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Figure S1. Contigs from sRNA-seq; and (a) RNA-seq data (b) mapped to the reference genomes of two marafiviruses.



Table S1. The grapevine samples tested positive for grapevine-associated marafivirus (GaMV) using the primers CPla/1b
and RP1a/1b.

Samples location CP1a/1b RP1a/1b
Merlot Beijing + -
Bixiangwuhe Liaoning + -
Heimi Liaoning + +
Hafude Liaoning + -
Zizao Liaoning + -
Jinzaojing Liaoning + -
Dengwasimeigui Liaoning + -
Thompson Seedless Liaoning + -
Nanhalisi Liaoning - +
Muscat Hamburg Liaoning +
Crimson Seedless Liaoning + -
Ruby Seedless Liaoning + +
Muscat Kyoho Liaoning + +
Thompson Seedless Liaoning + -
Jiafeiyinv Liaoning + +
Bixiangwuhe Liaoning + +
Ruby Seedless Liaoning + +
Otilia Seedless Liaoning + -
Rose couitat Liaoning + +
Lefu Liaoning + -
Xiagnfei Liaoning + +
Fenghou Liaoning + -
Cabernet Sauvignon Ningxia -
Cabernet Gernischt Ningxia
Merlot Shandong + -
Merlot Sichuan + -
The number of positive samples 23 12

Total number of positive samples 26




Table S2. Sequence identities of CP genes among different grapevine-associated marafivirus (GaMV) isolates.

BXWH DWSM BXWH ML2 MIL2

MG 1 HM HFD Z7Z ]7Z] G ThS1 MH CrS RS1 MK ThS2 JFYN » RS2 OS LF XF ML1 clone3 clones

MG 100 993 100 100 99.3 100 100 98.0 993 100 100 100 98.0 100 100 98.7 100.0 99.3 100 100 98.7 98.7
BXWH1 99.8 100 99.3 99.3 987 993 993 974 987 993 993 993 974 993 993 98.0 993 993 993 99.3 987 987
HM 998 99.6 100 100 99.3 100 100 98.0 993 100 100 100 98.0 100 100 98.7 100 993 100 100 987 98.7
HFD 998 99.6 99.6 100 99.3 100 100 98.0 993 100 100 100 98.0 100 100 98.7 100 99.3 100 100 987 98.7
Y4 99.8 99.6 99.6 99.6 100 993 993 97.4 987 993 993 993 974 993 99.3 98.0 993 98.7 993 993 980 98.0
JZ] 100 99.8 99.8 99.8 99.8 100 100 98.0 993 100 100 100 98.0 100 100 98.7 100 99.23 100 100 98.7 98.7
DWSMG 99.6 993 993 993 993 99.6 100 98.0 993 100 100 100 98.0 100 100 98.7 100 99.3 100 100 987 98.7
ThS1 976 974 974 974 974 97.6 972 100 974 98.0 98.0 98.0 100 98.0 98.0 96.7 98.0 974 98.0 98.0 96.7 96.7
MH 998 996 99.6 99.6 99.6 998 993 974 100 993 993 993 974 993 993 98.0 99.3 98.7 993 993 98.0 98.0
CrS 99.6 993 993 993 993 99.6 991 972 993 100 100 100 98.0 100 100 98.7 100 99.3 100 100 98.7 98.7
RS1 99.3 991 99.1 99.1 99.1 993 989 969 99.1 99.3 100 100 98.0 100 100 98.7 100 99.3 100 100 98.7 98.7
MK 998 99.6 100 99.6 99.6 99.8 993 974 99.6 993 99.1 100 98.0 100 100 98.7 100 99.3 100 100 987 98.7
ThS2 976 974 974 974 974 976 972 100 974 972 969 974 100 98.0 98.0 96.7 98.0 974 98.0 98.0 96.7 96.7
JEYN 998 99.6 99.6 99.6 99.6 99.8 993 974 99.6 993 99.1 99.6 974 100 100 98.7 100 99.3 100 100 987 98.7
BXWH2 100 99.8 99.8 99.8 99.8 100 99.6 97.6 99.8 99.6 99.3 99.8 976 99.8 100 98.7 100 99.3 100 100 987 98.7
RS2 99.3 991 99.1 99.1 99.1 993 989 969 99.1 99.3 99.1 991 969 99.1 993 100 98.7 98.0 98.7 98.7 974 974
(O 100 99.8 99.8 99.8 99.8 100 99.6 97.6 99.8 99.6 993 99.8 97.6 99.8 100 99.3 100 99.3 100 100 98.7 98.7
LF 934 934 932 932 932 934 932 924 932 934 937 932 924 932 934 932 934 100 99.3 993 993 993
XF 99.8 99.6 99.6 99.6 99.6 998 993 974 99.6 99.3 99.1 99.6 974 99.6 99.8 99.1 99.8 93.7 100 100 98.7 98.7
ML1 100 99.8 99.8 99.8 99.8 100 99.6 97.6 99.8 99.6 993 99.8 97.6 99.8 100 99.3 100 934 99.8 100 98.7 98.7

cll\c/)[r]:; 92.8 928 926 92,6 926 928 92,6 919 926 928 92.6 926 919 926 928 926 928 91.7 928 928 100 100

Cll\(/)[EES 934 934 932 932 932 934 932 921 932 934 932 932 921 932 934 932 934 919 932 934 976 100

Note: nt identity between different GaMV isolates in the lower left; aa identity in the upper right.



