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Figure S1. Body weight of mice inoculated with JEV strains (GlI, GIV, GV) at three different doses (103, 104, 10°

PFU/mouse) as shown in Figure 3. Colored lines indicate individual mice.
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Figure S2. Body weight of mice inoculated with JEV strains (GlI, GIV, GV) at two different doses (3 x 102, 3 x 10°
PFU/mouse) as shown in Figure 4. Colored lines indicate individual mice.
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Figure S3. Comparison of the complete amino acid sequence of E protein (500 residues) in GIV JEV strains.
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Figure S4
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IV_19CxBa-83 FNCLGMGNRDE IEGSGATWYVDLVLEGDSCLT IMARIDRP TLDVRMIN IEASQLAEVRS YCYHASVTDISTVARCPTTGEAHNBKRADSY VCKOGFTDRG
V_Muar FNCLGMGNRDE IEGYSGATWVDLVLEGDSCLT IMANDKPTLDVRMINIEAMOLAEVRIY CYHARVIAD T STVARCPTTGEAHNIRERADS S Y VCKQGHI DRG
I_Mie4l 101 WGNGCGLFGKGSIDTCAKFSCTSKAIGEMIQPENIKYEVGIFVHGTTTSENHGNY SAQMGASQARKETTPNAPSITLKLGDYGEVTLDCEPRSGLNTEA

IITI Beijing-1 101 WGNGCGLFGKGSIDTCAKESCTSKAT TIQEENIKYEVGIFVHGTTTSENHGNYSAQ ASQAAKFTWYITPNAPSITLKLGDYGEVTLDCEPRSGLNTEA

IV_19CxBa-83 101 WGNGCGLFGKGSIDTCAKFSCTSKAMGMIIQPENIKYEVGIFVHGTTTSENHGN YRjAOMGASQAAKE TTPNAPSITLKLGDYGEVTLDCEPRSGLNTEA
V_Muar 101 WGNGCGLEGKGSIDTCAKFCERIKA TGl QPENTKYEVGFVHGT T TIENHGNY SAQMGASQAAKFTHT PNAPS ITLKLGDYGEVTYDCEPRSGNTEA
I_Mie4l 201 FYVMTVGSKSFLVHREWFHDLEJLPWTSPSSTAWRNRELLMEFEEAHATKQSVVALGSQECELHOALAGATVVEYSSSVKLT SGHLKCRLKMDKLALKGTT

IIT Beijing-1 201 FYVMTVGSKSFLVHREWFHDLALPWTEPSSTAWRNRELLMEFEEAHATKQSVVALGSQEGELHOALAGAIVVEYSSSVKLTSGHLKCRLKMDKLALKGTT

IV_19CxBa-83 201 FYVMTVGSKSFLVHREWFHDLALPWTSESETAWRNRELLMEFEEAHATKQSVVALGSQEGINLHQALAGATVVEYSSSVKLTSGHLKCRLKMDKILKGTT
V_Muar 201 FYViTvelKSFLVHREWHYDLAL DS PSSTWRNREM BEFEEAHATKQS VVALGSQEGINLHOALAGATVVEY SSSVKLT SGHLKCRLKMDKLALKGTT
I Mie4l 301 YGMCTEKFSFAKNPADTGHGTVVIEL@YSGSDGPCKIPIVSVASLNDMTPVGRLVTVNPEVATSSENSKVLVEMEPPFGDSY IVVGRGDKQINHEWHKAG
III_Beijing-1 301 YGMCTEKFSFAKNPADTGHGTVVIELJJvSGSDGPCKIPIVSVASLNDMTPVGRLVTVNPFVATSSINSKVLVEMEPPEGDSYIVVGRGDKQINHHWKAG
IV_19CxBa-83 301 YGMCTEKFSFAKNPADTGHGTVVIELQYSGSDGPCKIPIVSVASLNDMTPVGRLVTVNPFVATSSENSKVLVEMEPPEGDSY IVVGRGDKQINHHWHKIGG
V_Muar 301 YGMCTEKESFEKNPADTGHGTVVIELQYHGEDGPCKIPIfSsvASLNDBI PVGRLVTVNP VAT SEANSKY LVEE PPEGDS[I VVGRGDKQINHHWHKAG
I_Miedl 401 STLGKAFSTTLKGAQRLAALGDTAWDEGSIGGVENSIGKAVHQVFGGAFRTLFGGMSWITQGLMGALLLWMGNARDRS IALAFLATGGVLFLATNVHA

IITI Beijing-1 401 STLGKAFSTTLKGAQRLAALGDTAWDFGSIGGVENSIGKAVHQVFGGAFRTLFGGMSWITQGLMGALLLWM ARDRSIALAFLATGGVLIYELATNVHA

IV_19CxBa-83 401 STLGKAFSTTLKGAQRLAALGDTAWDFGSIGGVENSIGKAVHQVFGGAFRTLFGGMSWITQGLMGALLLWMGYNARDRS IAMAF TG - LATNVHA
V_Muar 401 SELGKAFETTLKGAQRLAALGDTAWDFGSIGGVFNSIGKAVHQVFGGAFRTLFGGMSWITQGLMGALLLWM ARDRSIALAFLATGGVLMELATNVHA
AA difference
Strain vs. strain AA identity Strain (vs. Glll_Beijing-1)
Mie/41/2002 vs. 19CxBa-83-Cv 95.4% Mie/41/2002 8/500 (1.6%)
_ 19CxBa-83-Cv 26/500 (5.2%)
Mie/41/2002 vs. Muar 91.6%
Muar 42/500 (8.4%)
19CxBa-83-Cv vs. Muar 90.6%

Figure S4. Comparison of the complete amino acid sequence of E protein (500 residues) of Mie/41/2002 (Gl), Beijing-1 (GlII,
accession no. L48961), 19CxBa-83-Cv (GIV), and Muar (GV) strains of JEV.
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