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A. Multiple Sequence Alignment of Congo virus Asia-1 genotype genomes retrieved from NCBI with accession numbers
AAM48107, AAK52742, BAB84572, AIE16134, ABB30033, AIE16135, ABB30035, ABB30032, AIE16129, AIE1612BS,
AIE16130, AIE16131, AIEL$133, AIE16132, AAW84284, AAK52743, ABB30029, BA84577, AF338470 and BAB84578
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BABS84578.1 [ c G HAEEESTRTH MG 1689
AAK18286.1 [B c G BAEEESTRTH WG 1689
AAK52743.1 EME c G BAEEESTRTH WG 1689
AAWS4284.1 EVMEGWR c G HAEEESTRTH MG 1689
ABB30029.1 [EMEGWR c G HAEEESTRTH MG 1689
AlIE16128.1 EMEGWR c G BAEEESTRTH WG 1689
AlIE16130.1 EMEGWR c G BAEEESTRTH WG 1689
AIE16129.1 [EM c G HAEEESTRTH MG 1689
AIE16131.1 EVEG c G HAEEESTRTH MG 1689
AlIE16133.1 EMEGWR c G BAEEESTRTH WG 1689
AlE16132.1 EMEG c G BAEEESTRTH WG 1689
ABB30032.1 EMEGWR c G HAEEESTRTH MG 1687
ABB30033.1 [EMEGWR c G HAEEESTESH MG 1689
AlIE16134.1 EMEGWR c G BAEEESTRSH WG 1689
ABB30035.1 EMEGWR c G HAEEESTKSH MG 1689
AIE16135.1 EVMEGWR c G HAEEESTESH MG 1689
AAK52742.1 EMEGWR c KGK G HAEEESTRTH MG 1689

KCCRRTRGHE | N |
BABs4s72.1 EMECWRIEEC EKCCRRTRGE ENNKKGENKE EBGEREABRR MAEEESTRTH MG 1689

Consensus FMFGWRILFC FKCCRRTRGL FKYRHLKDDE ETGYRKIITIER LNNKKGKNKL LDGERLADRK TAELFSTKTH IG
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B. GP1 protein sequence alignment between the Congo virus Asia-1 genotype retrieved from NCBI with accession
numbers AAM48107, AAK52742, BAB84572, AIE16134, ABB30033, AIE16135, ABB30035, ABB30032, AIE16129,
AIE1612B8, AIE16130, AIE16131, AIE16133, AIE16132, AAW84284, AAK52743, ABB30029, BA84577, AF338470

and BAB84578 2 4 % 3
PTNlSllNll Bsqc BETHE BEWCKREN Q G ERTPSTHESPT
PTGRSK TESQG MGK il | CKRN QK GKGHENE TPSTHESPT
PTG.S. TESQG MGK il | N Q GKGHENE TPSTHESPT
PTGRSK TESQG MGK i | N Q GKGHENE TPSTHESPT
PTGRSK THESQG ¥GK il | N oK GKGHENE TPSTHSPT
PTSRSK TESQG MGK il | N Q GEGHENE TPSTHESPT
PTSRSKRNEE TESQG MGK il | N Q GEGHENE TPSTHESPT
PTNRESKRNEE TESQG MGK i | N N QK GEGHENE ERTPSTHESPT
PTNlSllNll ¥GK il | N N oK GEGHENE ERTPSTESPT
PENRSKRN MGK il | N N Q GEGHENE TPSTHESPT
PTNRSK MGK il | N N Q GEGHENE TPSTHESPT
PTNRSK NGK il | N N QK GEGHENE TPSTHESPT
PTNRSK ¥GK il | N N Q GEGHENE TPSTPSPT
PTNRSK il | N N Q GEGHENE PSTHSST
PTNRSK il | N N Q GEG E PSTHSST
PTNRSK i | N N Q GEG E PSTHSST
PTNRSKRNEE il | N N Q GEG E PSTHESST
PTNRSKRNEE ETE GEEEWCKRN NEE Q GEGHENE VpPSTHESST
PTNRSKRNEK TEGHETE EGEEEWCKRN N Q GEG ERTPSTPGST
PTNRESKRNEK TEGETEEEET EGEEEWCKEN N Q GE ERTPSTPGST
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C. GP2 protein of Congo virus Asia-1 genotype multiple sequence alignment among the genomes retrieved from NCBI
with accession numbers AAM48107, AAKS52742, BAB84572, AIE16134, ABB30033, AIE16135, ABB30035,
ABB30032, AIE16129, AIE1612B8, AIE16130, AIE16131, AIE16133, AIE16132, AAW84284, AAK52743, ABB30029,

BA84577, AF338470 and BAB842§78.
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I
TEVENC VWEHETSQERQC

AAM48107.1 SSTCH WP WcWGNGTGeT SENE 74
BABS84577.1 SSTCH P HSENWRCNPT WCWGMGTGCT o
BAB84578.1 SSTCH P HSENWRCNPT WcWceNGTGCT i
AAK18286.1 SSTC| P HSENWRCNPT WCWGMGTGCT WKM o
AAK52743.1 SSTC| P HSENWRCNPT WCWGNGTGCT WKM o
AAWS4284.1 SSTCH P HSENWRCNPT WcWeMGTGCT WM S
ABB30029.1 SSTCH P HSENWRCNPT WcWceMGTGCT WM S
AIE16128.1 SSTC P HSENWRCNPT WCWGMGTGCT WKM S
AIE16130.1 SSTC P HSENWRCNPT WCWGNGTGCT WKM S
AIE16129.1 SSTCH P HSENWRCNPT WcWeMGTGCT WM S
AIEI6131.1 SSTCH P HSENWRCNPT WcWceNGTGCT WM S
AIE16133.1 SSTC P HSENWRCNPT WCWGMGTGCT WKM S
AIE16132.1 SSTC P HSENWRCNPT WCWGNGTGCT WKM S
ABB30032.1 SSTCH P HSENWRCNPT WcWeMGTGCT WM S
ABB30033.1 SSTCH P HSENWRCNPT WcWceNGTGCT WM S
AIE16134.1 SSTC P HSENWRCNPT WCWGMGTGCT WKM S
ABB30035.1 SSTC P HSENWRCNPT WCWGNGTGCT WKM S
AIE16135.1 SSTCH P HSENWRCNPT WcWeMGTGCT WM S
AAK52742.1 SSTCH P HSENWRCNPT WcWceMGTGCT WM S
BAB84572.1 SSTCH WP HSENWRCNPT WCWGNMGTGCT TEANNC MEENSQERQC SHENE 7+
Consensus SS TCLHKEWP HS RNWRCNPT WCWGVGTGCT TDYMFVKWKV EYIKTEAIVC VELTSQERQC SLIE
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