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ZMV [ Epsilonarterivirus zamalb / KT166441 [/ Zambia
FSVV / Epsilonarterivirus safriver / KR862307 /2010 / South Africa
SHEV / Epsilonarterivirus hemcep / KM677927 / 1964 / USSR
KRCV-1 / Zetaarterivirus ugarco 1 / KC787630 / 2012 / Uganda
KRCV-2 / Etaarterivirus ugarco 1 / KC787658 / 2012 / Uganda
MYBV / Thetaarterivirus mikelba 1 / KM110938 / 1986 / Tanzania

- KKCBV / Thetaarterivirus kafuba { KT447550 / 2012 / Zambia

- SHFV / Deltaarterivirus hemfev / AF180391

- KRTGV [ lotaarterivirus kibreg 1 / JX473849 / 2010 / Uganda

- DBMAV /[ lotaarterivirus debrazmo / KP126831 / 2010 / Cameroon
PBJV / lotaarterivirus pejah / KR139839 / 1989 / USA

91 - RtClonAV / Betaarterivirus ninrav / KU302440 / 2015 / China

RtMrufAV / Betaarterivirus chinrav 1 / KP280006 / 2014 / China

RtEiAV / Betaarterivirus sheoin / KY369968 / 2014 [ China

PRRSV-2 / Betaarterivirus suid 2 / U87392

RtMCcAR / Betaarterivirus timiclar / KY369967 / 2014 / China

PRRSV-1 / Betaarterivirus suid 1 / M96262

----- - RtClanAV / Nuarterivirus guemel / KY369969 / 2015 / China

LDEV / Gammaarterivirus lacdeh / U15146

|OAV-1 / Oecomys arterivirus 1 / 2015/ Brazill

APRAV / Lambdaarterivirus afriporav / KP026921 / 2010 / Cameroon

0SV / Muarterivirus afrigant / MF324848 / 2016 / Guinea

EAV / Alphaarterivirus equid [ X53459

WPDV / Kappaarterivirus wobum [ JN116253 / 1995 / New Zealand
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Figure S1. Phylogenetic reconstruction based on the polyprotein 1b predicted sequence
alignment.



