Figure S2 Distribution of viral small interfering RNAs (reads) from the Fv-SMoV_BC_AC samples.
Plant Fv-SMoV_BC_AC-1 - datasets S1, S2
Plant Fv-SMoV_BC_AC-2 - datasets S3, S4, S92

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

Mappings of the S1_L001 reads against the viral references. gPCR detection: SMoV RNA1B,C & SMoV RNA2A,C

Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKI
%
S1_L001 10000000 SMoV SMoV_RNA1A 2553 0.026 36.3 1.6 423 5] 0.2 0.1
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S1_L001 10000000 SMoV SMoV_RNA1B 4259 0.043 60.4 1.6 52.3 1654 38.8 235
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
R

reads reads reads, balance % specific reads
%
S1_L001 10000000 SMoV SMoV_RNA1C 6533 0.065 92.8 1.4 54.3 3924 60.1 55.7
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S1_L001 10000000 SMoV SMoV_RNA2A 4707 0.047 75.1 1.7 58.6 3373 .7 53.8
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S1_L001 10000000 SMoV SMoV_RNA2B 1338 0.013 21.2 21 51.9 22 1.6 0.3
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S1_L001 10000000 SMoV SMoV_RNA2C 5494 0.055 86.7 1.5 51.9 3052 55.6 48.2
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Mappings of the S2_L001 reads against the viral references. gPCR detection: SMoV RNA1B,C & SMoV RNA2A,C

Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RP|
%
S$2_1001 10000000 SMoV SMoV_RNA1A 1629 0.016 23.2 1.8 44.6 1654 101.5 0.0
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S2_L001 10000000 SMoV SMoV_RNA1B 3340 0.033 47.4 1.6 55.5 3924 117.5 23.2
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RP
%
S2_L001 10000000 SMoV SMoV_RNA1C 3288 0.033 46.7 1.6 55.8 3373 102.6 232
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S2_L001 10000000 SMoV SMoV_RNA2A 3285 0.033 52.4 1.9 59.1 22 0.7 37.9
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKI
%
S2_L001 10000000 SMoV SMoV_RNA2B 896 0.009 142 29 52.1 3052 340.6 0.2
250
I neoative strand [ positive strand
200 200
150
100 150
c
50 g
® 8
8 &
g o P IIN BRI IS 'll],‘.ll.l il lhﬂl’ml.l... N 17 SR TR TR PR AT (P ‘.‘n...“ llli'u 1 ||” & o
] 1
3
© 50
100 5
150
0 IIIII
NV D XD O A RO O ND OISR OA DO NNEOEITRONA DRSO N0 A 0
AV N &L Q9L N ROV DO QAT DA QA N AT DDA N N R0
ST TFTF LTS PR LT TP TS ELETF S &S 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 SMoV_RNA2B (5494 reads) Length distribution of the reads
1,200
I negative strand [ positive strand 1.000
80 '
60
800
40 i J
c
20 i { a
® S 600
) ) &
S 0 ‘“l} l'., “l.l .J'Ml l.lir, n .“I IA.‘L. |h l]ln‘hl]m ‘U”I -[ ,,“u“l |II\U i Lvl‘h\h. .Uiv..m\ WMk Ul.l LM,‘ lLL,IIiI &
1
3
© 20 400
40
50 200
° n I I
o o - .
NAY O X0 ON DO O NADODNH OANA DO NDDHO AN DD OSNDO N0 O A 0
A N & QO L N OV DO SN AR D SN NI LS SN N Q0
e e LT EFEFT F TS PR F LS TP EEL PP S 18 19 20 21 22 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2B specific reads (3052 reads) Length distribution of the reads
Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RP!
%
S2_1L001 10000000 SMoV SMoV_RNA2C 2815 0.028 44.4 1.7 53.7 3 0.1 19.4
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Mappings of the S3_L001 reads against the viral references.

Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S3_L001 10000000 SMoV SMoV_RNA1A 784 0.008 1.1 2.6 58.4 5 0.6 0.0
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RP|
%
S3_L001 10000000 SMoV SMoV_RNA1B 1426 0.014 202 20 67.8 1654 116.0 8.7
450
400
I neoative strand [ positive strand
200 350
150
300
100
i = 250
50 { g
: | . kY §
$ o VLIV PR ISR TS SRR ST W YU D IV0 N ETURDY WPV IO U OO 0N 17 I N SRARO Y 1 | % IUI[ M & 200
g ]
© 50 150
100 { 100
150
50
20 1 EnciNln
N DD O A DO NN DXL LA DDON VD NHOA DO ONH DD H OA 0
O DAL HE D VAV N Q R AL OSSN XSS DN PO O NS O A
WS VPP FE ST IS ST PETEL FLFTF LS ISEL S 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 SMoV_RNA1B (4259 reads) Length distribution of the reads
700
I negative strand [ positive strand 600
40
500
e
@ ]
2
3
o

20

ST WSFRSEREER

ol .[. ’.IM ke h||¢||‘“| Hlﬁ Mulllhl‘. Jn.n,‘“w‘lhm MI M\.‘ Lk .l‘.‘.l.n.u“ M\ “ ’w.A “\u‘uulJ-“"h A Jn‘ i Al 41.‘\ j ‘ e

20 | | 100 I

* o . . O e e

28 29 30
Genome position, bp Read size, nt

Mapping coverage of SMoV_RNA1B specific reads (1654 reads) Length distribution of the reads




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S3_L001 10000000 SMoV SMoV_RNA1C 1665 0.017 237 1.9 68.6 3924 235.7 123
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RP|
%
S3_L001 10000000 SMoV SMoV_RNA2A 1493 0.015 23.8 1.9 69.8 3373 225.9 171
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Mappings of the S4_L001 reads against the viral references. gPCR detection: SMoV RNA1B,C & SMoV RNA2A,C
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
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Mappings of the S92_1 004 reads against the viral references. gPCR detection: SMoV RNA1B,C & SMoV RNA2A,C
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,

reads reads reads, balance % specific reads RPKM
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
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Dataset Input Virus Reference Mapped Mapped RPKM For Nonredund: Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPKM
%
S92 L004 10000000 StrvV1 Strv1_A 38 0.000 0.3 0.7 97.4 3 [2Y) 0.2
18
16
I negative strand [ positive strand
0 14
05 12
= 10
1 -
g £
8 g 8
g 4
g 15
3
° 6
2
4
25
2
’ nlln
DO ANLO O A NOE RO A XN RIPA LA N DDAD
SO ANN L O HIITVIVNNSTSTIRDDNG OO0 O NSV NS SO 0
A A A ) 57 AQ7 AW 07 O o> o7 Q7 W ©° S A
WP TEFTET TSI E ST FF I F LS 1819 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 (3 reads) Length distribution of the reads
3.0
I neoative strand [ positive strand 25
0
05 20
1 =
° € 15
g 3
g 15
3
° 1.0
2
25 05
3
DO ANLO O A NOET RO A DI R PA LA N DDAD
SO ANN L O HIITVIVNNSTST DD NLG OO0 O N VI NS SO 0
A A A ) 3 ' A
WEL P TLSENTECEETTEES S S FEFIFEDE LS 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 (3 reads) Length distribution of the reads
Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RP|
%
S92 _L004 10000000 Strv1 Strv1_B 20 0.000 0.1 15 100.0 0 0.0 0.1
12
I neoative strand [ positive strand 10
150
100 8
50 I 5
& I Al H
g L. A6 «
g 0
3
° 4
50
100 5
- [ in
NN N N N N N N N N N N N N N N N N N N N N N N N N N N N N N R NN
AT I R R N R A R I P NP - DA R A ) AP R . P e ) 0
AT N8 97 O A\ AN SO SN St O QAN BTN DO NN KOO AL R o
NEEFPTP SIS T ETNCTES P FEFSEIF I P IS 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_B (1629 reads) Length distribution of the reads
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Length distribution of the reads




