Figure S3 Mapping and distribution plots of vsiRNAs (reads) from the Fv_StrV-1_A, Fv_StrV-1_B, and Fv_StrvV-1_AB

samples.

Plant Fv_StrV-1_A -datasets S95, S98

Plant Fv_StrV-1_B -datasets S99, S107, S108

Plant Fv_StrV-1_AB -dataset S101

Color legends show strand specificity of the mapped reads. Axes of abscissas show genomic positionin nucleotides, axes of ordinary -
sequence (mapping) coverage.

Mappings of the S101 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific specific,
% %from
total
mapped
reads
S101 10000000 SMoV SMoV_RNAIA 73 0.001 1.6 89.0 11 15.1
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain

reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S101 10000000 SMoV SMoV_RNA1B 103 0.001 L3 88.3 39 37.9
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S101 10000000 SMoV SMoV_RNAI1C 137 0.001 16 90.5 73 533
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain

reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S101 10000000 SMoV SMoV_RNA2A 127 0.001 15 96.9 87 68.5
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S101 10000000 SMoV SMoV_RNA2B 33 0.000 2.0 100.0 0 0.0
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S101 10000000 SMoV SMoV_RNA2C 140 0.001 13 92.1 76 543
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Mapping coverage of SMoV_RNA2C specific reads (76 reads) Length distribution of the reads
Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance specific specific,
% % from
total
mapped
reads
S101 10000000 StrvVl StrVI_A 13594 0.136 0.7 4.8 11985 882
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S101 10000000 Strvl StrV1_B 14411 0.144 1.7 4.7 13356 92.7
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads,  balance % specific  specific,
% % from
total
mapped
reads
S101 10000000 StrVl StrVi_C 1549 0.015 3.6 5.2 60 3.9
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Mappings of the S107 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S107 10000000 SCV SCV_A 1 0.000 Infinity 100.0 11 1100.0
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S107 10000000 SCV SCV_B 2 0.000 1.0 100.0 39 1950.0
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Mapping coverage of SCV_B specific reads (39 reads) Length distribution of the reads
Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S107 10000000. SMoV SMoV_RNA1A 298 0.003 16 82.6 73 24.5
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain

reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S107 10000000. SMoV SMoV_RNA1B 206 0.002 1.4 79.1 87 42.2
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S107 10000000. SMoV SMoV_RNA1C 404 0.004 15 83.9 0 0.0
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S107 10000000. SMoV SMoV_RNA2A 319 0.003 13 85.0 76 23.8
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S107 10000000. SMoV SMoV_RNA2B 124 0.001 1.8 89.5 11985  9665.3
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S107 10000000. SMoV SMoV_RNA2C 373 0.004 16 81.0 13356  3580.7
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads,  balance % specific  specific,
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific specific,
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Mappings of the S108 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance specific  specific,
% % from
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S108 10000000 SMoV SMoV_RNA1A 199 0.002 .3 87.9 73 36.7
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain

reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S108 10000000 SMoV SMoV_RNA1B 133 0.001 1.8 87.2 87 65.4
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
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S108 10000000 SMoV SMoV_RNA2A 154 0.002 23 90.3 76 49.4
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific  specific,
% % from
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant,
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reads reads reads, balance specific  specific,
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance specific specific,
% from
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific specific,
% % from
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mapped
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific specific,
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Mappings of the S95 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S95 10000000 Strv1 StrVI_A 19940  0.199 1.0 46.2 110.1
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific specific,
% % from
total
mapped
reads
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S95 10000000 Strv1l StrvV1i_C 2174 0.022 .3 41.7 73 3.4
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Mappings of the S98 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S98 9901238 SMoV SMoV_RNA1A270 0.003 1.7 80.0 11 4.1
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S98 9901238 SMoV SMoV_RNAIB 418  0.004 L3 84.9 39 08
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads,  balance specific  specific,
% % from
total
mapped
reads
S98 9901238 SMoV SMoV_RNA1C 481  0.005 16 85.9 73 15.2
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S98 9901238 SMoV SMoV_RNA2A 418  0.004 17 88.0 87 20.8
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S98 9901238 SMoV SMoV_RNA2B 132  0.001 19 91.7 0 0.0
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S98 9901238 SMoV SMoV_RNA2C 537 0.005 17 84.4 76 14.2
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S98 9901238 StrV1l StrV1_A 15033  0.152 0.9 43.8 11985 79.7
7,000
6,000
I reoaiive sirand [ posifive sirand
1000
5,000
500
= 4000
P bl s . Ldp | . - 8
g T ]
£ & 3000
§ L
S 500
2,000
1000
1,000
e [ I im
N RS AN SE SN A S oA B T A - B N R ] D AN R [ [ R
P& L0 E PP PR PGP PP DSOS L R R A ) 0
st A G- M ML PN o5 oA Mo L R i N o7 07 B2 tey 5 AN
WESF LSS TN RE ST Wm@ﬁ**@"’@%(‘-&&&nﬁﬁv@ 18 19 20 21 22 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of all reads matching StrV1_A (13594reads) Length distribution of the reads
6,000
I neoative strand [ posifive strand 5,000
800
400 1
4,000
200 |
0 | edpbal A i bl . IR | . - . -
g
o 200 I 8 3000
-4 g
g 400 «
3
S 600 2,000
800 !
1000
1200 1,000 I
1400 I
N OIS P ,\hqa > > & o | — m__

N b S

2 ags: g

WV B O S S S

FEFEETTESESF S 3““ 18 19 20 21 22 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt

Mapping coverage of StrV1_A specific reads (11985 reads) Length distribution of the reads




Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S98 9901238 StrV1 StrVI_B 470 0.005 0.9 48.7 13356  2841.7
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance specific  specific,
% % from
total
mapped
reads
S98 9901238 Strvl Strv1l_C 1986  0.020 1.0 36.0 60 3.0
200
700
I reoaiive sirand [ posifive sirand
200 500
700
600 500
e
500 -
" £ 400
2 400 3
£ 4
2
300
3 300
200
100 200
I .
0 100
" o Em
NP R ESANAN DR HE LR ADP OSSN A D P I PR HE AT DE S — — —
2 Q7R R AN E O RS "J"J’Ir"qu\‘-& D' o7 & & A AT B0 o o
SR I S A P o AT W G B A o AN S S F P E &
FEEF LT LTI F LT eI FTFFFETIEFF TS 12 10 20 21 22 23 24 25 26 27 28 20 30
Genome position, bp Read size, nt
Mapping coverage of all reads matching StrvV1_C (1549reads) Length distribution of the reads
40
35
I neoative strand [ positive strand
0 2
25
25
20 -
g
g 15 HE
g [
2
U s
5 10
. |,
5
’ -
NA PR ELADS L AL NADPENAD P I PR PSS S S -
S A7 B B A AT B o B T @‘EWWW“\@QQQQWQ%’\’\ Uiy 0
ESARNICNC S O AP gL R I\ S S~ S Y CI L U S g e &P F &
WEEEQTES TS E SN E DS FEFE SIS EE 18 19 20 21 22 23 24 25 26 27 28 29 30
‘Genome position, bp Read size, nt

Mapping coverage of StrV1_C specific reads (60 reads)

Length distribution of the reads




Mappings of the S99 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 SMoV SMoV_RNA1A 132 0.002 1.5 85.6 11 83
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 SMoV SMoV_RNA1B 176 0.003 15 89.8 39 222
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 SMoV SMoV_RNA1C 246 0.004 15 88.2 73 29.7
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 SMoV SMoV_RNA2A 190 0.003 1.7 90.0 87 45.8
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain  Strain
reads reads reads, balance % specific specific,
% % from
total
mapped
reads
S99 6772412 SMoV SMoV_RNA2B 56 0.001 2.3 94.6 0 0.0
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 SMoV SMoV_RNA2C 236 0.003 1.4 85.6 76 32.2
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Mapping coverage of SMoV_RNA2C specific reads (76 reads) Length distribution of the reads
Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 StrV1 StrV1_A 268 0.004 0.5 60.4 11985  4472.0
120
I negative strand I positive sirand 100
1000
80
500
=
g 0 | L | [ r-': 60
g £
2
s
S 500 10
1000
20
i in
N RS AN SE SN A S oA B T A - B N R ] > o — —
P& L0 E PP PR PGP PP DSOS L R R A ) 0
st A G- M ML PN o5 oA Mo L R i N o7 07 B2 tey 5 AN
WESF LSS TN RE ST Wm@ﬁ**@"’@%(‘-&&&nﬁﬁv@ 12 19 20 21 22 23 24 25 26 27 28 20 30
Genome position, bp Read size, nt
Mapping coverage of all reads matching StrV1_A (13594reads) Length distribution of the reads
6,000
I neoative strand [ posifive strand 5,000
800
400 1
4,000
200 |
0 | edpbal A i bl . IR | . - . -
g
o 200 I 2 3000
2 3
g 400 «
3
S 600 2,000
800 !
1000
1200 1,000
1400 I
N OIS P o o o O > > & o | — m__

P E D DD D Y
e S FSESFELE S
FEFFETFELFFTF & E e 1@ 19 20 21 2 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt

Mapping coverage of StrV1_A specific reads (11985 reads) Length distribution of the reads




Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain

reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 Strvl StrVl B 8361 0.123 1.2 45.6 13356 159.7
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Dataset Input Virus Reference Mapped Mapped Forward/Reverse Nonredundant, Strain Strain
reads reads reads, balance % specific  specific,
% % from
total
mapped
reads
S99 6772412 StrV1l StrvV1_C150 0.002 0.5 54.0 60 40.0
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