Figure S1. Sequence alignment of open reading frames(ORFs) compared between VN/HY/2019-
ASFV1(represented by VN_HA-ASFV1) and VN/QP/2019-ASFV1(represented by VN_QP-ASFV1 with other

ASFV strains.
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(b) Sequence Alignment of EP153R proteins
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(c) Sequence Alignment of MGF360-1L nucleotides
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(d) Sequence Alignment of MGF360-1L proteins

VN_HA-ASFV1 (+1)

VN_QP-ASFV1 (+1) - - - -

ASFV-wBS01 (+1) MPSI.QA.TI
CN_2019_InnerMongolia-AES01 (+1) MPSTHQAR
Georgia2007_1(+1) MPSTHQANTE

ASFVWuhan 2019-1(+1) - - - -

Benin 97_1(+1) MPSTHGANTE
Italy_26544_0G10(+1) MPSTEQAN
Italy_47_Ss_2008 (+1) MPSTEQARTH
Portugal_L60 (+1) MPSTHQAR
Porugal_NHY_196% (+1) MPSTHEQA
Portugal_QURT 88_3 (+1) MPS'[IQAITI
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China_AnhuiXCGQ (+1)
Belgium_Etalle_wb_2018 (+1)
ASFV_pig_China_CAS19-01_2019 (+1)
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Poriugal_QURT 88_32 (+1)
GZ201801 (+1)
China_AnhuiXCGQ (+1)
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(e) Sequence Alignment of MGF110-1L nucleotides
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(f) Sequence Alignment of MGF110-1L proteins
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