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Abstract

Zika virus (ZIKV) is a mosquito borne flavivirus, which was a neglected tropical pathogen

until it emerged and spread across the Pacific Area and the Americas, causing large human

outbreaks associated with fetal abnormalities and neurological disease in adults. The fac-

tors that contributed to the emergence, spread and change in pathogenesis of ZIKV are not

understood. We previously reported that ZIKV evades cellular antiviral responses by target-

ing STAT2 for degradation in human cells. In this study, we demonstrate that Stat2-/-mice

are highly susceptible to ZIKV infection, recapitulate virus spread to the central nervous sys-

tem (CNS), gonads and other visceral organs, and display neurological symptoms. Further,

we exploit this model to compare ZIKV pathogenesis caused by a panel of ZIKV strains of a

range of spatiotemporal history of isolation and representing African and Asian lineages.

We observed that African ZIKV strains induce short episodes of severe neurological symp-

toms followed by lethality. In comparison, Asian strains manifest prolonged signs of neuro-

nal malfunctions, occasionally causing death of the Stat2
-/-mice. African ZIKV strains

induced higher levels of inflammatory cytokines and markers associated with cellular infiltra-

tion in the infected brain in mice, which may explain exacerbated pathogenesis in compari-

son to those of the Asian lineage. Interestingly, viral RNA levels in different organs did not

correlate with the pathogenicity of the different strains. Taken together, we have established

a newmurine model that supports ZIKV infection and demonstrate its utility in highlighting

intrinsic differences in the inflammatory response induced by different ZIKV strains leading

to severity of disease. This study paves the way for the future interrogation of strain-specific

changes in the ZIKV genome and their contribution to viral pathogenesis.
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Author summary

Zika virus is the most recent viral pathogen to cause a global public health emergency. It is

distinct from other flaviviruses in its ability to cause transplacental infection, fetal abnor-

malities and vector independent transmission through body fluids in humans. Over the

last year, there has been rapid progress in the development of animal models, which can

be used to study ZIKV pathogenesis. In this study, we demonstrate for the first time that

Stat2-/- mice are highly susceptible to ZIKV infection and recapitulate aspects of ZIKV

pathogenesis and disease. We use this model to delineate whether strain specific differ-

ences in ZIKV pathogenesis exist, using diverse strains representing both African and

Asian lineages. We show that African strains in general are more virulent than Asian

strains and their pathogenicity associates closely with the degree of inflammatory immune

response in the CNS of infected mice, and does not necessarily correlate with viral RNA

levels. Thus, we establish Stat2-/-mice as new model to study ZIKV pathogenesis and use

it to characterize inherent differences in the virulence among ZIKV strains. More impor-

tantly, we also highlight a potential role of the host inflammatory immune response in

mediating differential pathogenesis among ZIKV strains.

Introduction

The genus Flavivirus of the family Flaviviridae includes important vector-borne human patho-

gens such as dengue (DENV), yellow fever (YFV), West Nile (WNV), Japanese encephalitis

(JEV), and tick-borne encephalitis viruses (TBEV). Many of these viruses are prevalent in the

equatorial region of the globe that harbors the arthropod vectors required for their transmis-

sion [1–3]. Zika virus (ZIKV) is a recently emerged member of the flaviviruses which has

caused large outbreaks in human populations over the last decade and was recognized as a

Public Health Emergency of International Concern (PHEIC) by the World Health Organiza-

tion (WHO) in February 2016. It is a mosquito borne, enveloped virus with a 10.7 kb positive

sense single stranded RNA genome. Like other flaviviruses, the ZIKV genome encodes a poly-

protein, which is post-translationally processed by cellular and viral proteases into three struc-

tural proteins (Capsid/C; pre-membrane/prM; Envelope/E) and seven non-structural proteins

(NS1, NS2A, NS2B, NS3, NS4A, NS4B and NS5). The structural proteins protect the genome,

participate in virus entry into and exit from the host cell, and are primary targets of the host

antibody mediated immune response. Non-structural proteins are required for viral genome

transcription and replication, proteolytic processing of the polyprotein and inhibition of cellu-

lar innate immune response [1–3]. ZIKV was first isolated in 1947 from a febrile rhesus

macaque in the Ziika forest in Uganda, where it circulated between nonhuman primates and

sylvatic Aedes africanusmosquitoes [4]. Subsequently, it was sporadically diagnosed in Africa

and Southeast Asia as a cause of mild self-limiting febrile disease in humans. In 2007, it caused

the first large-scale outbreak in the Yap islands, where more than 7,000 individuals were esti-

mated to be infected [3]. In 2013, ZIKV appeared in French Polynesia, where it infected

approximately 28,000 individuals [1–3]. Here for the first time, ZIKV infections were found to

be associated with increased incidences of Guillain-Barré syndrome, a debilitating neuronal

disease in adults. Also for the first time, ZIKV presence was detected in body fluids other than

blood (including semen, saliva, urine), and risk of direct human-to-human transmission was

observed. In 2014, ZIKV appeared in Brazil and by late 2015 the virus had spread across South

and Central America, the Caribbean and the southern parts of the United States [1–3].
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Importantly, during spread of ZIKV pandemic in Brazil, infections during pregnancy were

linked to fetal malformations such as spontaneous abortion, stillbirth, hydrocephaly and

microcephaly, and placental insufficiency to miscarriage, now collectively known as congenital

Zika virus syndrome (CZVS) [5].

Phylogenetic analysis of ZIKV genomes reveals African and Asian as two distinct lineages.

It has been postulated that ZIKV originated in East Africa, spread to West Africa and Asia

nearly 50~100 years ago, before making its appearance in the Western hemisphere in 2014 [6,

7]. The molecular determinants of ZIKV evolution, spread and disease phenotype have not

been established yet. Since the 2015 ZIKV epidemic in Brazil, efforts have been put forth by

several research groups to develop new in vitro, ex vivo and in vivomodels to study ZIKV

infection and pathogenesis [2, 8]. Studies on stem cell derived neural progenitor cells and

brain organoid models showed neurotropism and pathogenicity of ZIKV [9]. Ex vivo human

placental tissue models have shown transplacental infection of ZIKV, its preference for tropho-

blasts and sensitivity to type III IFN [10, 11]. In the last year there have been extensive efforts

to develop new animal models to study ZIKV pathogenesis [8]. At the time of the original

ZIKV isolation, Dick et al tested ZIKV infection in several animal species including mice, cot-

ton rats, guinea pigs and rhesus macaques, and showed that only neonatal mice were prone to

symptomatic ZIKV infections [4, 12]. Later, ZIKV infection and disease symptoms were dem-

onstrated in neonatal mice, rhesus macaque and chicken embryos [8, 13–17]. Similar to den-

gue viruses, ZIKV does not cause infection and disease in wild type adult mice. To overcome

this limitation, scientists have used immunocompromised, neonatal or special mouse strains

such as SJL strain to study ZIKV pathogenesis [13, 14, 17–19]. Although mice are significantly

different than humans, especially in their placental anatomy and gestation period, scientists

have demonstrated their utility in reproducing ZIKV pathogenesis consistent with that in

humans [20]. Mouse models have been used to demonstrate ZIKV ability to cause fetal abnor-

malities, deterioration of gonadal tissue and infection through sexual route [8, 13, 21–28].

Immunocompromised mouse models have been useful in recapitulating the neurotropic

nature of ZIKV infection and in demonstrating a critical role of IFN induction and signaling

for protection against ZIKV [14, 17, 18].

In an earlier report, we showed that ZIKV targets human STAT2 for degradation, thereby

reducing induction of IFN stimulated genes (ISGs) and subsequent antiviral responses in

human cells, but not in mouse cells [29]. These findings were corroborated by another study

which also concluded proteasomal targeting of STAT2 by ZIKV NS5 protein [30]. Following

up on these observations we now demonstrate that ZIKV challenge in Stat2-/-mice results in

ZIKV infection and spread to CNS, gonads and other vital organs, with manifestation of neu-

rological symptoms. Further we have used the Stat2-/-mouse model to compare the virulence

and pathogenesis of a panel of ZIKV strains representing different lineages and spatio-tempo-

ral isolation histories.

Results

Stat2
-/-mice are susceptible to ZIKV infection and display several key

aspects of human ZIKV pathogenesis

To investigate whether elimination of STAT2 in mice was sufficient to render mice susceptible

to ZIKV infection, we challenged Stat2-/- C57BL/6 mice with Uganda ZIKV (strain MR-766,

1947). We used a subcutaneous route to mimic the natural route of infection and recorded

ZIKV replication and pathogenesis. Specifically we injected 1,000 plaque formation units

(PFU) of Uganda ZIKV in the footpad of 5–6 week old female Stat2-/-mice. To compare the

sensitivity of these mice to ZIKV with other previously used mouse strains, Ifnar1-/- and wild
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type (WT) C57BL/6 mice were also infected using the same protocol [17, 18]. We monitored

body weight loss and clinical signs of disease every day. The Stat2-/-mice started losing weight

3 days post infection, and became morbid, displayed limited movement and succumbed to

infection between day 6 to 7 (Fig 1a and 1b). In comparison, Ifnar1-/-mice showed a delayed

onset of disease (Fig 1a and 1b), experienced less weight loss than Stat2-/-mice, displayed a

wider range of neurological symptoms, and succumbed to ZIKV infection between day 7 to 8

post infection (Fig 1a, 1b and 1c). Our results are in line with an earlier report where Uganda

ZIKV (MR766) challenge (100 PFU, footpad) resulted in 80% lethality in 5 week old Ifnar1-/-

mice by day 14 [17]. WT mice were refractory to ZIKV infection and did not display any signs

of disease (Fig 1a, 1b and 1c). ZIKV RNAmeasurements on day 6 post infection in the brain,

ovary, spleen and liver of Stat2-/- and Ifnar1-/-mice showed the highest viral RNA levels in the

brain, followed by ovary, spleen and minimum levels in the liver (Fig 1d). Interestingly, despite

delayed lethality, the viral RNA levels in Ifnar1-/-mice were higher than Stat2-/-mice in all the

organs tested, except in the brain. In addition, we also evaluated viremia and viral RNA levels

in the brain and ovaries of Stat2-/-mice on days 2, 4 and 6 post infection (S1 Fig). We observed

that Uganda ZIKV reached maximum RNA levels in serum (up to 10^9 ZIKV RNA copies/ml)

as early as 2 days post infection and showed slightly reduced levels by day 6 (S1a Fig). In com-

parison ZIKV RNA kept on increasing in brain tissue from day 2 to day 6 post infection (S1b

Fig). In the ovaries ZIKV reached maximum copy numbers by day 4 (S1C Fig). These trends

of temporal changes in ZIKV RNA in different organs are similar to what has been reported in

Ifnar1-/-mice [17]. Taken together, Stat2-/-mice support ZIKV infection, with virus spread to

CNS, gonads, spleen and liver. In comparison Ifnar1-/-mice show a delayed onset of disease,

but higher viral RNA levels in most of the sample tissues. In addition to STAT2 independent

signaling of IFN through the type I IFN receptor, the Stat2-/- and Ifnar1-/- differ in their ability

to support type I and III IFN signaling [31], which may explain their differential susceptibility

to ZIKV induced disease.

Phylogenetic and amino acid variance analysis of ZIKV strains selected
for comparison

Phylogenetically, ZIKV can be divided into African and Asian lineages [6, 7]. The African line-

age viruses have caused sporadic human infections in the last century, resulting in mild, febrile

disease symptoms [7]. The Asian lineage has however emerged at a larger scale displaying vec-

tor-borne as well as human-to-human transmission, causing fetal abnormalities and neuronal

disease in humans [3]. The factors responsible for emergence and global spread of ZIKV and

change in the disease phenotype are not understood presently. Also the impact of genetic

changes among ZIKV strains on their pathogenicity has not been studied in detail. To better

understand this, we chose a panel of ZIKV strains representing a range of global spatio-tempo-

ral isolation. Specifically, we evaluated Uganda 1947 (StrainMR_766), Senegal 1984 (Strain

DAKAR 41519) [4, 29, 32], Malaysia 1966 (Strain P6-740), Cambodia 2010 (Strain FSS13025),

Puerto Rico 2015 (strain PRVABC59). We refer to these ZIKV strains by the geographical loca-

tion of their isolation i.e. Uganda, Senegal, Malaysia, Cambodia and Puerto Rico. This panel of

ZIKV strains contains ZIKV isolated from 1947 to 2015 from human, mosquito and nonhu-

man primate hosts and from different locations covering the footprints of the geographical

spread of ZIKV (S1 Table). Two of the strains, Uganda and Malaysia, are mouse passaged (S1

Table). A phylogenetic analysis of the complete genome of the selected strains along with other

ZIKV genomes reveals their position in the African or Asian lineages (Fig 2a). The list of Gen-

Bank accession numbers of the ZIKV strains used to construct the phylogenetic tree is pro-

vided in S2 Table. A detailed amino acid sequence comparison of these strains is shown in
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Fig 1. Stat2-/-mice support ZIKV infection and recapitulate ZIKV pathogenesis and disease. Five to six week old femaleWT, Stat2-/- and
Ifnar1

-/- C57BL/6 mice (n = 5) were injected with 1,000 PFU of ZIKV strain MR766 by the subcutaneous route in the footpad. (A) Mice were weighed
daily and weights are expressed as percentage of body weight prior to infection. Results shown are the mean ± standard error of the mean (SEM).
Data are censored at 6 days after infection, as mice in the Stat2

-/- group succumbed to infection. (B) In a parallel set of mice (n = 5) lethality was
monitored for 14 days. (C) Clinical signs of ZIKV infection were monitored every day in the group of animals used for survival analysis (n = 5). Clinical
signs are abbreviated as HB (hunched back, reduced motility), HL1 (one hind limb paralysis), HL2 (both hind limbs paralyzed), FL (one or both front
limbs paralyzed), Endpoint (loss of 25% of initial body weight or dead). The percentage of each group of mice displaying the indicated signs is
shown. (D) From the group of mice used to monitor body weight loss (n = 5, day 6 post infection), indicated organs were harvested and ZIKV RNA
levels were measured by qRT PCR as described in methods. Error bars represent mean ±standard deviation (SD). Y axis starts at the limit of
detection of the assay.

https://doi.org/10.1371/journal.ppat.1006258.g001
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S1 File. Comparison of the overall amino acid composition shows maximum amino acid dif-

ferences between the Uganda and the contemporary Puerto Rico strains (Fig 2b). Amino acid

differences among the strains are observed throughout the viral polyprotein (Fig 2c), with

some regions (such as the amino terminal region of the prM protein, the E, the NS2A and NS5

proteins) showing a higher accumulation of changes, especially between the African and Asian

lineages (Fig 2c).

African ZIKV strains display higher virulence than Asian strains in Stat2
-/-

and Ifnar1
-/-mice

Although there have been several studies showing the utility of different mouse models to

study ZIKV pathogenesis, a comprehensive comparative analysis of different ZIKV strains in

vivo has not been carried out [8]. To address this we set out to compare the pathogenicity of a

panel of five ZIKV strains representing African and Asian lineages in Stat2-/-, Ifnar1-/- andWT

mice. Specifically we injected 1,000 PFU of the indicated ZIKV strain into the footpad of male

mice of the indicated genotype and monitored them every day for morbidity and mortality.

Among the African lineage viruses, the Senegal strain caused similar body weight loss in both

Stat2-/- and Ifnar1-/-mice (Fig 3a). In comparison Uganda ZIKV caused more weight loss in

Stat2-/-mice than Ifnar1-/-mice (Fig 3a). In terms of mortality all Stat2-/- and Ifnar1-/-mice suc-

cumbed to African ZIKV infections between day 6 to 8, with Stat2-/-mice displaying slightly

higher early mortality as compared to Ifnar1-/-mice (Fig 3c and 3d). Among Asian lineage

viruses all strains caused body weight loss, with Stat2-/-mice showing an earlier onset of mor-

bidity when compared to Ifnar1-/-mice (Fig 3b). Interestingly when compared to African

strains, Asian strains displayed delayed onset of disease and less severe morbidity in both

Stat2-/- and Ifnar1-/-mice (Fig 3a and 3b). Only the Cambodia strain caused limited mortality

at 1,000 PFU in Stat2-/- (20% mortality) and Ifnar1-/-mice (30% mortality) (Fig 3c and 3d). All

other mice infected with Asian lineage ZIKV strains seemed to recover from disease and

regained their original body mass (Fig 3b). In the study by Helen M Lazear et al, French Poly-

nesia strain (H/PF/2013) caused 100% lethality in Ifnar1-/-mice by day 10 at dose of 100 PFUs,

which is different from our observations with Asian strains. It could’ve resulted due amino

acid differences between different Asian strains. However for African lineage Senegal strain

(Dakar 41519) they also observed 100% lethality in 4 week old Ifnar1-/-mice, which is consis-

tent with our findings. The WTmice did not show any clear symptoms of disease with either

Asian or African ZIKV strains. Taken together these data show inherent differences in mor-

bidity and lethality induced by African and Asian ZIKV strains in Stat2-/- and Ifnar1-/-mice.

ZIKV pathogenicity does not directly correlate with the level of viral
replication in mice

Next we examined clinical symptoms induced by different ZIKV strains in Stat2-/-mice and

measured ZIKV viral RNA levels in the serum, CNS and gonads. Clinical signs of ZIKV disease

started with reduced motility and hunched posture followed by partial or complete paralysis in

hind limbs, front limbs and lethality. In most cases mice suffering front limb paralysis suc-

cumbed to the disease the same or next day. We observed that African lineage strains induced

higher mortality and severe neurological symptoms in a short period as compared to Asian

lineage strains (Fig 4a). Although all animals infected with African lineage strains succumbed

to infection, the Senegal strain induced more severe neurological symptoms such as paralysis

in all limbs (Fig 4a). Among Asian lineage strains the Cambodia strain presented more severe

symptoms including front limb paralysis and lethality, followed by the Malaysia and Puerto

Rico strains (Fig 4b). The Puerto Rico strain was the least pathogenic among all strains and all
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Fig 2. Phylogenetic analysis and amino acid variance of selected ZIKV strains. (A) Neighbor joining phylogenetic tree showing the
position of the viral isolates used in this study (in red) in the global ZIKV diversity. (B) Percent amino acid Identity Matrix of the 5 strains used in
this study. (C) Graphic representation of the pairwise amino acid changes between the strains used in this study. Each vertical line represents
an amino acid difference between the two connected strains. The order of the strains is as in (A). For a detailed description of all the amino
acid differences please refer to S1 File.

https://doi.org/10.1371/journal.ppat.1006258.g002
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Fig 3. Comparison of weight loss andmortality induced by African and Asian ZIKV strains in mice. Five to six week old maleWT, Stat2-/- and
Ifnar1

-/-C57BL/6 mice (n = 5) were injected with 1,000 PFU of the indicated ZIKV strain by the subcutaneous route in the footpad. (A, B) Mice were
weighed daily and weights are expressed as percentage of body weight prior to infection. Results shown are the mean ± standard error of the mean
(SEM). (A) Data are censored at 6 days after infection, as somemice died. (C, D) In a parallel group, male mice (n = 5) of the indicated genotype were
infected with indicated ZIKV strains under similar conditions and data were combined with body weight loss group for survival analysis (total n = 10).
ZIKV strains are abbreviated as UG (Uganda), SN (Senegal), ML (Malaysia), CB (Cambodia) and PR (Puerto Rico).

https://doi.org/10.1371/journal.ppat.1006258.g003
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Fig 4. Comparison of neurological disease and viral RNA levels among African and Asian ZIKV strains after infection in Stat2
-/-mice. (A, B)

Clinical signs of ZIKV infection were monitored every day in the group of animals used for survival analysis in Fig 3 (n = 5). Clinical signs are abbreviated
as HB (hunched back, reducedmotility), HL1 (one hind limb paralysis), HL2 (both hind limbs paralyzed), FL (one or both front limbs paralyzed),
Endpoint (loss of 25% of initial body weight or dead). The percentage of each group of mice displaying the indicated signs is shown. (A) Data represent
clinical signs observed between day 3 to day 7 post infection for the Uganda strain and day 4 to day 8 post infection for the Senegal strain. (B) Data
represent clinical signs induced by Asian lineage strains between day 6 to day 10 post infection. (C, D, E). Five to six week old male Stat2

-/-mice (n = 5)
were infected with indicated ZIKV as described in Fig 3. On day 6 post infection indicated organs were harvested and ZIKV RNA levels were measured
by qRT PCR as described in methods. Error bars represent mean ±standard deviation (SD). Y axis starts at the limit of detection of the assay.

https://doi.org/10.1371/journal.ppat.1006258.g004
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mice recovered from disease symptoms by day 10 (Fig 4b). Similar trends were observed in

Ifnar1-/-mice as well (S1 Fig). In general Asian lineage strains presented delayed onset but pro-

longed, although less severe, neurological symptoms (up to 4 days) as compared to African

strains. We also measured viral RNA levels in serum, brain and testes of mice infected with dif-

ferent ZIKV strains at day 6 post infection. Interestingly the Uganda strain showed orders of

magnitude higher viral RNA level compared to all other strains including Senegal (Fig 4b, 4c

and 4d), especially in brain tissue. Similarly, among Asian strains the Malaysia strain showed

elevated viral RNA compared to Cambodia and Puerto Rico ZIKV (Fig 4b, 4c and 4d). Both

Uganda and Malaysia strains are mouse passaged strains (S1 Table), which may explain their

higher replication compared to their lineage specific counterparts. In any case, these data

clearly show that pathogenicity manifested by different ZIKV strains is not in direct correla-

tion with the level of viral replication in mice.

Degree of ZIKV virulence correlates with levels of inflammatory cytokine
induction in mice

Earlier reports had shown that ZIKV infection in animal models is associated with the activa-

tion of immune responses, cellular infiltration, inflammation and neural damage in the CNS

[13, 15, 25]. To test if this may be the underlying cause of the difference in pathogenicity

between the African and Asian lineages of ZIKV, we measured markers associated with IFN

induction, expression of inflammatory cytokines and recruitment of immune effector cells in

the brain of Stat2-/-mice on day 6 post infection. For measuring cytokine and chemokine

induction, we measured both mRNA expression and protein levels by qRT-PCR and multiplex

ELISA, respectively. We observed higher levels of type I and type II IFNs and cytokine induc-

tion by African lineage strains as compared to the Asian lineage strains (Fig 5a, 5b, 5c and 5d).

Specifically, we observed enhanced levels of hallmark inflammatory cytokines such as IL6,

IP10, TNFα, IFNγ, as well as chemokines associated with T cell infiltration (CCL3,CCL4,

CCL5, and CXCL9) and cytolytic response (GZMB, IFNγ), monocyte/macrophage infiltration

(CCL2,CCL7), and neutrophil migration (CXCL1 and CXCL2). Additional cytokines with

known antiviral activity were also induced, such as IL-1b and IL15 [33, 34]. In general, these

cytokines were induced to a greater extent by the African strains than Asian strains (Fig 5a, 5b,

5c and 5d). Markers associated with infiltration of T cells (CD4, CD8,CCR5,CXCR3), mono-

cytes (CCR2,CCR5) and NK cells (CCR5) were also differentially upregulated, while microglial

activation appeared to be uniformly induced irrespective of the ZIKV strain as measured by

CX3CR1 expression (Fig 5b). Taken together induction of an exacerbated inflammatory

immune response in the CNS is a better indicator of ZIKV pathogenicity in mice than viral

RNA levels. To test whether gender of the mice affected ZIKV strain specific pathogenesis, we

repeated ZIKV challenge with Senegal, Cambodia and Puerto Rico strains in female Stat2-/-

mice as done before with male mice. We observed similar pattern of body weight loss, ZIKV

viral RNA and inflammatory cytokine levels in the mouse brain (S3a, S3b and S3c Fig) as seen

in male mice (Figs 3–5), thus differences in African and Asian ZIKV strain specific pathogene-

sis were independent of mouse gender.

Discussion

In November 2016WHO declared that ZIKV is no longer a public health emergency, however

it remains a serious public health concern, especially in the light of recent studies showing fetal

microcephaly and other long-term cognitive disorders resulting from ZIKV infection [35].

From a scientific perspective, there is still an extensive knowledge gap on ZIKV evolution, biol-

ogy and pathogenesis. From the first isolation of ZIKV in 1947 until 2015, there were only
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Fig 5. Comparison of inflammatory immune response induced by African and Asian ZIKV strains in the CNS of Stat2-/-mice. (A, B, C) Brain
tissue homogenates were prepared from the group of male Stat2

-/- mice used to measure ZIKV RNA (n = 5) (Fig 4C, 4D and 4E) and a control group
of age matched, mock infected male Stat2

-/-mice (n = 5). Gene expression was measured by qRT PCR as described in the methods section. Fold
change of the gene expression over the mock was calculated and plotted on the graphs. Data are presented as mean ±standard deviation (SD) of
log 2 fold increase over mock controls. Genes are grouped into indicated functional categories. (D) In the same set of brain homogenates, indicated
cytokine and chemokine levels were measured by multiplex ELISA assay, as described in the methods section. Data are presented as mean of log 2
fold increase over mock controls.

https://doi.org/10.1371/journal.ppat.1006258.g005
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three studies which tested the virus’ pathogenic potential in animal models [12, 13, 36]. Since

then there have been several more which have utilized various mouse models to study different

aspect of ZIKV pathogenesis and revealed critical evidence of neuropathology and fetal abnor-

malities associated with ZIKV infection [8]. Mouse models remain an attractive option

because of their amenability for genetic manipulation and the availability of a vast repertoire

of mouse strains, which allows investigation of the role of specific host genetic loci in viral

pathogenesis. Using mouse strains deficient in various components of antiviral signaling,

researchers had shown a critical role of type I IFN signaling in preventing ZIKV infection in

mice [14, 17, 18]. Shannan L Rossi et al compared susceptibility of A129 (lack type I IFN

response) and AG129 (lack type I and II IFN response) mice to ZIKV challenge and found the

latter to be more prone to severe disease [19]. This highlighted the role of type I and II IFN

response against ZIKV. Later on irf3-/-irf5-/-irf7-/- triple knock out mice which are compro-

mised in type I, II and III IFN induction were shown to be more susceptible to ZIKV induced

disease as compared to Ifnar1-/-mice (lack type I IFN response) [17], which pointed to impor-

tance of type II and III IFN response against ZIKV. In our previous studies on the role of

ZIKV NS5 protein in antagonizing the antiviral host response, we found that, similar to

DENV, ZIKV targets STAT2 for degradation in human cells and not in mouse cells, although

probably through the involvement of different host co-factors [29]. This knowledge led us to

hypothesize that STAT2 could be critical for preventing ZIKV infection in animal models.

Indeed in our study, Stat2-/-mice were highly susceptible to ZIKV infection and disease. In

comparison Ifnar1-/-mice showed in general delayed disease symptoms and less body weight

loss due to ZIKV infection than Stat2-/-mice. While Ifnar1-/-mice lack type I IFN signaling,

Stat2-/-mice lack both type I and type III IFN signaling [31]. This may explains the difference

in their susceptibility to ZIKV induced disease and suggests a critical role of type III IFN in

mediating antiviral responses against ZIKV. This is in accordance with the findings of Bayer

et al [10] who showed protective role of type III IFN against ZIKV infection in human placen-

tal tissue. However, for the differences observed between Stat2-/- and Ifnar1-/-mice, we cannot

exclude the possible role of STAT2 independent, IFNAR1 dependent, type I IFN signaling.

Immunocompromised mouse models are useful options whenWTmice are refractory to viral

infection. In our study Stat2-/-mice recapitulated ZIKV tissue tropism to CNS and gonads and

displayed neurological symptoms of various degrees, which are consistent with human disease.

It will be interesting to test ZIKV infection of Stat2-/- as well as Stat2-/+ heterozygous mice in

pregnancy models to see whether they can simulate the transplacental infection and neurotera-

togenic properties of ZIKV.

In vitro stem cell derived models have been very useful in confirming the neurotropic

nature and teratogenic potential of ZIKV [9, 37–39]. In recent studies of gene expression pro-

files induced by African and Asian ZIKV in neural progenitor cells, it was found that African

ZIKV induces higher levels of transcripts associated with inflammation and cell death which is

consistent with our findings in infected Stat2-/- mice [39, 40]. However an independent study

using human induced pluripotent stem cell (iPSC) derived brain organoids showed that

African and Asian lineage ZIKV strains display similar inhibitory effects on neuronal differen-

tiation and organoid development [37]. In our study, African and Asian strains display drasti-

cally different virulence in mice. We found that African strains tend to be more lethal, with

severe short episodes of neural malfunction, whereas Asian strains yield wider spectrum of

neurological symptoms which last for longer period and seldom result in mortality. Interest-

ingly the ZIKV RNA levels in CNS or other organs did not directly correlate with virulence.

Among African strains, Uganda ZIKV replicated to higher levels than the Senegal strain

although they manifested similar virulence. Similarly among Asian strains Malaysia replicated

Study of Zika virus pathogenesis and host inflammatory immune response in a novel murine model

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1006258 March 9, 2017 12 / 19

https://doi.org/10.1371/journal.ppat.1006258


to slightly higher levels than the Cambodia strain, however Cambodia ZIKV displays more

severe disease as compared to Malaysia ZIKV. Both Uganda and Malaysia strains are mouse

passaged, which may explain higher replication levels as compared to their lineage specific

counterparts.

Consistent with earlier reports showing CNS inflammation in ZIKV infected neonatal mice

and Rhesus macaques [15, 25], infection of Stat2-/-mice with all ZIKV strains led to inflamma-

tory immune responses in the brain. Importantly, the differences in ZIKV strain-specific path-

ogenesis were found to be closely correlated with the level of induction of inflammatory

cytokines and possible recruitment of immune effector cells to the CNS of infected mice.

These findings highlight that disease severity induced by ZIKV infection is more likely a prod-

uct of the host response, rather than the level of viral replication, at least in immunocompro-

mised mouse models. We also observed that, other than Uganda, all ZIKV strains achieved

similar viral RNA levels in the mouse brain, however this led to variable induction of IFNα,
IFNβ, and IFNγ. This could have resulted from differences in the ability of ZIKV strains to

antagonize the induction of IFN. As these mice lacked STAT2, the NS5 mediated IFN antago-

nism through degradation of STAT2 does not account for these differences. For ZIKV and

other flaviviruses, IFN antagonism has also been attributed non-structural proteins other than

NS5 [30, 41]. It would be interesting to investigate whether amino acid changes in specific

viral proteins among different ZIKV strains result in differential IFN antagonism in mouse

and in human systems.

It is critical to understand the factors which facilitated sudden emergence and spread of

ZIKV, to take preventive measures in the future. It is likely that global warming, deforesta-

tion, increased prevalence of Aedes sp. mosquitoes, increased global transportation of ZIKV

infected individuals and immunological naivety of human populations in new areas may

have facilitated these events. However it is also plausible that during the course of its evolu-

tion ZIKV acquired changes in its genome [6] that may have driven its global spread. In

humans, ZIKV induced neurological symptoms and fetal abnormalities have been only

reported in the case of Asian strains [3]. Interestingly, in our study Asian strains displayed

prolonged neurological malfunction in mice as compared to the African strains. However it

is important to acknowledge that human sero-epidemiological data of African ZIKV is lim-

ited and the true phenotype of disease in ZIKV endemic areas in Africa needs to be investi-

gated in detail.

ZIKV is not the first arbovirus to show sudden emergence and global spread. In fact,

ZIKV has followed a trajectory displayed earlier by chikungunya virus, which in the course

of evolution acquired a small number of mutations allowing it to use additional species of

Aedes mosquitos for transmission [42]. Interestingly from the time of ZIKV discovery to its

emergence and spread, several changes have been found spread across its genome [6, 7].

These changes may affect the rate of ZIKV replication, expand its host range, alter the ZIKV

tissue tropism, and/or enhance the ability of ZIKV to induce, antagonize or escape the host

immune response. Our studies show ZIKV strain specific differences in inducing disease in

mice, which are associated with differential activation of proinflammatory cytokines, empha-

sizing the possibility that different ZIKV strains might also display phenotypic differences in

humans. If so, these differences might have contributed to the ZIKV global spread and to

changes in the spectrum of disease in humans during the recent years. It will be critical to

employ reverse genetics tools to systematically address the role of specific genetic changes in

ZIKV strains in their pathogenesis and host range. The Stat2-/-mouse model described here

could be a useful tool to evaluate the pathogenesis of recombinant ZIKV carrying different

combinations of these genetic changes.
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Materials andmethods

ZIKV strains and mouse genotypes

The following ZIKV strains were used in this study: Uganda 1947 (Strain MR 766; GenBank

HQ234498.1), Puerto Rico 2015 (Strain PRVABC59; GenBank KU501215.1), Cambodia

2010 (Strain FSS13025; GenBank: JN860885.1), Malaysia 1966 (Strain P6-740; GenBank

HQ234499.1) and Senegal 1984 (Strain DAKAR 41519; GenBank HQ234501). The Uganda

strain was obtained from American type culture collection (ATCC). All virus stocks were

grown in Vero cells and quantified by plaque assay. A summary of isolation history of all

ZIKV strains and related references is provided in S1 Table. Malaysia, Cambodia and Sene-

gal ZIKV strains were obtained from Dr. Robert B. Tesh, The World Reference Center for

Emerging Viruses and Arboviruses (“WRCEVA”), through the University of Texas Medical

Branch at Galveston. Puerto Rico ZIKV strain was provided by Barbara W. Johnson. Stat2-/-

C57BL/6 mice were kindly provided by Dr. Christian Schindler. Ifnar1-/- C57BL/6 mice defi-

cient in IFN α/β receptor -/- were kindly provided by Dr. Thomas Moran. WT C57BL/6

mice were obtained from Jackson Laboratories.

Virus stock growth and quantification

Virus stocks were grown in Vero (African green monkey kidney) cells and in some cases pas-

saged in C6/36 (Aedes albopictus cells), which were obtained from ATCC. Virus titers of the

stocks were measured by plaque formation assay on Vero cells. Specifically, 100 μl of 10 fold

virus stock serial dilution was incubated for 2 hour on Vero cell monolayer in 12 well plate for-

mat. Finally cells were overlaid with 1 ml DMEM (Invitrogen) supplemented with 0.8% methyl

cellulose, 2% FBS, and 50 μg/ml penicillin and streptomycin. Cells were incubated for 5 days at

37˚C, fixed with 4% PFA, and stained with crystal violet for plaque visualization.

ZIKV infection and clinical evaluation of mice

Prior to ZIKV inoculation, mice were anesthetized by intraperitoneal injection of a mixture of

ketamine (100 μg per gram of body weight) and xylazine (5 μg per gram). Afterwards, 1,000

PFUs of the indicated ZIKV strain were injected subcutaneously in the mouse footpad in 25 μl

of phosphate-buffered saline (PBS). Mice were monitored daily for weight loss and clinical

signs. Examination included appearance, posture, motility, hind and front limb paralysis. Ani-

mals that showed more than 25% weight loss or complete paralysis were humanely euthanized.

ZIKV quantification by qPCR

Infected mice were euthanized by CO2 asphyxiation and organs were harvested aseptically.

Tissue homogenates were prepared in PBS supplemented with 0.3% BSA, using metal beads

and a FastPrep24 system (MP Biomedicals). ZIKV RNA quantification was conducted as pre-

viously described. Briefly, total RNA was isolated from 200 μl tissue homogenate using RNeasy

tissue Kit (Qiagen) or 50 μl plasma using QIAamp viral RNA kit (Qiagen). In total, 10ng of

RNA or 5 μl of plasma RNA was used with ZIKV-specific primers (50-TTGGTCATGATACTG

CTGATTGC-30 and 50-CCYTCCACRAAGTCYCTATTGC-30) and probe (50-6FAM-CGGCA

TACAGYATCAGGTGCATWGGAG-MGBNFQ-30) (ThermoFisher) and the LightCycler 480

Master Hydrolysis Probes kit (Roche Applied Science, Indianapolis, MD) using the LightCy-

cler 480 II Real Time PCR System (Roche Applied Science). Sequence of the primers and

probe targeting ZIKV have been modified from previously published sequences [43] and

designed against genomic regions conserved in different ZIKV strains used in the study. RNA

quantification was achieved by fitting to an in vitro transcribed RNA standard.
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Gene expression quantification by qRT-PCR

Total RNA was isolated from cells using Trizol reagent (Invitrogen). Reverse transcription was

performed with the high-capacity cDNA reverse transcription kit (Applied Biosystems). qPCR

was done in duplicates using SYBR green I master mix (Roche) in a Roche Light Cycler 480.

Relative mRNA values were calculated using ΔΔCt method with 18s RNA as an internal con-

trol, and shown as fold change by normalizing to mock control. The sequences of primers

used in the study are listed in S3 Table.

Cytokine and chemokine protein quantification

Protein levels of cytokines/chemokines in clarified tissue homogenates were evaluated using a

multiplex bead array assay. All antibodies and cytokine standards were purchased as antibody

pairs from R&D Systems or PeproTech. Individual magnetic bead regions (Luminex) were

coupled to cytokine-specific capture antibodies according to the manufacturer’s recommenda-

tions and as previously described [44]. Conjugated beads were washed and kept at 4˚C until

use. Biotinylated polyclonal antibodies were used at twice the concentrations recommended

for a classical ELISA according to the manufacturer. All assay procedures were performed in

assay buffer containing PBS supplemented with 1% normal mouse serum (Invitrogen), 1%

normal goat serum (Invitrogen), and 20 mM Tris-HCl (pH 7.4). The assays were performed

using 1,500 beads per set of each of cytokines measured per well in a total volume of 50 μl. The

plates were read on a Luminex MAGPIX platform. For each bead set,>50 beads were col-

lected. The median fluorescence intensity of these beads was recorded and used for analysis

with the Milliplex software using a 5P regression algorithm.

Phylogenetic analysis

To prepare a phylogenetic tree presenting the global diversity of the Zika virus strains, we

downloaded all the available complete genomes from the Virus Pathogen Resource database

(www.viprbrc.org/). From these genomes we manually selected a subset of sequences represen-

tative of the complete diversity to build the phylogenetic tree. The final selection contained

one viral genome from each country and year available, including the 5 strains used in this

study. Viral sequences were aligned using the MUSCLE algorithm in MEGA7 (version 7.0.20)

and a neighbor joining tree was built using the program Geneious (version 9.1.5). The tree was

visualized with the program FigTree and rooted at the midpoint.

Statistical analysis

All data were analyzed with GraphPad Prism software (Graphpad Software, Inc). For survival

analysis, Kaplan-Meier survival curves were analyzed by the log-rank test. An unpaired Stu-

dent’s t-test was used to determine significant differences in viral RNA levels. Values were con-

sidered statistically significant when �p<0.05, ��p<0.01, ���p<0.001, and ����p<0.0001,
nsp>o.o5 (not significant). Data are given as mean ± SD or mean ± SEM as indicated; ‘n’ refers

to the sample size.

Ethics statement

This study was carried out in strict accordance with recommendations in the Guide for the

Care and Use of Laboratory Animals of the National Institutes of Health. All mouse proce-

dures were approved by Institutional Animal Care and Use Committee (IACUC) of the

Icahn School of Medicine at Mount Sinai and performed in accordance with the IACUC
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guidelines (Protocol # IACUC-2016-0026: “Developing animal models of flavivirus

pathogenesis”).

Supporting information

S1 Fig. Kinetic analysis of ZIKV replication in Stat2-/-mice. Three groups of five to six week

old female Stat2-/- B6 mice (n = 5) were injected with 1,000 PFU of ZIKV strain MR 766 by the

subcutaneous route in the footpad. Indicated organs were harvested on indicated days (D2 = 2

days post infection, D4 = 4 days post infection, D6 = 6 days post infection) and ZIKV RNA lev-

els were measured by qRT PCR as described in methods. D6 group is the same set of animals

used to measure ZIKV RNA in Fig 1D. Error bars represent mean ±standard deviation (SD).

Y axis starts at the limit of detection of the assay.

(TIF)

S2 Fig. Comparison of clinical signs induced by African and Asian ZIKV strains in

Ifnar1-/-mice. (A, B) Clinical signs of ZIKV infection were monitored every day in the group

of animals used for survival analysis in Fig 3B (n = 5). Clinical signs are abbreviated as HB

(hunched back, reduced motility), HL1 (one hind limb paralysis), HL2 (both hind limbs para-

lyzed), FL (one or both front limbs paralyzed), Endpoint (loss of 25% of initial body weight or

dead). The percentage of each group of mice displaying the indicated signs is shown. (A) Data

represent mice infected with African lineage strains observed between day 3 to day 7 post

infection for Uganda and day 4 to day 8 post infection for Senegal strains. (B) Data represent

Asian lineage strains between day 8 to day 12 post infection.

(TIF)

S3 Fig. Comparison of ZIKV pathogenesis in female Stat2-/-mice. (A) Six week old female

Stat2-/- C57BL/6 mice (n = 3 for mock; n = 4 other groups) were injected with 1,000 PFU of

the indicated ZIKV strain by the subcutaneous route in the footpad. Mice were weighed daily

and weights are expressed as percentage of body weight prior to infection. Results shown are

the mean ± SEM. Data are censored at 6 days after infection, as mice were euthanized for brain

harvesting. (B) ZIKV RNA levels were measured in the brain homogenates by qRT PCR as

described in methods. Error bars represent mean ±standard deviation (SD). ZIKV strains are

abbreviated as SN (Senegal), CB (Cambodia) and PR (Puerto Rico). (C) Mouse cytokine

mRNA expression in brain was measured by qRT PCR as described in the methods section.

Fold change of the gene expression over the mock was calculated and plotted on the graphs.

Data are presented as log 2 fold increase over mock controls mean ±standard deviation (SD).

(TIF)

S1 File. Amino acid sequence alignment of the ZIKV strains used in the study.

(DOCX)

S1 Table. Source host, isolation and passage history of ZIKV strains used in the study.

AP61 = Aedes pseudoscutellaris cells; BHK = baby hamster kidney epithelial cells; C6/36 =

Aedes albopictus cells; SM = suckling mouse; Vero = African green monkey kidney cells.

(XLSX)

S2 Table. List of GenBank accession numbers of ZIKV reference sequences used for phylo-

genetic analysis.

(DOCX)

S3 Table. Sequences of qRT PCR primers used in the study.

(XLSX)

Study of Zika virus pathogenesis and host inflammatory immune response in a novel murine model

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1006258 March 9, 2017 16 / 19

http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s001
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s002
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s003
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s004
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s005
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s006
http://journals.plos.org/plospathogens/article/asset?unique&id=info:doi/10.1371/journal.ppat.1006258.s007
https://doi.org/10.1371/journal.ppat.1006258


Acknowledgments

We thank Barbara W. Johnson for kindly providing the 2015 PR ZIKV. We thank Richard

Cadagan and Osman Lizardo for excellent technical assistance. We thank Christian Schindler

and Thomas Moran for providing Stat2-/- and Ifnar1-/-mouse strains respectively. We thank

Dr. Ekta Tripathi for critically reviewing the manuscript.

Author Contributions

Conceptualization: AGS ST FK.

Data curation: ST VRMTB JAB IM.

Formal analysis: ST JAB IM.

Funding acquisition: AGS AFS.

Investigation: ST VRMTB JAB IM RAAMCS.

Methodology: ST IM.

Project administration: ST AGS.

Resources: AGS AFS JKL SVBMS KMAMMAG.

Software: ST JAB.

Supervision: AGS.

Validation: ST.

Visualization: ST IM.

Writing – original draft: ST.

Writing – review & editing: AGS JKL FKMJE IM.

References
1. Lazear HM, DiamondMS. Zika Virus: New Clinical Syndromes and Its Emergence in theWestern Hemi-

sphere. J Virol. 2016; 90(10):4864–75. https://doi.org/10.1128/JVI.00252-16 PMID: 26962217

2. Ramos da Silva S, Gao SJ. Zika virus: An update on epidemiology, pathology, molecular biology, and
animal model. J Med Virol. 2016; 88(8):1291–6. https://doi.org/10.1002/jmv.24563 PMID: 27124623

3. Weaver SC, Costa F, Garcia-Blanco MA, Ko AI, Ribeiro GS, Saade G, et al. Zika virus: History, emer-
gence, biology, and prospects for control. Antiviral Res. 2016; 130:69–80. https://doi.org/10.1016/j.
antiviral.2016.03.010 PMID: 26996139

4. Dick GW, Kitchen SF, Haddow AJ. Zika virus. I. Isolations and serological specificity. Trans R Soc Trop
Med Hyg. 1952; 46(5):509–20. PMID: 12995440

5. Costello A, Dua T, Duran P, Gulmezoglu M, Oladapo OT, PereaW, et al. Defining the syndrome associ-
ated with congenital Zika virus infection. Bull World Health Organ. 2016; 94(6):406–A. https://doi.org/
10.2471/BLT.16.176990 PMID: 27274588

6. Faye O, Freire CC, Iamarino A, Faye O, de Oliveira JV, Diallo M, et al. Molecular evolution of Zika virus
during its emergence in the 20(th) century. PLoS Negl Trop Dis. 2014; 8(1):e2636. https://doi.org/10.
1371/journal.pntd.0002636 PMID: 24421913

7. Pettersson JH, Eldholm V, Seligman SJ, Lundkvist A, Falconar AK, Gaunt MW, et al. How Did Zika
Virus Emerge in the Pacific Islands and Latin America?MBio. 2016; 7(5).

8. Ramos da Silva S, Gao SJ. Zika virus update II: Recent development of animal models-Proofs of asso-
ciation with human pathogenesis. J Med Virol. 2016; 88(10):1657–8. https://doi.org/10.1002/jmv.24582
PMID: 27208545

Study of Zika virus pathogenesis and host inflammatory immune response in a novel murine model

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1006258 March 9, 2017 17 / 19

https://doi.org/10.1128/JVI.00252-16
http://www.ncbi.nlm.nih.gov/pubmed/26962217
https://doi.org/10.1002/jmv.24563
http://www.ncbi.nlm.nih.gov/pubmed/27124623
https://doi.org/10.1016/j.antiviral.2016.03.010
https://doi.org/10.1016/j.antiviral.2016.03.010
http://www.ncbi.nlm.nih.gov/pubmed/26996139
http://www.ncbi.nlm.nih.gov/pubmed/12995440
https://doi.org/10.2471/BLT.16.176990
https://doi.org/10.2471/BLT.16.176990
http://www.ncbi.nlm.nih.gov/pubmed/27274588
https://doi.org/10.1371/journal.pntd.0002636
https://doi.org/10.1371/journal.pntd.0002636
http://www.ncbi.nlm.nih.gov/pubmed/24421913
https://doi.org/10.1002/jmv.24582
http://www.ncbi.nlm.nih.gov/pubmed/27208545
https://doi.org/10.1371/journal.ppat.1006258


9. Ming GL, Tang H, Song H. Advances in Zika Virus Research: StemCell Models, Challenges, and
Opportunities. Cell Stem Cell. 2016; 19(6):690–702. https://doi.org/10.1016/j.stem.2016.11.014 PMID:
27912090

10. Bayer A, Lennemann NJ, Ouyang Y, Bramley JC, Morosky S, Marques ET Jr., et al. Type III Interferons
Produced by Human Placental Trophoblasts Confer Protection against Zika Virus Infection. Cell Host
Microbe. 2016; 19(5):705–12. https://doi.org/10.1016/j.chom.2016.03.008 PMID: 27066743

11. Quicke KM, Bowen JR, Johnson EL, McDonald CE, Ma H, O’Neal JT, et al. Zika Virus Infects Human
Placental Macrophages. Cell Host Microbe. 2016; 20(1):83–90. https://doi.org/10.1016/j.chom.2016.
05.015 PMID: 27247001

12. Dick GW. Zika virus. II. Pathogenicity and physical properties. Trans R Soc Trop Med Hyg. 1952; 46
(5):521–34. PMID: 12995441

13. Bell TM, Field EJ, Narang HK. Zika virus infection of the central nervous system of mice. Arch Gesamte
Virusforsch. 1971; 35(2):183–93. PMID: 5002906

14. Dowall SD, Graham VA, Rayner E, Atkinson B, Hall G, Watson RJ, et al. A Susceptible MouseModel
for Zika Virus Infection. PLoS Negl Trop Dis. 2016; 10(5):e0004658. https://doi.org/10.1371/journal.
pntd.0004658 PMID: 27149521

15. Dudley DM, Aliota MT, Mohr EL, Weiler AM, Lehrer-Brey G, Weisgrau KL, et al. A rhesus macaque
model of Asian-lineage Zika virus infection. Nat Commun. 2016; 7:12204. https://doi.org/10.1038/
ncomms12204 PMID: 27352279

16. Goodfellow FT, Tesla B, Simchick G, Zhao Q, Hodge T, Brindley MA, et al. Zika Virus InducedMortality
and Microcephaly in Chicken Embryos. StemCells Dev. 2016; 25(22):1691–7. https://doi.org/10.1089/
scd.2016.0231 PMID: 27627457

17. Lazear HM, Govero J, Smith AM, Platt DJ, Fernandez E, Miner JJ, et al. A MouseModel of Zika Virus
Pathogenesis. Cell Host Microbe. 2016; 19(5):720–30. https://doi.org/10.1016/j.chom.2016.03.010
PMID: 27066744

18. Aliota MT, Caine EA, Walker EC, Larkin KE, Camacho E, Osorio JE. Characterization of Lethal Zika
Virus Infection in AG129Mice. PLoS Negl Trop Dis. 2016; 10(4):e0004682. https://doi.org/10.1371/
journal.pntd.0004682 PMID: 27093158

19. Rossi SL, Tesh RB, Azar SR, Muruato AE, Hanley KA, Auguste AJ, et al. Characterization of a Novel
Murine Model to Study Zika Virus. Am J Trop Med Hyg. 2016; 94(6):1362–9. https://doi.org/10.4269/
ajtmh.16-0111 PMID: 27022155

20. Kim K, Shresta S. Neuroteratogenic Viruses and Lessons for Zika Virus Models. Trends Microbiol.
2016; 24(8):622–36. https://doi.org/10.1016/j.tim.2016.06.002 PMID: 27387029

21. Cugola FR, Fernandes IR, Russo FB, Freitas BC, Dias JL, Guimaraes KP, et al. The Brazilian Zika
virus strain causes birth defects in experimental models. Nature. 2016; 534(7606):267–71. https://doi.
org/10.1038/nature18296 PMID: 27279226

22. Govero J, Esakky P, Scheaffer SM, Fernandez E, Drury A, Platt DJ, et al. Zika virus infection damages
the testes in mice. Nature. 2016.

23. Li C, Xu D, Ye Q, Hong S, Jiang Y, Liu X, et al. Zika Virus Disrupts Neural Progenitor Development and
Leads to Microcephaly in Mice. Cell Stem Cell. 2016; 19(1):120–6. https://doi.org/10.1016/j.stem.2016.
04.017 PMID: 27179424

24. MaW, Li S, Ma S, Jia L, Zhang F, Zhang Y, et al. Zika Virus Causes Testis Damage and Leads to Male
Infertility in Mice. Cell. 2016; 167(6):1511–24 e10. https://doi.org/10.1016/j.cell.2016.11.016 PMID:
27884405

25. ManangeeswaranM, Ireland DD, Verthelyi D. Zika (PRVABC59) Infection Is Associated with T cell Infil-
tration and Neurodegeneration in CNS of Immunocompetent Neonatal C57Bl/6 Mice. PLoS Pathog.
2016; 12(11):e1006004. https://doi.org/10.1371/journal.ppat.1006004 PMID: 27855206

26. Miner JJ, Cao B, Govero J, Smith AM, Fernandez E, Cabrera OH, et al. Zika Virus Infection during Preg-
nancy in Mice Causes Placental Damage and Fetal Demise. Cell. 2016; 165(5):1081–91. https://doi.
org/10.1016/j.cell.2016.05.008 PMID: 27180225

27. Wu KY, Zuo GL, Li XF, Ye Q, Deng YQ, Huang XY, et al. Vertical transmission of Zika virus targeting
the radial glial cells affects cortex development of offspring mice. Cell Res. 2016; 26(6):645–54. https://
doi.org/10.1038/cr.2016.58 PMID: 27174054

28. Yockey LJ, Varela L, Rakib T, Khoury-HanoldW, Fink SL, Stutz B, et al. Vaginal Exposure to Zika Virus
during Pregnancy Leads to Fetal Brain Infection. Cell. 2016; 166(5):1247–56 e4. https://doi.org/10.
1016/j.cell.2016.08.004 PMID: 27565347

29. Grant A, Ponia SS, Tripathi S, Balasubramaniam V, Miorin L, SourisseauM, et al. Zika Virus Targets
Human STAT2 to Inhibit Type I Interferon Signaling. Cell Host Microbe. 2016; 19(6):882–90. https://doi.
org/10.1016/j.chom.2016.05.009 PMID: 27212660

Study of Zika virus pathogenesis and host inflammatory immune response in a novel murine model

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1006258 March 9, 2017 18 / 19

https://doi.org/10.1016/j.stem.2016.11.014
http://www.ncbi.nlm.nih.gov/pubmed/27912090
https://doi.org/10.1016/j.chom.2016.03.008
http://www.ncbi.nlm.nih.gov/pubmed/27066743
https://doi.org/10.1016/j.chom.2016.05.015
https://doi.org/10.1016/j.chom.2016.05.015
http://www.ncbi.nlm.nih.gov/pubmed/27247001
http://www.ncbi.nlm.nih.gov/pubmed/12995441
http://www.ncbi.nlm.nih.gov/pubmed/5002906
https://doi.org/10.1371/journal.pntd.0004658
https://doi.org/10.1371/journal.pntd.0004658
http://www.ncbi.nlm.nih.gov/pubmed/27149521
https://doi.org/10.1038/ncomms12204
https://doi.org/10.1038/ncomms12204
http://www.ncbi.nlm.nih.gov/pubmed/27352279
https://doi.org/10.1089/scd.2016.0231
https://doi.org/10.1089/scd.2016.0231
http://www.ncbi.nlm.nih.gov/pubmed/27627457
https://doi.org/10.1016/j.chom.2016.03.010
http://www.ncbi.nlm.nih.gov/pubmed/27066744
https://doi.org/10.1371/journal.pntd.0004682
https://doi.org/10.1371/journal.pntd.0004682
http://www.ncbi.nlm.nih.gov/pubmed/27093158
https://doi.org/10.4269/ajtmh.16-0111
https://doi.org/10.4269/ajtmh.16-0111
http://www.ncbi.nlm.nih.gov/pubmed/27022155
https://doi.org/10.1016/j.tim.2016.06.002
http://www.ncbi.nlm.nih.gov/pubmed/27387029
https://doi.org/10.1038/nature18296
https://doi.org/10.1038/nature18296
http://www.ncbi.nlm.nih.gov/pubmed/27279226
https://doi.org/10.1016/j.stem.2016.04.017
https://doi.org/10.1016/j.stem.2016.04.017
http://www.ncbi.nlm.nih.gov/pubmed/27179424
https://doi.org/10.1016/j.cell.2016.11.016
http://www.ncbi.nlm.nih.gov/pubmed/27884405
https://doi.org/10.1371/journal.ppat.1006004
http://www.ncbi.nlm.nih.gov/pubmed/27855206
https://doi.org/10.1016/j.cell.2016.05.008
https://doi.org/10.1016/j.cell.2016.05.008
http://www.ncbi.nlm.nih.gov/pubmed/27180225
https://doi.org/10.1038/cr.2016.58
https://doi.org/10.1038/cr.2016.58
http://www.ncbi.nlm.nih.gov/pubmed/27174054
https://doi.org/10.1016/j.cell.2016.08.004
https://doi.org/10.1016/j.cell.2016.08.004
http://www.ncbi.nlm.nih.gov/pubmed/27565347
https://doi.org/10.1016/j.chom.2016.05.009
https://doi.org/10.1016/j.chom.2016.05.009
http://www.ncbi.nlm.nih.gov/pubmed/27212660
https://doi.org/10.1371/journal.ppat.1006258


30. Kumar A, Hou S, Airo AM, Limonta D, Mancinelli V, BrantonW, et al. Zika virus inhibits type-I interferon
production and downstream signaling. EMBORep. 2016; 17(12):1766–75. https://doi.org/10.15252/
embr.201642627 PMID: 27797853

31. SchneiderWM, Chevillotte MD, Rice CM. Interferon-stimulated genes: a complex web of host defenses.
Annu Rev Immunol. 2014; 32:513–45. https://doi.org/10.1146/annurev-immunol-032713-120231
PMID: 24555472

32. Haddow AD, Schuh AJ, Yasuda CY, Kasper MR, Heang V, Huy R, et al. Genetic characterization of
Zika virus strains: geographic expansion of the Asian lineage. PLoS Negl Trop Dis. 2012; 6(2):e1477.
https://doi.org/10.1371/journal.pntd.0001477 PMID: 22389730

33. Ramos HJ, Lanteri MC, Blahnik G, Negash A, Suthar MS, Brassil MM, et al. IL-1beta signaling promotes
CNS-intrinsic immune control of West Nile virus infection. PLoS Pathog. 2012; 8(11):e1003039. https://
doi.org/10.1371/journal.ppat.1003039 PMID: 23209411

34. Verbist KC, Klonowski KD. Functions of IL-15 in anti-viral immunity: multiplicity and variety. Cytokine.
2012; 59(3):467–78. https://doi.org/10.1016/j.cyto.2012.05.020 PMID: 22704694

35. Li H, Saucedo-Cuevas L, Regla-Nava JA, Chai G, Sheets N, TangW, et al. Zika Virus Infects Neural
Progenitors in the Adult Mouse Brain and Alters Proliferation. Cell Stem Cell. 2016; 19(5):593–8. https://
doi.org/10.1016/j.stem.2016.08.005 PMID: 27545505

36. Way JH, Bowen ET, Platt GS. Comparative studies of some African arboviruses in cell culture and in
mice. J Gen Virol. 1976; 30(1):123–30. https://doi.org/10.1099/0022-1317-30-1-123 PMID: 1245842

37. Qian X, Nguyen HN, Song MM, Hadiono C, Ogden SC, Hammack C, et al. Brain-Region-Specific Orga-
noids Using Mini-bioreactors for Modeling ZIKV Exposure. Cell. 2016; 165(5):1238–54. https://doi.org/
10.1016/j.cell.2016.04.032 PMID: 27118425

38. Tang H, Hammack C, Ogden SC,Wen Z, Qian X, Li Y, et al. Zika Virus Infects Human Cortical Neural
Progenitors and Attenuates Their Growth. Cell Stem Cell. 2016; 18(5):587–90. https://doi.org/10.1016/
j.stem.2016.02.016 PMID: 26952870

39. Zhang F, Hammack C, Ogden SC, Cheng Y, Lee EM,Wen Z, et al. Molecular signatures associated
with ZIKV exposure in human cortical neural progenitors. Nucleic Acids Res. 2016; 44(18):8610–20.
https://doi.org/10.1093/nar/gkw765 PMID: 27580721

40. Simonin Y, Loustalot F, Desmetz C, Foulongne V, Constant O, Fournier-Wirth C, et al. Zika Virus
Strains Potentially Display Different Infectious Profiles in Human Neural Cells. EBioMedicine. 2016;
12:161–9. https://doi.org/10.1016/j.ebiom.2016.09.020 PMID: 27688094

41. Morrison J, Aguirre S, Fernandez-Sesma A. Innate immunity evasion by Dengue virus. Viruses. 2012;
4(3):397–413. https://doi.org/10.3390/v4030397 PMID: 22590678

42. Tsetsarkin KA, Chen R, ShermanMB,Weaver SC. Chikungunya virus: evolution and genetic determi-
nants of emergence. Curr Opin Virol. 2011; 1(4):310–7. https://doi.org/10.1016/j.coviro.2011.07.004
PMID: 21966353

43. Lanciotti RS, Kosoy OL, Laven JJ, Velez JO, Lambert AJ, Johnson AJ, et al. Genetic and serologic
properties of Zika virus associated with an epidemic, Yap State, Micronesia, 2007. Emerg Infect Dis.
2008; 14(8):1232–9. https://doi.org/10.3201/eid1408.080287 PMID: 18680646

44. Biancotto A, Wank A, Perl S, CookW, Olnes MJ, Dagur PK, et al. Baseline levels and temporal stability
of 27 multiplexed serum cytokine concentrations in healthy subjects. PLoS One. 2013; 8(12):e76091.
https://doi.org/10.1371/journal.pone.0076091 PMID: 24348989

Study of Zika virus pathogenesis and host inflammatory immune response in a novel murine model

PLOS Pathogens | https://doi.org/10.1371/journal.ppat.1006258 March 9, 2017 19 / 19

https://doi.org/10.15252/embr.201642627
https://doi.org/10.15252/embr.201642627
http://www.ncbi.nlm.nih.gov/pubmed/27797853
https://doi.org/10.1146/annurev-immunol-032713-120231
http://www.ncbi.nlm.nih.gov/pubmed/24555472
https://doi.org/10.1371/journal.pntd.0001477
http://www.ncbi.nlm.nih.gov/pubmed/22389730
https://doi.org/10.1371/journal.ppat.1003039
https://doi.org/10.1371/journal.ppat.1003039
http://www.ncbi.nlm.nih.gov/pubmed/23209411
https://doi.org/10.1016/j.cyto.2012.05.020
http://www.ncbi.nlm.nih.gov/pubmed/22704694
https://doi.org/10.1016/j.stem.2016.08.005
https://doi.org/10.1016/j.stem.2016.08.005
http://www.ncbi.nlm.nih.gov/pubmed/27545505
https://doi.org/10.1099/0022-1317-30-1-123
http://www.ncbi.nlm.nih.gov/pubmed/1245842
https://doi.org/10.1016/j.cell.2016.04.032
https://doi.org/10.1016/j.cell.2016.04.032
http://www.ncbi.nlm.nih.gov/pubmed/27118425
https://doi.org/10.1016/j.stem.2016.02.016
https://doi.org/10.1016/j.stem.2016.02.016
http://www.ncbi.nlm.nih.gov/pubmed/26952870
https://doi.org/10.1093/nar/gkw765
http://www.ncbi.nlm.nih.gov/pubmed/27580721
https://doi.org/10.1016/j.ebiom.2016.09.020
http://www.ncbi.nlm.nih.gov/pubmed/27688094
https://doi.org/10.3390/v4030397
http://www.ncbi.nlm.nih.gov/pubmed/22590678
https://doi.org/10.1016/j.coviro.2011.07.004
http://www.ncbi.nlm.nih.gov/pubmed/21966353
https://doi.org/10.3201/eid1408.080287
http://www.ncbi.nlm.nih.gov/pubmed/18680646
https://doi.org/10.1371/journal.pone.0076091
http://www.ncbi.nlm.nih.gov/pubmed/24348989
https://doi.org/10.1371/journal.ppat.1006258

