cytometry data were analyzed on FlowJo Version 10.8.1.

America robin infections

Birds were housed in 0.5–1 m3 cages in groups of three to four with space for limited 
flight and fed ad libitum water and dry dog food supplemented with earth worms/meal 
worms as previously described (61, 62). Pre-infection, robins were bled and analyzed 
for pre-existing anti-WNV antibodies via standard plaque reduction neutralization test 
(described below). SLEV is not present in Colorado, so pre-infection serum was not 
screened for SLEV antibodies. Robins were subcutaneously inoculated with 104 PFU WNV, 
104 PFU SLEV, or 104 PFU WNV and 104 PFU SLEV diluted in PBS in a total of 100 μL. 
Animals were monitored daily post-infection for any signs of disease. On days 1–5, 7, 
and 14 post-infection, blood was collected in a serum separator microtainer tube (BD, 
catalog #365967) via a jugular vein. On day 21, blood was collected from each bird, 
followed by euthanasia via sodium pentobarbital overdose. Blood was allowed to clot at 
room temperature for 30 minutes and then spun for 5 minutes at 1,200 × g. Serum was 
removed and stored at −80°C until testing for viral RNA as described above. All animal 
infections were conducted at Colorado State University under ABSL-3 containment.

Neutralization assay

Serum from days 14 and 21 post-inoculation was heat inactivated at 56°C for 30 minutes 
and then stored at 4°C prior to neutralization assays. A standard plaque reduction 
neutralization tested was performed against both WNV and SLEV. Briefly, Vero cells were 
plated 1 day prior to infection. A dilution series of heat-inactivated serum was mixed 
with ~45 PFU of either WNV or SLEV and incubated for 1 hour at 37°C. The virus:serum 
mixture was added to confluent Vero cells, incubated for 1 hour at 37°C, then overlaid 
with semisolid tragacanth medium, and incubated for 3 (WNV) and 5 (SLEV) days. Cells 
were fixed and stained with 20% ethanol and 0.1% crystal violet, and plaques were 
counted manually. PRNT50 (plaque reduction neutralization 50 titers—the serum dilution 
factor required to neutralize 50% of infectious virus) were calculated in GraphPad Prism 
Version 9.3.1.

Mosquito rearing

Colonies of Cx. quinquefasciatus (established from wild populations collected in Florida 
in 1988) and Cx. tarsalis (established from a colony maintained by WK Reisen collected 
in California in 1953) were maintained at 26°C–27°C with a 16:8 light:dark cycle and 70%–
80% relative humidity, with water and sugar provided ad libitum. Larvae were raised on 
powdered fish food.

Mosquito infections and dissections

In a BSL-3/ACL-3 insectary, female Culex mosquitoes (5–8 days post-eclosion) were fed 
an infectious bloodmeal containing defibrinated calf blood and virus. Concentrations of 
bloodmeals were ~107 PFU/mL WNV, ~107 PFU/mL SLEV, or ~107 PFU/mL WNV and ~107 

PFU/mL SLEV. Bloodmeals were heated to 37°C via a water bath and fed to mosquitoes 
using water-jacketed glass feeders sealed with a layer of hog’s gut. Mosquitoes were 
fed for 1 hour and then cold anesthetized, and engorged females were sorted. Exposed 
mosquitoes were held for 7 or 14 days with water and sugar provided ad libitum. For 
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dissections, mosquitoes were cold anesthetized, legs and wings were removed, and 
mosquitoes were salivated into capillary tubes containing immersion oil for 30 minutes. 
Salivary glands and midguts were then dissected. Midguts, legs and wings, and salivary 
glands were placed into tubes containing a ball bearing and mosquito diluent (PBS, 20% 
FBS, 50 µg/mL penicillin/streptomycin, 50 µg/mL gentamicin, and 2.5 µg/mL amphoteri­
cin B), homogenized, and then centrifuged. Capillary tubes containing saliva were placed 
into tubes containing mosquito diluent and centrifuged to expel saliva from capillaries. 
RNA was immediately extracted from samples and bloodmeals, viral RNA was measured 
via qRT-PCR as described above, and then, samples were stored at −80°C. Consolidated 
results from all mosquito experiments are provided in Table S1.

Data analysis and statistics

All data were analyzed using GraphPad Prism Version 9.3.1. Statistical tests are described 
in figure legends.

ACKNOWLEDGMENTS

We would like to thank private landowners and multiple Colorado State Parks and 
Wildlife locations for allowing the collection of birds.

This work was supported by funding from the National Institutes of Health (R01-
AI067380). Emily N. Gallichotte was supported by funding to Verena (viralemergence.org) 
from the U.S. National Science Foundation, including NSF BII 2021909 and NSF BII 
2213854. Emily A. Fitzmeyer was supported by funding from the National Institutes of 
Health (T32-AI162691) and by Colorado State University’s Office of the Vice President 
for Research’s “Accelerating Innovations in Pandemic Disease” initiative, made possible 
through support from The Anschutz Foundation.

We thank Michael Young and MaKala Herndon for mosquito rearing and Taru Dutt, 
Bradly Burke, Lizzy Creissen, and the CSU Flow Cytometry Core Facility for the assistance 
with flow cytometry.

AUTHOR AFFILIATIONS

1Department of Microbiology, Immunology and Pathology, Colorado State University, 
Fort Collins, Colorado, USA
2Department of Biomedical Sciences, Colorado State University, Fort Collins, Colorado, 
USA

AUTHOR ORCIDs

Emily N. Gallichotte  http://orcid.org/0000-0002-8937-5583
Gregory D. Ebel  http://orcid.org/0000-0002-4458-9959

FUNDING

Funder Grant(s) Author(s)

HHS | National Institutes of Health (NIH) AI067380 Gregory D. Ebel

National Science Foundation (NSF) BII 2021909, BII 2213854 Gregory D. Ebel

HHS | National Institutes of Health (NIH) T32-AI162691 Emily A. Fitzmeyer

AUTHOR CONTRIBUTIONS

Emily N. Gallichotte, Conceptualization, Formal analysis, Investigation, Methodology, 
Writing – original draft, Writing – review and editing | Emily A. Fitzmeyer, Investigation 
| Landon Williams, Investigation | Mark Cole Spangler, Investigation | Angela M. Bosco-
Lauth, Investigation | Gregory D. Ebel, Conceptualization, Funding acquisition, Resources, 
Supervision, Writing – original draft, Writing – review and editing

Full-Length Text Journal of Virology

October 2024  Volume 98  Issue 10 10.1128/jvi.01041-2413

https://doi.org/10.1128/jvi.01041-24


DATA AVAILABILITY

All data are available upon request.

ETHICS APPROVAL

American robins were collected under US Fish and Wildlife Service (#MB68845B-0) 
and Colorado Parks and Wildlife (#19TRb2106, 19TR3387, and 20TRb2106) permits 
with permission from park supervisors and landowners. No endangered or protected 
species were harmed during the collections or study. Experiments that involved animals 
were conducted in accordance with protocols approved by the Colorado State Univer­
sity Institutional Animal Care and Use Committee (protocols #15-5958, 18-8080A, and 
19-8763-A) and the recommendations set forth in the Guide for the Care and Use of 
Laboratory Animals of the National Institutes of Health.

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Supplemental figures (JVI01041-24-s0001.docx). Figures S1 to S5.
Table S1 (JVI01041-24-s0002.xlsx). Mosquito experimental infection metadata.

REFERENCES

1. Mackenzie JS, Barrett ADT, Deubel V. 2002. The Japanese encephalitis 
serological group of flaviviruses: a brief introduction to the group. Curr 
Top Microbiol Immunol 267:1–10. https://doi.org/10.1007/978-3-642-
59403-8_1

2. Ciota AT. 2017. West Nile virus and its vectors. Curr Opin Insect Sci 
22:28–36. https://doi.org/10.1016/j.cois.2017.05.002

3. Rochlin I, Faraji A, Healy K, Andreadis TG. 2019. West Nile virus mosquito 
vectors in North America. J Med Entomol 56:1475–1490. https://doi.org/
10.1093/jme/tjz146

4. Weaver SC. 2005. Host range, amplification and arboviral disease 
emergence. Arch Virol Suppl 2005:33–44. https://doi.org/10.1007/3-211-
29981-5_4

5. Day JF, St P. 2001. Predicting St. Louis encephalitis virus epidemics: 
lessons from recent, and not so recent, outbreaks. Annu Rev Entomol 
46:111–138. https://doi.org/10.1146/annurev.ento.46.1.111

6. Reisen WK. 2003. Epidemiology of St. Louis encephalitis virus. Adv Virus 
Res 61:139–183. https://doi.org/10.1016/s0065-3527(03)61004-3

7. Diaz LA, Quaglia AI, Konigheim BS, Boris AS, Aguilar JJ, Komar N, 
Contigiani MS. 2016. Activity patterns of St. Louis encephalitis and West 
Nile viruses in free ranging birds during a human encephalitis outbreak 
in Argentina. PLoS One 11:e0161871. https://doi.org/10.1371/journal.
pone.0161871

8. Rappole JH, Derrickson SR, Hubálek Z. 2000. Migratory birds and spread 
of West Nile virus in the western hemisphere. Emerg Infect Dis 6:319–
328. https://doi.org/10.3201/eid0604.000401

9. Dusek RJ, McLean RG, Kramer LD, Ubico SR, Dupuis AP 2nd, Ebel GD, 
Guptill SC. 2009. Prevalence of West Nile virus in migratory birds during 
spring and fall migration. Am J Trop Med Hyg 81:1151–1158. https://doi.
org/10.4269/ajtmh.2009.09-0106

10. LaDeau SL, Kilpatrick AM, Marra PP. 2007. West Nile virus emergence and 
large-scale declines of North American bird populations. Nature New 
Biol 447:710–713. https://doi.org/10.1038/nature05829

11. Swetnam DM, Stuart JB, Young K, Maharaj PD, Fang Y, Garcia S, Barker 
CM, Smith K, Godsey MS, Savage HM, Barton V, Bolling BG, Duggal N, 
Brault AC, Coffey LL. 2020. Movement of St. Louis encephalitis virus in 
the Western United States, 2014- 2018. PLoS Negl Trop Dis 14:e0008343. 
https://doi.org/10.1371/journal.pntd.0008343

12. Komar N, Langevin S, Hinten S, Nemeth N, Edwards E, Hettler D, Davis B, 
Bowen R, Bunning M. 2003. Experimental infection of North American 

birds with the New York 1999 strain of West Nile virus. Emerg Infect Dis 
9:311–322. https://doi.org/10.3201/eid0903.020628

13. Reisen WK, Chiles RE, Martinez VM, Fang Y, Green EN. 2003. Experimental 
infection of California birds with western equine encephalomyelitis and 
St. Louis encephalitis viruses. J Med Entomol 40:968–982. https://doi.
org/10.1603/0022-2585-40.6.968

14. Reisen WK, Fang Y, Martinez VM. 2005. Avian host and mosquito 
(Diptera: Culicidae) vector competence determine the efficiency of West 
Nile and St. Louis encephalitis virus transmission. J Med Entomol 
42:367–375. https://doi.org/10.1093/jmedent/42.3.367

15. Curren EJ, Lindsey NP, Fischer M, Hills SL. 2018. St. Louis encephalitis 
virus disease in the United States, 2003-2017. Am J Trop Med Hyg 
99:1074–1079. https://doi.org/10.4269/ajtmh.18-0420

16. Sejvar JJ. 2003. West nile virus: an historical overview. Ochsner J 5:6–10.
17. Reisen WK, Lothrop HD, Wheeler SS, Kennsington M, Gutierrez A, Fang Y, 

Garcia S, Lothrop B. 2008. Persistent West Nile virus transmission and the 
apparent displacement St. Louis encephalitis virus in southeastern 
California, 2003-2006. J Med Entomol 45:494–508. https://doi.org/10.
1603/0022-2585(2008)45[494:pwnvta]2.0.co;2

18. Diaz A, Coffey LL, Burkett-Cadena N, Day JF. 2018. Reemergence of St. 
Louis encephalitis virus in the Americas. Emerg Infect Dis 24:2150–2157. 
https://doi.org/10.3201/eid2412.180372

19. White GS, Symmes K, Sun P, Fang Y, Garcia S, Steiner C, Smith K, Reisen 
WK, Coffey LL. 2016. Reemergence of St. Louis encephalitis virus, 
California, 2015. Emerg Infect Dis 22:2185–2188. https://doi.org/10.
3201/eid2212.160805

20. Ridenour CL, Cocking J, Poidmore S, Erickson D, Brock B, Valentine M, 
Roe CC, Young SJ, Henke JA, Hung KY, et al. 2021. St. Louis encephalitis 
virus in the Southwestern United States: a phylogeographic case for a 
multi-variant introduction event. Front Genet 12:667895. https://doi.org/
10.3389/fgene.2021.667895

21. Danforth ME, Snyder RE, Feiszli T, Bullick T, Messenger S, Hanson C, 
Padgett K, Coffey LL, Barker CM, Reisen WK, Kramer VL. 2022. Epidemio­
logic and environmental characterization of the re-emergence of St. 
Louis encephalitis virus in California, 2015-2020. PLoS Negl Trop Dis 
16:e0010664. https://doi.org/10.1371/journal.pntd.0010664

22. Venkat H, Krow-Lucal E, Kretschmer M, Sylvester T, Levy C, Adams L, 
Fitzpatrick K, Laven J, Kosoy O, Sunenshine R, Smith K, Townsend J, 
Chevinsky J, Hennessey M, Jones J, Komatsu K, Fischer M, Hills S. 2020. 
Comparison of characteristics of patients with West Nile virus or St. Louis 

Full-Length Text Journal of Virology

October 2024  Volume 98  Issue 10 10.1128/jvi.01041-2414

https://doi.org/10.1128/jvi.01041-24
https://doi.org/10.1007/978-3-642-59403-8_1
https://doi.org/10.1016/j.cois.2017.05.002
https://doi.org/10.1093/jme/tjz146
https://doi.org/10.1007/3-211-29981-5_4
https://doi.org/10.1146/annurev.ento.46.1.111
https://doi.org/10.1016/s0065-3527(03)61004-3
https://doi.org/10.1371/journal.pone.0161871
https://doi.org/10.3201/eid0604.000401
https://doi.org/10.4269/ajtmh.2009.09-0106
https://doi.org/10.1038/nature05829
https://doi.org/10.1371/journal.pntd.0008343
https://doi.org/10.3201/eid0903.020628
https://doi.org/10.1603/0022-2585-40.6.968
https://doi.org/10.1093/jmedent/42.3.367
https://doi.org/10.4269/ajtmh.18-0420
https://doi.org/10.1603/0022-2585(2008)45[494:pwnvta]2.0.co;2
https://doi.org/10.3201/eid2412.180372
https://doi.org/10.3201/eid2212.160805
https://doi.org/10.3389/fgene.2021.667895
https://doi.org/10.1371/journal.pntd.0010664
https://doi.org/10.1128/jvi.01041-24


encephalitis virus neuroinvasive disease during concurrent outbreaks, 
Maricopa County, Arizona, 2015. Vector Borne Zoonotic Dis 20:624–629. 
https://doi.org/10.1089/vbz.2019.2572

23. Venkat H, Krow-Lucal E, Hennessey M, Jones J, Adams L, Fischer M, 
Sylvester T, Levy C, Smith K, Plante L, Komatsu K, Staples JE, Hills S. 2015. 
Concurrent outbreaks of St. Louis encephalitis virus and West Nile virus 
disease - Arizona, 2015. MMWR Morb Mortal Wkly Rep 64:1349–1350. 
https://doi.org/10.15585/mmwr.mm6448a5

24. Curren EJ, Venkat H, Sunenshine R, Fitzpatrick K, Kosoy O, Krow-Lucal E, 
Zabel K, Adams L, Kretschmer M, Fischer M, Hills SL. 2020. Assessment of 
immunoglobulin M enzyme-linked immunosorbent assay ratios to 
identify West Nile Virus and St. Louis encephalitis virus infections during 
concurrent outbreaks of West Nile Virus and St. Louis encephalitis virus 
diseases, Arizona 2015. Vector Borne Zoonotic Dis 20:619–623. https://
doi.org/10.1089/vbz.2019.2571

25. Vogels CBF, Rückert C, Cavany SM, Perkins TA, Ebel GD, Grubaugh ND. 
2019. Arbovirus coinfection and co-transmission: a neglected public 
health concern? PLoS Biol 17:e3000130. https://doi.org/10.1371/journal.
pbio.3000130

26. Poterek ML, Vogels CBF, Grubaugh ND, Ebel GD, Alex Perkins T, Cavany 
SM. 2022. Interactions between seasonal temperature variation and 
temporal synchrony drive increased arbovirus co-infection incidence. R 
Soc Open Sci 9:220829. https://doi.org/10.1098/rsos.220829

27. Santos PD, Michel F, Wylezich C, Höper D, Keller M, Holicki CM, Szentiks 
CA, Eiden M, Muluneh A, Neubauer-Juric A, Thalheim S, Globig A, Beer 
M, Groschup MH, Ziegler U. 2022. Co-infections: simultaneous 
detections of West Nile virus and Usutu virus in birds from Germany. 
Transbound Emerg Dis 69:776–792. https://doi.org/10.1111/tbed.14050

28. Ziegler U, Bergmann F, Fischer D, Müller K, Holicki CM, Sadeghi B, Sieg M, 
Keller M, Schwehn R, Reuschel M, et al. 2022. Spread of West Nile virus 
and Usutu virus in the German bird population, 2019-2020. Microorgan­
isms 10:807. https://doi.org/10.3390/microorganisms10040807

29. Chahar HS, Bharaj P, Dar L, Guleria R, Kabra SK, Broor S. 2009. Co-
infections with chikungunya virus and dengue virus in Delhi, India. 
Emerg Infect Dis 15:1077–1080. https://doi.org/10.3201/eid1507.080638

30. Estofolete CF, Terzian ACB, Colombo TE, de Freitas Guimarães G, Ferraz 
HC Junior, da Silva RA, Greque GV, Nogueira ML. 2019. Co-infection 
between Zika and different Dengue serotypes during DENV outbreak in 
Brazil. J Infect Public Health 12:178–181. https://doi.org/10.1016/j.jiph.
2018.09.007

31. Brito CAA, Azevedo F, Cordeiro MT, Marques ETA Jr, Franca RFO. 2017. 
Central and peripheral nervous system involvement caused by Zika and 
chikungunya coinfection. PLoS Negl Trop Dis 11:e0005583. https://doi.
org/10.1371/journal.pntd.0005583

32. Acevedo N, Waggoner J, Rodriguez M, Rivera L, Landivar J, Pinsky B, 
Zambrano H. 2017. Zika virus, Chikungunya virus, and Dengue virus in 
cerebrospinal fluid from adults with neurological manifestations, 
Guayaquil, Ecuador. Front Microbiol 8:42. https://doi.org/10.3389/fmicb.
2017.00042

33. Mercado-Reyes M, Acosta-Reyes J, Navarro-Lechuga E, Corchuelo S, Rico 
A, Parra E, Tolosa N, Pardo L, González M, Martìn-Rodriguez-Hernández J, 
Karime-Osorio L, Ospina-Martinez M, Rodriguez-Perea H, Del Rio-Pertuz 
G, Viasus D. 2019. Dengue, chikungunya and Zika virus coinfection: 
results of the national surveillance during the Zika epidemic in 
Colombia. Epidemiol Infect 147:e77. https://doi.org/10.1017/
S095026881800359X

34. Bertram FM, Thompson PN, Venter M. 2020. Epidemiology and clinical 
presentation of West Nile virus infection in horses in South Africa, 
2016-2017. Pathogens 10:20. https://doi.org/10.3390/patho­
gens10010020

35. Snyman J, Koekemoer O, van Schalkwyk A, Jansen van Vuren P, Snyman 
L, Williams J, Venter M. 2021. Epidemiology and genomic analysis of 
equine encephalosis virus detected in horses with clinical signs in South 
Africa, 2010-2017. Viruses 13:398. https://doi.org/10.3390/v13030398

36. Venter M, Pretorius M, Fuller JA, Botha E, Rakgotho M, Stivaktas V, Weyer 
C, Romito M, Williams J. 2017. West Nile virus lineage 2 in horses and 
other animals with neurologic disease, South Africa, 2008-2015. Emerg 
Infect Dis 23:2060–2064. https://doi.org/10.3201/eid2312.162078

37. Chaves BA, Orfano AS, Nogueira PM, Rodrigues NB, Campolina TB, Nacif-
Pimenta R, Pires ACAM, Júnior ABV, Paz A da C, Vaz EB da C, Guerra M das 
GVB, Silva BM, de Melo FF, Norris DE, de Lacerda MVG, Pimenta PFP, 

Secundino NFC. 2018. Coinfection with Zika virus (ZIKV) and Dengue 
irus results in preferential ZIKV transmission by vector bite to vertebrate 
host. J Infect Dis 218:563–571. https://doi.org/10.1093/infdis/jiy196

38. Göertz GP, Vogels CBF, Geertsema C, Koenraadt CJM, Pijlman GP. 2017. 
Mosquito co-infection with Zika and chikungunya virus allows 
simultaneous transmission without affecting vector competence of 
Aedes aegypti. PLoS Negl Trop Dis 11:e0005654. https://doi.org/10.1371/
journal.pntd.0005654

39. Rückert C, Weger-Lucarelli J, Garcia-Luna SM, Young MC, Byas AD, 
Murrieta RA, Fauver JR, Ebel GD. 2017. Impact of simultaneous exposure 
to arboviruses on infection and transmission by Aedes aegypti 
mosquitoes. Nat Commun 8:15412. https://doi.org/10.1038/-
ncomms15412

40. Kantor AM, Lin J, Wang A, Thompson DC, Franz AWE. 2019. Infection 
pattern of Mayaro virus in Aedes aegypti (Diptera: Culicidae) and 
transmission potential of the virus in mixed infections with Chikungunya 
virus. J Med Entomol 56:832–843. https://doi.org/10.1093/jme/tjy241

41. Nuckols JT, Huang Y-JS, Higgs S, Miller AL, Pyles RB, Spratt HM, Horne 
KM, Vanlandingham DL. 2015. Evaluation of simultaneous transmission 
of Chikungunya virus and Dengue virus type 2 in infected Aedes aegypti 
and Aedes albopictus (Diptera: Culicidae). J Med Entomol 52:447–451. 
https://doi.org/10.1093/jme/tjv017

42. Vazeille M, Mousson L, Martin E, Failloux A-B. 2010. Orally co-Infected 
Aedes albopictus from La Reunion Island, Indian Ocean, can deliver both 
Dengue and Chikungunya infectious viral particles in their saliva. PLoS 
Negl Trop Dis 4:e706. https://doi.org/10.1371/journal.pntd.0000706

43. Wang H, Abbo SR, Visser TM, Westenberg M, Geertsema C, Fros JJ, 
Koenraadt CJM, Pijlman GP. 2020. Competition between Usutu virus and 
West Nile virus during simultaneous and sequential infection of Culex 
pipiens mosquitoes. Emerg Microbes Infect 9:2642–2652. https://doi.org/
10.1080/22221751.2020.1854623

44. Pesko K, Mores CN. 2009. Effect of sequential exposure on infection and 
dissemination rates for West Nile and St. Louis encephalitis viruses in 
Culex quinquefasciatus. Vector Borne Zoonotic Dis 9:281–286. https://doi.
org/10.1089/vbz.2007.0281

45. Ciota AT. 2019. The role of co-infection and swarm dynamics in arbovirus 
transmission. Virus Res 265:88–93. https://doi.org/10.1016/j.virusres.
2019.03.010

46. Bhat S, James J, Sadeyen J-R, Mahmood S, Everest HJ, Chang P, Walsh SK, 
Byrne AMP, Mollett B, Lean F, Sealy JE, Shelton H, Slomka MJ, Brookes 
SM, Iqbal M. 2022. Coinfection of chickens with H9N2 and H7N9 avian 
influenza viruses leads to emergence of reassortant H9N9 virus with 
increased fitness for poultry and a zoonotic potential. J Virol 
96:e0185621. https://doi.org/10.1128/jvi.01856-21

47. Costa-Hurtado M, Afonso CL, Miller PJ, Spackman E, Kapczynski DR, 
Swayne DE, Shepherd E, Smith D, Zsak A, Pantin-Jackwood M. 2014. 
Virus interference between H7N2 low pathogenic avian influenza virus 
and lentogenic Newcastle disease virus in experimental co-infections in 
chickens and turkeys. Vet Res 45:1. https://doi.org/10.1186/1297-9716-
45-1

48. Hassan KE, Ali A, Shany SAS, El-Kady MF. 2017. Experimental co-infection 
of infectious bronchitis and low pathogenic avian influenza H9N2 
viruses in commercial broiler chickens. Res Vet Sci 115:356–362. https://
doi.org/10.1016/j.rvsc.2017.06.024

49. Brustolin M, Pujhari S, Terradas G, Werling K, Asad S, Metz HC, Henderson 
CA, Kim D, Rasgon JL. 2023. In vitro and in vivo coinfection and 
superinfection dynamics of Mayaro and Zika viruses in mosquito and 
vertebrate backgrounds. J Virol 97:e0177822. https://doi.org/10.1128/jvi.
01778-22

50. Guo F, Li S, Caglar MU, Mao Z, Liu W, Woodman A, Arnold JJ, Wilke CO, 
Huang TJ, Cameron CE. 2017. Single-cell virology: on-chip investigation 
of viral infection dynamics. Cell Rep 21:1692–1704. https://doi.org/10.
1016/j.celrep.2017.10.051

51. Russell AB, Trapnell C, Bloom JD. 2018. Extreme heterogeneity of 
influenza virus infection in single cells. Elife 7:e32303. https://doi.org/10.
7554/eLife.32303

52. Aguilera ER, Pfeiffer JK. 2019. Strength in numbers: mechanisms of viral 
co-infection. Virus Res 265:43–46. https://doi.org/10.1016/j.virusres.
2019.03.003

53. Gaudreault NN, Indran SV, Balaraman V, Wilson WC, Richt JA. 2019. 
Molecular aspects of Rift Valley fever virus and the emergence of 

Full-Length Text Journal of Virology

October 2024  Volume 98  Issue 10 10.1128/jvi.01041-2415

https://doi.org/10.1089/vbz.2019.2572
https://doi.org/10.15585/mmwr.mm6448a5
https://doi.org/10.1089/vbz.2019.2571
https://doi.org/10.1371/journal.pbio.3000130
https://doi.org/10.1098/rsos.220829
https://doi.org/10.1111/tbed.14050
https://doi.org/10.3390/microorganisms10040807
https://doi.org/10.3201/eid1507.080638
https://doi.org/10.1016/j.jiph.2018.09.007
https://doi.org/10.1371/journal.pntd.0005583
https://doi.org/10.3389/fmicb.2017.00042
https://doi.org/10.1017/S095026881800359X
https://doi.org/10.3390/pathogens10010020
https://doi.org/10.3390/v13030398
https://doi.org/10.3201/eid2312.162078
https://doi.org/10.1093/infdis/jiy196
https://doi.org/10.1371/journal.pntd.0005654
https://doi.org/10.1038/ncomms15412
https://doi.org/10.1093/jme/tjy241
https://doi.org/10.1093/jme/tjv017
https://doi.org/10.1371/journal.pntd.0000706
https://doi.org/10.1080/22221751.2020.1854623
https://doi.org/10.1089/vbz.2007.0281
https://doi.org/10.1016/j.virusres.2019.03.010
https://doi.org/10.1128/jvi.01856-21
https://doi.org/10.1186/1297-9716-45-1
https://doi.org/10.1016/j.rvsc.2017.06.024
https://doi.org/10.1128/jvi.01778-22
https://doi.org/10.1016/j.celrep.2017.10.051
https://doi.org/10.7554/eLife.32303
https://doi.org/10.1016/j.virusres.2019.03.003
https://doi.org/10.1128/jvi.01041-24


reassortants. Virus Genes 55:1–11. https://doi.org/10.1007/s11262-018-
1611-y

54. He C-Q, Ding N-Z, He M, Li S-N, Wang X-M, He H-B, Liu X-F, Guo H-S. 
2010. Intragenic recombination as a mechanism of genetic diversity in 
bluetongue virus. J Virol 84:11487–11495. https://doi.org/10.1128/JVI.
00889-10

55. Weaver SC, Forrester NL, Liu J, Vasilakis N. 2021. Population bottlenecks 
and founder effects: implications for mosquito-borne arboviral 
emergence. Nat Rev Microbiol 19:184–195. https://doi.org/10.1038/
s41579-020-00482-8

56. Tsetsarkin KA, Vanlandingham DL, McGee CE, Higgs S. 2007. A single 
mutation in chikungunya virus affects vector specificity and epidemic 
potential. PLoS Pathog 3:e201. https://doi.org/10.1371/journal.ppat.
0030201

57. Moudy RM, Meola MA, Morin L-L, Ebel GD, Kramer LD. 2007. A newly 
emergent genotype of West Nile virus is transmitted earlier and more 
efficiently by Culex mosquitoes. Am J Trop Med Hyg 77:365–370. https://
doi.org/10.4269/ajtmh.2007.77.365

58. Lanciotti RS, Kerst AJ. 2001. Nucleic acid sequence-based amplification 
assays for rapid detection of West Nile and St. Louis encephalitis viruses. 
J Clin Microbiol 39:4506–4513. https://doi.org/10.1128/JCM.39.12.4506-
4513.2001

59. Lanciotti RS, Kerst AJ, Nasci RS, Godsey MS, Mitchell CJ, Savage HM, 
Komar N, Panella NA, Allen BC, Volpe KE, Davis BS, Roehrig JT. 2000. 
Rapid detection of West Nile virus from human clinical specimens, field-
collected mosquitoes, and avian samples by a TaqMan reverse 
transcriptase-PCR assay. J Clin Microbiol 38:4066–4071. https://doi.org/
10.1128/JCM.38.11.4066-4071.2000

60. Brackney DE, Pesko KN, Brown IK, Deardorff ER, Kawatachi J, Ebel GD. 
2011. West Nile virus genetic diversity is maintained during transmission 
by Culex pipiens quinquefasciatus mosquitoes. PLoS One 6:e24466. https:
//doi.org/10.1371/journal.pone.0024466

61. Byas AD, Gallichotte EN, Hartwig AE, Porter SM, Gordy PW, Felix TA, 
Bowen RA, Ebel GD, Bosco-Lauth AM. 2022. American alligators are 
capable of West Nile virus amplification, mosquito infection and 
transmission. Virology (Auckl) 568:49–55. https://doi.org/10.1016/j.virol.
2022.01.009

62. Grubaugh ND, Smith DR, Brackney DE, Bosco-Lauth AM, Fauver JR, 
Campbell CL, Felix TA, Romo H, Duggal NK, Dietrich EA, Eike T, Beane JE, 
Bowen RA, Black WC, Brault AC, Ebel GD. 2015. Experimental evolution 
of an RNA virus in wild birds: evidence for host-dependent impacts on 
population structure and competitive fitness. PLoS Pathog 11:e1004874. 
https://doi.org/10.1371/journal.ppat.1004874

Full-Length Text Journal of Virology

October 2024  Volume 98  Issue 10 10.1128/jvi.01041-2416

https://doi.org/10.1007/s11262-018-1611-y
https://doi.org/10.1128/JVI.00889-10
https://doi.org/10.1038/s41579-020-00482-8
https://doi.org/10.1371/journal.ppat.0030201
https://doi.org/10.4269/ajtmh.2007.77.365
https://doi.org/10.1128/JCM.39.12.4506-4513.2001
https://doi.org/10.1128/JCM.38.11.4066-4071.2000
https://doi.org/10.1371/journal.pone.0024466
https://doi.org/10.1016/j.virol.2022.01.009
https://doi.org/10.1371/journal.ppat.1004874
https://doi.org/10.1128/jvi.01041-24

	WNV and SLEV coinfection in avian and mosquito hosts: impact on viremia, antibody responses, and vector competence
	RESULTS
	Impact of WNV and SLEV coinfection in vertebrate cells
	Coinfection of American robins
	Coinfection of mosquito cells
	Coinfection does not alter mosquito infection rates or levels
	Impact of coinfection on infection, dissemination, and transmission rates
	Impact of coinfection on midgut, leg and wing, salivary gland, and saliva virus levels

	DISCUSSION
	MATERIALS AND METHODS
	Cells and viruses
	Plaque assay
	Growth curves
	RNA extraction and qRT-PCR
	Microscopy
	Flow cytometry
	America robin infections
	Neutralization assay
	Mosquito rearing
	Mosquito infections and dissections
	Data analysis and statistics



