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Fig. S1. a Growth curves of FSS13025 and MR766 in Vero cells. The cells were
infected with FSS13025 or MR766 at an MOI of 0.1. L.O.D., limit of detection.
Two-way ANOVA was performed for statistical analysis. ***, P < 0.001. b Vero
cell viability were detected after inoculate with FSS13025 or MR766 at an MOI
of 0.01, with DMEM media for Mock in the meantime. The viability was detected
at 48 h post infection. Data of growth curves and the cell viability represent the
means and SD from one of three independent experiments. ¢ Neurovirulence
of FSS13025 and MR766 in CD-1 mice. Neonatal mice were intracranially (i.c.)
inoculated with either 1 PFU of viruses or PBS, and mortality was observed
over a 3-week course. FSS13025: n=10; MR766: n=14; PBS: n=10. (n, number
of mice). Log-rank test was performed for statistical analysis. ****, P < 0.0001.
Source data are provided as a Source Data file.
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Fig. S2. Comparative Analysis of Amino Acid Sequences in the preM/E
Region of African and Asian-Lineage Zika Virus Strains. The collection of
52 Zika viral strains, consisting of 43 Asian lineage and 9 African lineage
representatives, was used to serve as the representative sequence for analysis.
The NCBI accession ID was list in the left side of the plot and in the bottom is
a bar that indicate the amino acid position. The NCBI reference sequence
NC 035889 was used as the reference sequence for other 51 sequences. Sites
with amino acid type different from the reference sequence was labeled as
brown in the amino acid bar and the detailed amino acid in this site was shown
in the row of each viral strain. For all these sites that have varied amino acid
with reference sequence, a total of 11 sites exhibited a high degree of
conservatism between Asian lineage and African lineage. All the African lineage
viruses have one type of amino acid while the Asian lineage viruses have
another. These sites were heighted with a gray background. The 6 sites that
were selected for further analysis were labeled with a red node, located at the
top of the corresponding site number.



