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S1 (a, b). Neighbor-joining tree showing the distribution of
complete nucleotide sequences RN A1 of Russian grapevine fanleaf virus (GFLV)
isolates (@) and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are
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Supplementary Figure S2 (a, b). Neighbor-joining tree showing the distribution of
complete nucleotide sequences RN A2 of Russian grapevine fanleaf virus (GFLV)
isolates (@) and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are

shown.
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Supplementary Figure S3. Neighbor-joining tree showing the distribution of complete genome
nucleotide sequences of Russian grapevine fanleaf virus satellite RNA (GFLV sat) isolate (@)
and world GFLV sat and Arabis mosaic virus satellite RNA (ArMV sat) isolates. Bootstrap
values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure S4 (a-c). Neighbor-joining tree showing the distribution of complete

genome nucleotide sequences of Russian grapevine rupestris stem pitting-associated virus

(GRSPaV) isolates (@) and world isolates. I, II, IIl and IV molecular groups are indicated as (@),

(@), (@) and (@), respectively. Bootstrap values >60% (1000 bootstrap replicates) are shown.



BK011070.1 Italy
BK011071.1 Italy
MHO087444.1 Italy
MT414711.1 Greece
BK011104.1 China
KY747493.1 Pakistan
KY747494.1 Pakistan
BK011105.1 China
BK011106.1 China
BK011085.1 China
BK011075.1 China
BK011076.1 China
BK011074.1 China
BK011087.1 China
BK011088.1 China
BK011083.1 China
BK011084.1 China
LC601811.1 Japan
LC601812.1 Japan
D1446h Russia
D1434h Russia
D1425h Russia
BK011060.1 Italy
BK011064.1 Italy
BK011081.1 Italy
BK011061.1 Italy
BK011063.1 Italy
BK011062.1 Italy
BK011069.1 Italy
KU949328.1 Slovakia
KF134123.1 Slovakia
KF686810.1 Slovakia
KF134124.1 Slovakia
ON548148.1 Russia
ON548151.1 Russia
D1370h Russia
ON548149.1 Russia
ON620250.1 Russia
D1448h Russia
D1441h Russia
D1427h Russia
D1431h Russia
D1429h Russia
BK011065.1 Italy
BK011067.1 Italy
D1366h Russia
D1358h Russia
D143%h Russia
D1423h Russia
BK011094.1 Italy
BK011096.1 Italy
BK011095.1 Italy
BK011093.1 Italy
BK011092.1 Italy
BK011091.1 Italy
MHO087446.1 Italy
BK011078.1 Italy
BK011079.1 Italy
MH087439.1 Italy
MH087440.1 Italy
D1420h Russia
D1284h Russia
D1436h Russia
D1435h Russia
ON548153.1 Russia
ON620249.1 Russia
0L961512.1 Russia
ON548147.1 Russia
D1421h Russia
D1418h Russia
D1428h Russia
D1379h Russia
D1287h Russia
D1368h Russia
89 D1363h Russia
D1367h Russia
D1283h Russia
[ KF134125.1 Slovakia
MK514528.1 USA
ON548150.1 Russia
g ON620247.1 Russia
D1452h Russia
o7— KU312039.1 Italy
MHO087447.1 Italy
MZ220971.1 Unknown
ON620248.1 Russia
100 — MH802023.1 Unknown
MZ220969.1 Unknown
ON548152.1 Russia
o7 KX522755.1 Germany
99— ON567239.1 Russia

Supplementary Figure S5. Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian grapevine Pinot gris virus (GPGV) isolate (@)
and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure S6 (a, b). Alignment of (a) MP/CP nucleotide sequences; (b)

movement proteins (MP) of Russian grapevine Pinot gris virus (GPGV) isolates and
reference isolates (NC_015782.2). 6685 and 6688 T/C polymorphisms are marked in
boxes. The stop codons are indicated by gray stars.
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Supplementary Figure S7. Neighbor-joining tree showing the distribution of complete genome

nucleotide sequences of Russian grapevine virus A (GVA) isolates () and world isolates.

Representative isolates from I molecular group are indicated as (@). Bootstrap values >60% (1000

bootstrap replicates) are shown.
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Supplementary Figure S8. Neighbor-joining tree showing the distribution of complete genome
nucleotide sequences of Russian grapevine virus T (GVT) isolates (@) and world isolates. II and

V molecular groups are indicated as (@) and (*), respectively. Bootstrap values >60% (1000

bootstrap replicates) are shown.
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Supplementary Figure S9. Neighbor-joining tree showing the distribution of complete genome
nucleotide sequences of Russian grapevine Kizil Sapak virus (GKSV) isolates (@) and world
isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure $S10. Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian grapevine leafroll-associated virus 1 (GLRaV-1) isolate
(@) and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.

12



KU362272.1 Turkey -
m LC387467.1 South Korea

@ ON®645908.1 Russia
JF811852.1 USA

JF811851.1 USA

JF811853.1 USA

JF811836.1 USA

100 JF811838.1 USA

[ ]
[ ]
[ ]
[ ]
[ ]
@ JF811837.1 USA
KU362270.1 Turkey
0o KU362276.1 Turkey
94| L KU362278.1 Turkey
KU362275.1 Turkey
63 MH807218.1 Unknown
KY821089.1 USA
@ JF811845.1 USA
0| — @ JF811841.1 USA
100 @ JF811842.1 USA
o7 KU362264.1 Turkey
KU362273.1 Turkey
KU362277.1 Turkey
KU362266.1 Turkey — 1II
KU362274.1 Turkey
70 KU362265.1 Turkey
o1| — KU362271.1 Turkey
84L | R135616.1 Algeria
— D1371d Russia
@ ON620256.1 Russia
KP067352.1 China
@ JF811834.1 USA
@ JF811843.1 USA
98l @ JF811844.1 USA
JF811835.1 USA
@ JF811833.1 USA
@ JF811839.1 USA
@ JF811840.1 USA
KP067342.1 China
KP067360.1 China
KP067375.1 China
KP067343.1 China
KP067349.1 China
KP067371.1 China
JX983132.1 China
@ ON645909.1 Russia
JX983133.1 China
JX983134.1 China
MG925331.1 France
MH807221.1 Unknown
NC 016509.1 Canada
MW810493.1 Russia
MW810491.1 Russia
MZ065366.1 Russia

6 @ JF811854.1 USA
@ JF811855.1 USA
@ JF811857.1 USA
661 JF811859.1 USA i
JF811856.1 USA
88 LR135617.1 Algeria
68L- MW810495.1 Russia
KP067348.1 China
KP067345.1 China
100
g

67

J\

MH807220.1 Unknown
MH807222.1 Unknown
KY827404.1 Czech Republic
MH807217.1 Unknown
MH807219.1 Unknown
MW810492.1 Russia
MW810494.1 Russia
MZ065367.1 Russia
MH807213.1 Unknown -

Supplementary Figure S11. Neighbor-joining tree showing the distribution of coat protein
nucleotide sequences of Russian grapevine leafroll-associated virus 1 (GLRaV-1) isolate

(®) and world isolates. IT and III molecular groups are indicated as (@) and (@), respectively.
Bootstrap values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure S12. Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian grapevine leafroll-associated virus 7 (GLRaV-7)
isolates (@) and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure S13. Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian grapevine satellite virus (GV-Sat) isolate (@) and
world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure S14 (a, b). Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian hop stunt viroid (HSVd) isolates (@) and world
isolates. Hop and Plum-Hop/cit3 molecular groups are indicated as (@) and (*), respectively.

Bootstrap values >60% (1000 bootstrap replicates) are shown.
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Supplementary Figure S15 (a-d). Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian grapevine yellow speckle viroid 1 (GYSVd-1) isolates
(®) and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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FJ597923.1 China
FJ597924.1 China
FJ597915.1 China
FJ490175.1 China
FJ597922.1 China
NC 003612.1 Unknown
LC424185.1 Japan
LC177112.1 South Korea
FJ597925.1 China
FJ597926.1 China
FJ597917.1 China
FJ597920.1 China
FJ597918.1 China
KJ489020.1 Italy
FJ597946.1 China
FJ5987921.1 China
MZ196515.1 Russia
KJ489022.1 Italy
LR735996.1 Greece
KF007319.1 Chile
FJ597943.1 China
KP010023.1 Thailand
KF007320.1 Chile
LR735994.1 Greece
KX966255.1 Unknown
KX966257.1 Unknown
KJ489021.1 Italy
MG780425.1 India

D1357r Russia

KY978405.1 Pakistan
KJ489023.1 Italy
MG780426.1 India
FJ597944.1 China
FJ597942.1 China
FJ597941.1 China
KF007315.1 Chile
JNO08867.1 Iran
FJ597945.1 China
FJ597947.1 China
KF007318.1 Chile
FJ490172.1 China
FJ597938.1 China
KF007317.1 Chile
MT338564.1 India
63— KF007314.1 Chile

’7 KF007316.1 Chile

LR735995.1 Greece
LE LR735993.1 Greece
63— LR735992.1 Greece

— MF979530.1 Croatia

(b)

L FJ597939.1 China

Supplementary Figure S16 (a, b). Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian grapevine yellow speckle viroid 2 (GYSVd-2) isolates
(@) and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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KJ019301.1 India
KJ019302.1 India
76| — KJ019304.1 India
611 KR706469.1 Turkey
—— FJ746784.1 China
FJ746828.1 China
‘E FJ746779.1 China
FJ746813.1 China
EU743609.1 China
{ FJ746819.1 China
HM211854.1 China
FJ746816.1 China
FJ746831.1 China
FJ746766.1 China
{ JQ686707.1 Iran
JQ686705.1 Iran
L FJ746752.1 China
FJ746744.1 China
FJ746753.1 China
FJ746745.1 China
FJ746765.1 China
FJ746826.1 China
EU743605.1 China
| FJ746749.1 China
KY404214.1 Iran
KF876038.1 Iran
KF876039.1 Iran
JND08865.1 Iran
JQB86706.1 Iran
D1370a Russia
FJ746746.1 China
KY404209.1 Iran
JX110706.1 Iran
o5 FJ940923.1 Iran
M o JX110704.1 Iran
3| JX110705.1 Iran
84— KY404211.1 Iran
KF876035.1 Iran
FJ746769.1 China
EU743603.1 China
FJ746774.1 China
M EU743608.1 China
FJ746812.1 China
FJ746825.1 China
— KY404212.1 Iran
L FJ746764.1 China
ON669251.1 Russia
DQ362909.1 China
EU743604.1 China
FJ746783.1 China
FJ746815.1 China
FJ746755.1 China
FJ746757.1 China
FJ746807.1 China

DQ362911.1 China
E DQ362915.2 China
FJ746806.1 China

DQ362913.1 China
FJ746795.1 China
FJ746788.1 China
FJ746797.1 China
FJ746786.1 China
FJ746802.1 China
FJ746800.1 China
FJ746803.1 China

Supplementary Figure S17. Neighbor-joining tree showing the distribution of complete
genome nucleotide sequences of Russian Australian grapevine viroid (AGVd) isolate (@)
and world isolates. Bootstrap values >60% (1000 bootstrap replicates) are shown.
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