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Supplementary Table 1: Primers used for gene expression experiments. 

Gene Forward Primer (5' to 3') Reverse Primer (5' to 3') Source 
IFNα CTTCCTCCAAGACAACGATTACAG AGGAACCAGGCACGAGCTT Kuchipudi et al. [1] 
IFNβ CCTCCAACACCTCTTCAACATG TGGCGTGCGGTCAAT Suzuki et al. [2] 
18S TGTGCCGCTAGAGGTGAAATT TGGCAAATGCTTTCGCTTT Kuchipudi et al. [1] 

MDA5 AGGAGGACGACCACGATCTCT CCACCTGTCTGGTCTGCATGT Chhabra et al. [3] 
IL1β TGCTGGTTTCCATCTCGTATGT CCCAGAGCGGCTATTCCA Chhabra et al. [3] 

OASL ACATCCTCGCCATCATCGA GCGGACTGGTGATGCTGACT Barber et al. [4] 
 
Supplementary Table S2: Primers and probe used for Zika virus RNA detection1.  

Name Type Sequence (5' to 3') 
Zika-Dual-For primer ATATCGGACATGGCTTCGGA 
Zika-IbH-Rev primer GTTCTTTTACAGACATATTGAGTGTC 

Zika-Dual FAM-labeled probe TGCCCAACACAAGGTGAAGCCTACCT 
1 primers and probe were first described in Goebel et al [5]. 
 



 
Supplementary Figure S1:  Viral RNA detection in additional tissues of 1 day-old (1d.o.) chickens 
inoculated with live or killed Zika virus. Chickens were inoculated with 107 TCID50 units of infectious 
Zika virus (ZIKV; live) or UV-inactivated ZIKV (killed), and blood and tissues were collected following 
euthanasia at seleted timepoints as described in Figure 4. ZIKV viral RNA quantified by real-time PCR 
relative equivalent units (REU) against a TCID50 standard are shown. The median of animals per 
timepoint is shown by height of bar graph. Symbols represent measurements from individual animals in 
liver (A), duodenum (B), kidney (C), and pancreas (D). Open symbols represent individuals with 
undetectable viral RNA, at or below the limit of detection (LOD), which is shown as a dashed line. All 
specimens tested from killed inoculum group had undetectable viral RNA. 
  



 



Supplementary Figure S2: STAT2 protein comparison between chicken, human and mouse. (A) 
Maximum likelihood phylogeny analysis of STAT2 of human, mouse, and chicken was performed using 
the neighbor joining method (Kimura 80 nucleotide substitution model). (B) Multiple sequence alignment 
of amino acids. Boxed amino acids represent residues implicated in binding between Zika virus NS5 and 
human STAT2 [6]. Green boxes represent those binding amino acids with homology between human and 
mouse. Amino acids within the red boxes represent variation among the species. The coiled-coil domain 
(CCD) includes residues 131 through 319 using the alignment numbering (residues 140 to 315 of human 
STAT2). (C) Structural alignment of human (PDB ID: 6WCZ), mouse, and chicken STAT2. Mouse 
(UniProt ID:  Q9WVL2) and chicken (UniProt ID: A0A3Q2U7J6) structures were generated with 
AlphaFold [7] and structural alignment was performed using YASARA (Version 23.12.24). 
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