Fig. S1. Sequence alignment of flaviviruses NS5.

Sequence variation of residues 370-406 (A) and 886-903 (B) of ZIKV and representative
flaviviruses NS5. Arrows indicate key motifs mentioned above. The alignment was performed
using Clustal X. The virus sequences and their GenBank accession numbers are as follows:
ZIKV-MR766 (AY632535.2), ZIKV H/PF/2013 (KJ776791.2), ZIKV-SZ01 (KU866423.2),
DENV-2 (AES93110.1), JEV (AOT85941), TBEV (KJ755186.1), WNV (JN183897.1), and

YFV (AAY34248.1).

A
ZIKV-MR766 370 GTRQVMNIVSSWLWKELCG JVCTKEEFINKVRS 406
ZIKV-H/PF/2013 370 GTRQVMSMVSSWLWKELG JVCTKEEFINKVRS406
ZIKV-SZ01 370 GTRQVMSMVSSWLWKEL JVCTKEEFINKVRS 406
DENV-2 369 GTKKLMKITAEWLWKELG MCTREEFTRKVRS 405
JEV 370 CAKEVLNETTNWLWAHLS JLCTKEEFIKKVNS 406
TBEV 370 GTKVIMRAVNDWILERLZA MCSREEFIAKVKS406
WNV 371 GVKYVLNETTNWLWAFL2 MCSREEFIRKVNS407
YFV 370 GTRKIMRVVNRWLFRHLZ JLCTKEEFIAKVRS 406

B

ZIKV-MR766 886 LSTQ
ZIKV-H/PF/2013 886 LSTQVE
ZIKV-SZ01 886 LSTQ
DENV-2 883 MPS
JEV 888 MTSIR
TBEV 886 LSC
WNV 888 MSS
YFV 888 LT
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