Figure S1 Distributionof viral small interferingRNAs (reads) fromthe 1B, 2A, and 3K samples.
Datasets were named after respective plant withan addition of a number suffix,i.e 1B1, 1B2 and so on.

Color legends show strand specificity of the mapped reads. Axes of abscissas show genomic positionin nucleotides, axes of ordinary -
sequence (mapping) coverage. Termini direction is from 5' to 3' (left to right).

qPCR detection:all strawberry crinkle (SCV), strawberry mottle virus (SMoV) and strawberry virus 1 (StrV1)
strains were detected in all samples

Mappings of the 1B_1 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 RPK
%
1B_1 10000000 SCV  SCV_A 7814 0.078 53.7 08 55.9 6504 83.2 44.7
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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 RP
1B_1 10000000 SCV  SCV_B 8134 0.081 559 0.7 55.2 6824 83.9 46.9
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Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
RPK

reads reads reads, balance % specific reads
%
1B_1 10000000 SMoV SMoV_RNAIA 10871 0.109 1545 1.5 40.2 5469 50.3 77.7
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Mapping coverage of SMoV_RNA1A specific reads (5469reads) 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

%

1B_1 10000000 SMoV SMoV_RNA1B 10125 0.101 1436 14 39.1 4704 46.5 66.7
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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
%

1B_1 10000000 SMoV SMoV_RNA1C 10639  0.106 1511 13 394 5248 49.3 74.5




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 RPK
%
1B_1 10000000 SMoV SMoV_RNA2A 7149 0.071 1141 15 43.4 4714 65.9 75.2
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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
%

1B_1 10000000 SMoV SMoV_RNA2B 6150 0.061 97.3 16 43.7 3027 49.2 47.9




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 RP
%
1B_1 10000000 SMoV SMoV_RNA2C 9549 0.095 150.7 1.5 384 4485 47.0 70.8
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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
%

1B_1 10000000 Strvl StrV1_A 2694 0.027 190 09 65.8 2267 84.1 16.0




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain  Strain specific, % from total mapped Strain specific,
RP
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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 RPK
%
1B_1 10000000 Strvl StrvV1_B 5882 0.059 41.9 11 43.7 5741 97.6 40.9
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%
1B_1 10000000 Strvl StrvV1_C 1158 0.012 8.1 0.9 68.7 763 65.9 54




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 1B_2 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
1B_2 10000000 SCV  SCV_A 1523 0.015 105 0.8 46.7 6504 427.1 9.0
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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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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
%
1B_2 10000000 SMoV SMoV_RNAIA 7716 0.077 1096 1.8 30.5 5469 70.9 55.9
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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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1B_2 10000000 SMoV SMoV_RNA1B 7121 0.071 1010 16 30.9 4704 66.1 47.1




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,
RP
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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
%

1B_2 10000000 SMoV SMoV_RNA2C 5894 0.059 928 17 29.4 4485 76.1 35.2




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
%
1B_2 10000000 Strvl StrV1_A 1710 0.017 12.1 1.0 41.9 2267 1326 9.8
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Mapping coverage of StrV1_A specific reads (2267reads) 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
%

1B_2 10000000 Strvl StrvV1_B 4273 0.043 30.5 14 30.4 5741 1344 29.4




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain  Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
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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

%
1B_2 10000000 StrVl Strvl_C 1285 0.013 9.0 11 46.1 763 59.4 7.1
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Mappings of the 1B_3 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
%

1B_3 10000000 SCV ~ SCV_A 2547 0.025 175 0.7 25.2 6504 255.4 154




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain  Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
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Mapping coverage of SCV_A specific reads (6504reads) 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
%
1B_3 10000000 SCV  SCV_B 1365 0.014 9.4 0.7 25.9 6824 499.9 7.3
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Mapping coverage of SCV_B specific reads (6824reads) 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 RPK
%
1B_3 10000000 SMoV SMoV_RNAIA 7320 0.073 1040 2.1 19.1 5469 74.7 46.5




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
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Mapping coverage of all reads matching SMoV_RNA1A (10871reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA1A specific reads (5469reads) 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
%
1B_3 10000000 SMoV SMoV_RNA1B 6864 0.069 97.3 17 19.7 4704 68.5 39.5
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Mapping coverage of all reads matching SMoV_RNA1B (10125reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA1B specific reads (4704reads) 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

1B_3 10000000 SMoV SMoV_RNA1C 7087 0.071 1006 1.7 19.1 5248 74.1 426




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
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Mapping coverage of SMoV_RNA1C specific reads (5248reads) 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
%
1B_3 10000000 SMoV SMoV_RNA2A 5056 0.051 80.7 1.9 213 4714 93.2 50.4
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Mapping coverage of SMoV_RNA2A specific reads (4714reads) 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 RPK
%

1B_3 10000000 SMoV SMoV_RNA2B 4160 0.042 658 2.5 20.4 3027 72.8 25.6




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
RPK

reads reads reads, balance % specific reads
%
1,200
I reoative strand | positive strand 1,000
300
250
300
200 1
150 | =
€ 600
g 10 ] | g
5
ST L
o Macha.d ), | AL, LI (TATRS R T I W NN [Ty | i..hh W W ] | 400
50
200
100 I
0 0
R PP EF PP IR EPEP NSO P LSO PH SN PPES DB EP S 0 Hmmmn n
HEEEE P ET LIS FFEFT I T S LTI E I I PRI FS 1B 19 20 21 2 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
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Mapping coverage of SMoV_RNA2B specific reads (3027reads) 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
%
1B_3 10000000 SMoV SMoV_RNA2C 5989 0.060 94.5 19 18.9 4485 74.9 33.2
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Mapping coverage of SMoV_RNA2C specific reads (4485reads) 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 RPK

%
1B_3 10000000 StrVl StrV1_A 1141 0.011 8.1 0.8 30.0 2267 198.7 6.4




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
RPK
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Mapping coverage of all reads matching StrV1_A (2694 reads) Length distribution of the reads
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Mapping coverage of StrV1_A specific reads (2267reads) 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
%
1B_3 10000000 Strvl StrvV1_B 4198 0.042 29.9 14 17.6 5741 136.8 293
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Mapping coverage of StrV1_B specific reads (5741reads) 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 RPK
%

1B_3 10000000 Strvl Strvl_C 664 0.007 4.7 0.7 29.7 763 1149 3.0




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain  Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
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Mapping coverage of StrV1_C specific reads (763 reads) Length distribution of the reads

Mappings of the 1B_4 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
1B_4 10000000 SCV  SCV_A 7011 0.070 482 09 24.0 6504 92.8 429
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Mapping coverage of all reads matching SCV_A (7814reads) Length distribution of the reads
2500
I reoative strand | positive strand 2,000
100
80
50 1,500
40 =
® 20 8
g o Al iy by | | G
z 1,000
o 20 1
40
60 500
80
0 [
TS P L DD O R LN DRSO DA DB ONA DO LD DS DN AP D 0 - — - —
FEIEFF SIS TSI LS FF ST F S 18 19 20 21 2 23 24 25 26 27 28 20 30
Genome position, bp Read size, nt
Mapping coverage of SCV_A specific reads (6504reads) 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
%

1B_4 10000000 SCV ~ SCV_B 3462 0.035 23.8 0.8 25.8 6824 197.1 18.5




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain  Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
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Mapping coverage of SCV_B specific reads (6824reads) 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
%
1B_4 10000000 SMoV SMoV_RNA1lA 7216 0.072 1025 19 193 5469 75.8 48.4
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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 RPK
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1B_4 10000000 SMoV SMoV_RNA1B 6561 0.066 93.0 1.7 19.2 4704 71.7 38.9




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
RPK
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1B_4 10000000 SMoV SMoV_RNA2A 4865 0.049 77.6 18 19.8 4714 96.9 45.9




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
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1B_4 10000000 Strvl StrV1_A 1376 0.014 9.7 0.9 25.2 2267 164.8 7.7
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Mapping coverage of all reads matching StrV1_A (2694 reads) Length distribution of the reads
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Genome position, bp Read size, nt
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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 RPK
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1B_4 10000000 Strvl StrV1_B 3560 0.036 25.4 15 21.1 5741 161.3 24.7




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain  Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
%
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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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1B_4 10000000 Strvl StrVl_C 1107 0.011 7.8 1.0 26.6 763 68.9 5.8
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Mappings of the 2A_2 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
%
2A 2 10000000 SCV  SCV_A 13189  0.132 90.7 0.8 38.4 11245 85.3 77.3
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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 Rl
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2A 2 10000000 SCV SCV_B 10814 0.108 743 0.8 433 8870 82.0 60.9
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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 RP]
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2A 2 10000000 SMoV SMoV_RNA1A 7992 0.080 113.6 1.5 37.2 4257 53.3 60.5




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
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2A 2 10000000 SMoV SMoV_RNA1B 7155 0.072 1015 1.1 37.9 3443 48.1 48.8

3,000

I negative strand [ positive strand 2,500
400

200 2,000

1500
200
1,000
400
600 500
sl
. . N 0 —_—— o
g ) 3
? 18 19 20 21 2 23 24 25 2%

Reads, n

Coverage

NA DD S A AN D s A A O s NA D Dy A A Oy s N A D S N A P o s
Q) F & A & P AR A & & & & & & &L &
CEFT S E I P T LI AL I TSI P FFEFSIFFS 7 2w 29 W
Genome position, bp Read size, nt
Mapping coverage of all reads matching SMoV_RNA1B (7155 reads) Length distribution of the reads
1,400

I negative strand [ positive strand 1,200
150

1,000
100
800

50 | | |
800
0 a4 ] ! I | ) ) "
400
50
200
N 1
. . 0 - . o
18 19 20 21 2 23 24 25 26

Reads, n

Coverage

"L ESLLEE gNﬂﬁﬁﬁﬁﬁéﬁﬂ?hkﬁé\ﬂ?@ﬁ%‘fﬁ@ L ﬁ?\é?\ ofﬁ"@«?‘)ﬂ?@\a‘?\ FEES 7 28 2
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1B specific reads (3443 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
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2A 2 10000000 SMoV SMoV_RNAI1C 7767 0.078 1103 1.3 38.7 4015 51.7 57.0




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
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2A 2 10000000 SMoV SMoV_RNA2A 4719 0.047 753 1.5 42.2 3172 67.2 50.6
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2A 2 10000000 SMoV SMoV_RNA2B 4073 0.041 64.4 1.6 46.4 2198 54.0 34.8




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
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2A 2 10000000 SMoV SMoV_RNA2C 6073 0.061 95.8 1.4 36.7 2588 42.6 40.8
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Mapping coverage of all reads matching SMoV_RNA2C (6073 reads) Length distribution of the reads
1,000
900
I reoative strand [ posttive strand
200 800
700
150
600
100 =
500
8 z
s 50 | £
H
Q
0 W ! b A o | WY PP ! | . h Iy | 300
0 200
100
100 I
R R S g R J SR S P OO RN J O S g g ) 0 VLI S e —
Mo FEFETLEFT TR PP ST SL SIS T I LTS FTFTFS & 18 19 20 21 2 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2C specific reads (2588 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|

%
2A 2 10000000 Strv1 StrV1_A 7722 0.077 545 0.9 43.7 6044 78.3 42.7




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|
%
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Mapping coverage of all reads matching StrV1_A (7722 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_A specific reads (6044 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!
%
2A 2 10000000 Strv1 StrvV1_B 12995 0.130 92.6 1.3 346 12448  95.8 88.7
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Mapping coverage of all reads matching StrV1_B (12995 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_B specific reads (12448 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
%
2A 2 10000000 Strv1 Strv1_C 5025 0.050 35.3 1.0 47.7 3458 68.8 243




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!
%
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Mapping coverage of all reads matching StrV1_C (5025 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_C specific reads (3458 reads) Length distribution of the reads

Mappings of the 2A_3 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 RP|
%
2A 3 10000000 SCV  SCV_A 10906  0.109 750 0.8 34.3 11245 103.1 62.3
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Mapping coverage of all reads matching SCV_A (13189 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_A specific reads (11245 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
%

2A 3 10000000 SCV SCV_B 10718 0.107 73.6 0.8 34.9 8870 82.8 61.0




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
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Genome position, bp Read size, nt
Mapping coverage of all reads matching SCV_B (10814 reads) Length distribution of the reads
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Mapping coverage of SCV_B specific reads (8870 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
%
2A 3 10000000 SMoV SMoV_RNA1A 7497 0.075 106.6 1.6 319 4257 56.8 571
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Mapping coverage of all reads matching SMoV_RNA1A (7992 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA1A specific reads (4257 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 RPKI

%
2A_3 10000000 SMoV SMoV_RNA1B 6494 0.065 92.1 1.3 32.6 3443 53.0 44.0




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
%
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Mapping coverage of all reads matching SMoV_RNA1B (7155 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1B specific reads (3443 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 RPKI
%
2A 3 10000000 SMoV SMoV_RNA1C 7238 0.072 1028 14 33.0 4015 55.5 53.6
2,500
I neoative strand [ positive strand
400 2,000
200
1,500
0 =
g &
g 1,000
(&)
400
500 500
200 I l -
NA D o N A L O s N A D G h A, BN A D S AN A D b N A s o B A 0 L e —
TEFET IS FF I F I T TSNP FFSPIFFFSITFEFS 18 19 20 24 22 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of all reads matching SMoV_RNA1C (7767 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1C specific reads (4015 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 RPKI
%
2A 3 10000000 SMoV SMoV_RNA2A 4309 0.043 68.8 1.7 35.0 3172 73.6 42.7




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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Mapping coverage of all reads matching SMoV_RNA2A (4719 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2A specific reads (3172 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 RPKI
%
2A 3 10000000 SMoV SMoV_RNA2B 4178 0.042 66.1 1.6 36.2 2198 52.6 35.7
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Mapping coverage of all reads matching SMoV_RNA2B (4073 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2B specific reads (2198 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
%
2A 3 10000000 SMoV SMoV_RNA2C 5810 0.058 91.7 1.4 31.3 2588 445 413




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|
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Mapping coverage of all reads matching SMoV_RNA2C (6073 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2C specific reads (2588 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
%
2A 3 10000000 StrvV1 StrvV1_A 7704 0.077 54.4 0.9 35.7 6044 78.5 43.7
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Genome position, bp Read size, nt
Mapping coverage of all reads matching StrV1_A (7722 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_A specific reads (6044 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
%
2A 3 10000000 Strv1 Strv1_B 16466 0.165 174 14 26.9 12448 756 112.9




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|
%
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Mapping coverage of all reads matching StrV1_B (12995 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_B specific reads (12448 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!
%
2A 3 10000000 Strv1 Strv1_C 4232 0.042 29.7 1.1 38.4 3458 81.7 201
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Mapping coverage of all reads matching StrV1_C (5025 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_C specific reads (3458 reads) Length distribution of the reads

Mappings of the 2A_4 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 RP
%

2A 4 10000000 SCV SCV_A 5649 0.056 38.8 0.8 32.4 11245 199.1 33.1




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
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Mapping coverage of all reads matching SCV_A (13189 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_A specific reads (11245 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 RPKI
%
2A 4 10000000 SCV SCV_B 4337 0.043 29.8 0.8 35.0 8870 204.5 241
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Genome position, bp Read size, nt
Mapping coverage of all reads matching SCV_B (10814 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_B specific reads (8870 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

%
2A_4 10000000 SMoV SMoV_RNA1A 6062 0.061 86.2 15 28.3 4257 70.2 47.5




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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Mapping coverage of all reads matching SMoV_RNA1A (7992 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1A specific reads (4257 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 RPKI
%
2A 4 10000000 SMoV SMoV_RNA1B 5372 0.054 76.2 1.2 295 3443 64.1 38.0
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1B specific reads (3443 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|
%

2A 4 10000000 SMoV SMoV_RNA1C 5813 0.058 82.6 1.3 29.1 4015 69.1 43.7




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|
%
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1C specific reads (4015 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 RPKI
%
2A 4 10000000 SMoV SMoV_RNA2A 3808 0.038 60.7 1.7 30.6 3172 83.3 42.2
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2A specific reads (3172 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!
%
2A 4 10000000 SMoV SMoV_RNA2B 3090 0.031 48.9 1.7 33.5 2198 711 26.2




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]
%
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Mapping coverage of all reads matching SMoV_RNA2B (4073 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2B specific reads (2198 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
%
2A 4 10000000 SMoV SMoV_RNA2C 4626 0.046 73.0 14 28.0 2588 55.9 33.7
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2C specific reads (2588 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!
%
2A 4 10000000 Strv1 StrV1_A 3009 0.030 212 0.8 35.1 6044 200.9 17.4




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
%
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Genome position, bp Read size, nt
Mapping coverage of StrV1_A specific reads (6044 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 RPKI
%
2A 4 10000000 Strv1 Strv1 B 8341 0.083 69.5 1.6 25.7 12448 149.2 58.2
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Mapping coverage of all reads matching StrV1_B (12995 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_B specific reads (12448 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!
%
2A_4 10000000 Strv1 Strv1_C 1428 0.014 10.0 1.0 36.4 3458 2422 6.4




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
%
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Mapping coverage of all reads matching StrV1_C (5025 reads) Length distribution of the reads
1,200
1,000
I neoative strand [ positive strand
20
60 800
40
20 -
s 0 i i | | | ¥ 600
o
5 20
-1
o 40 400
60
80
200
100
120 I
NGO A LD N O A LA BN DN DA BSN S AL N e A D NS A S 0 | [N S S DR
F e S PP P ST A T I FS FEFPF STV F TP
VEFFFFE T FTFTE T TS T TS FEFITETNF TS 18 19 20 21 2 23 24 25 26 27 28 29 30

Genome position, bp Read size, nt
Mapping coverage of StrV1_C specific reads (3458 reads) Length distribution of the reads




Mappings of the 3K_1 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
%
3K_1 10000000 SCV SCV_A 9737 0.097 669 0.8 56.6 8443 86.7 58.0
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Mapping coverage of all reads matching SCV_A (9737 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_A specific reads (8443 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
%
3K_1 10000000 SCV SCV_B 6588 0.066 45.2 0.7 60.1 5294 80.4 36.4
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Mapping coverage of all reads matching SCV_B (6588 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_B specific reads (5294 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 RPKI

%
3K_1 10000000 SMoV SMoV_RNA1A 8455 0.085 1202 1.5 50.1 4731 56.0 67.2




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
%
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Genome position, bp Read size, nt
Mapping coverage of all reads matching SMoV_RNA1A (8455 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1A specific reads (4731 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
%
3K_1 10000000 SMoV SMoV_RNA1B 7511 0.075 106.5 1.3 49.5 3850 51.3 54.6
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Mapping coverage of all reads matching SMoV_RNA1B (7511 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1B specific reads (3850 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!
%
3K_1 10000000 SMoV SMoV_RNA1C 8226 0.082 116.8 1.4 49.2 4522 55.0 64.2




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
%
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Mapping coverage of all reads matching SMoV_RNA1C (8226 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1C specific reads (4522 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
%
3K_1 10000000 SMoV SMoV_RNA2A 5328 0.053 84.9 1.4 54.6 3543 66.5 56.5
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Genome position, bp Read size, nt
Mapping coverage of all reads matching SMoV_RNAZ2A (5328 reads) Length distribution of the reads
1,400
I neostive strand [ positive strand 1,200
150
1,000
100
50 < 300
g Z
[ AN § A [ A i 7 600
3
o
50 400
100 200
o I
C L PR RS PSR F I PO P PS PRSP DD DO S P D® P o e —
NT NS SV PPFRPFFRPIETFSFLSITOEINITSFTSS NS 18 19 20 21 2 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNAZ2A specific reads (3543 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
%
3K_1 10000000 SMoV SMoV_RNA2B 4406 0.044 69.7 1.4 58.6 2383 54.1 37.7




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
%
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Mapping coverage of all reads matching SMoV_RNA2B (4406 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2B specific reads (2383 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
%
3K_1 10000000 SMoV SMoV_RNA2C 6056 0.061 95.6 1.3 48.5 2702 446 42.6
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Mapping coverage of all reads matching SMoV_RNA2C (6056 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2C specific reads (2702 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|
%
3K_1 10000000 StrV1 StrV1_A 2859 0.029 20.2 0.9 67.8 2149 75.2 15.2




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
%
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Genome position, bp Read size, nt
Mapping coverage of StrV1_A specific reads (2149 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
%
3K_1 10000000 Strv1 Strv1_B 7267 0.073 51.8 1.3 40.1 6971 95.9 49.7
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Mapping coverage of all reads matching StrV1_B (7267 reads) Length distribution of the reads
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Mapping coverage of StrV1_B specific reads (6971 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

%
3K_1 10000000 Strv1 Strv1_C 2365 0.024 16.6 1.0 70.7 1721 72.8 12.1




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
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Mapping coverage of all reads matching StrV1_C (2365 reads) Length distribution of the reads
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Mapping coverage of StrV1_C specific reads (1721 reads) Length distribution of the reads

Mappings of the 3K_2 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 R
%
3K 2 10000000 SCV  SCV_A 11218 0.112 771 0.9 58.0 8443 75.3 66.5
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Mapping coverage of all reads matching SCV_A (9737 reads) Length distribution of the reads
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Mapping coverage of SCV_A specific reads (8443 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!

%
3K_2 10000000 SCV  SCV_B 7197 0.072 494 0.8 61.9 5294 73.6 38.8




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!
%
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Mapping coverage of all reads matching SCV_B (6588 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_B specific reads (5294 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
%
3K 2 10000000 SMoV SMoV_RNA1A 9058 0.091 1288 1.3 51.9 4731 52.2 73.8
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Mapping coverage of all reads matching SMoV_RNA1A (8455 reads) Length distribution of the reads
1,200
1,600
I neostive strand [ positive strand
200 1,400
150 1,200
100 = 1,000
S 3
g s0 | & 800
3
! ll . N A T
400
50
200
0 I
PR FAL L EL L L P PP AL D P DL LD O S DD DDA B DD D ° o —
W G A L EEE PP FF TS L ST PSSP IFFLS T FEFS 1 19 20 21 22 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1A specific reads (4731 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|
%
3K 2 10000000 SMoV SMoV_RNA1B 7667 0.077 108.8 1.2 51.9 3850 50.2 E518)




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
%
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Mapping coverage of all reads matching SMoV_RNA1B (7511 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA1B specific reads (3850 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
%
3K_2 10000000 SMoV SMoV_RNA1C 8292 0.083 1178 1.2 52.5 4522 54.5 62.9
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Mapping coverage of all reads matching SMoV_RNA1C (8226 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA1C specific reads (4522 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!
%
3K_2 10000000 SMoV SMoV_RNA2A 5438 0.054 86.8 1.4 56.8 3543 65.2 58.7




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
%
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Mapping coverage of all reads matching SMoV_RNAZ2A (5328 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2A specific reads (3543 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
%
3K 2 10000000 SMoV SMoV_RNA2B 4696 0.047 743 1.4 60.7 2383 50.7 41.6
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Mapping coverage of all reads matching SMoV_RNA2B (4406 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2B specific reads (2383 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
%
3K_2 10000000 SMoV SMoV_RNA2C 6121 0.061 96.6 1.2 49.8 2702 441 425




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
%
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Mapping coverage of all reads matching SMoV_RNA2C (6056 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA2C specific reads (2702 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
%
3K 2 10000000 StrV1 StrV1_A 3940 0.039 27.8 1.0 70.2 2149 54.5 221
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Mapping coverage of all reads matching StrV1_A (2859 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_A specific reads (2149 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

%
3K_2 10000000 Strv1 StrvV1_B 11149 0.111 79.5 1.3 42.2 6971 62.5 76.6




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
9 RP|

reads reads reads, balance % specific reads
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Mapping coverage of all reads matching StrV1_B (7267 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_B specific reads (6971 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
%
3K 2 10000000 StrvV1 Strv1_C 2759 0.028 19.4 1.1 724 1721 62.4 13.8
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Mapping coverage of all reads matching StrV1_C (2365 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_C specific reads (1721 reads) Length distribution of the reads

Mappings of the 3K_3 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
%

3K_3 10000000 SCV  SCV_A 13890 0.139 95.5 1.0 47.3 8443 60.8 84.7




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
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Mapping coverage of all reads matching SCV_A (9737 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_A specific reads (8443 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]
%
3K_3 10000000 SCV SCV_B 6567 0.066 45.1 1.0 52.9 5294 80.6 34.3
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Mapping coverage of all reads matching SCV_B (6588 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SCV_B specific reads (5294 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 RPKI

%
3K_3 10000000 SMoV SMoV_RNA1A 5642 0.056 80.1 1.7 48.8 4731 83.9 433




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
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Mapping coverage of all reads matching SMoV_RNA1A (8455 reads) Length distribution of the reads
1,800
1,600
I neoative strand [ positive strand
200 1,400
150 1,200
100 | = 1,000
£
= ®
-3 3
[, | | | & 800
3
(&)
0 AL oLl b PANCE NPT T Al da ki ke ‘.\.I'\. I 500
400
50
200
i T
"‘Eé\%“’@é‘@'\(\'\""qh"og?é%”’@@oy\f‘:\"?”?’{’*’i\’?@%@@&ef’@4’"’\'\’@@-é’é? 0 B . o ——
Ny g A SHEEFEFFF I T I LIS P IS FS I FF s 18 19 20 21 22 23 24 25 26 27 28 29 30
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1A specific reads (4731 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!
%
3K_3 10000000 SMoV SMoV_RNA1B 5082 0.051 721 1.3 471 3850 75.8 36.4
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Mapping coverage of all reads matching SMoV_RNA1B (7511 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1B specific reads (3850 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

%
3K_3 10000000 SMoV SMoV_RNA1C 5308 0.053 75.4 1.3 48.4 4522 85.2 38.7




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!
%
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Mapping coverage of all reads matching SMoV_RNA1C (8226 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1C specific reads (4522 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]
%
3K_3 10000000 SMoV SMoV_RNA2A 3527 0.035 56.2 1.6 52.3 3543 100.5 34.7
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Mapping coverage of all reads matching SMoV_RNA2A (5328 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNAZ2A specific reads (3543 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 RPKI
%
3K_3 10000000 SMoV SMoV_RNA2B 3053 0.031 48.3 1.6 52.5 2383 781 244




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
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Mapping coverage of all reads matching SMoV_RNA2B (4406 reads) Length distribution of the reads
900
200
I neoative strand [l positive strand
100 700
30
600
80 |
40 1 1 = 500
g 20 | || | | | Il 1 & 400
5
2 o Ikl il ek Ll ol ) Lo ah s i oo ra_Liadlih .| .
© 300
20
40 200
60 100
. N |
méﬁﬁﬁ@@\é@@@‘:é\é\gn@@é;\\&rb@%;a,{’\_é\@&qi:@,\\g:,ﬁaé;n»\,;\n;gqo?g,h\ 0 -——
N e A FFEFEECEFTFTFEFFF LT FT LS TIPS TP FeFF S 18 19 20 21 22 23 24 25 26 27 28 20 30
Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2B specific reads (2383 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]
%
3K_3 10000000 SMoV SMoV_RNA2C 4212 0.042 66.4 1.5 473 2702 64.2 30.3
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Mapping coverage of all reads matching SMoV_RNA2C (6056 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA2C specific reads (2702 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
%

3K_3 10000000 Strv1 StrV1_A 2437 0.024 17.2 1.0 61.3 2149 88.2 13.2




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
9 RPK

reads reads reads, balance % specific reads
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Mapping coverage of all reads matching StrV1_A (2859 reads) Length distribution of the reads
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Mapping coverage of StrV1_A specific reads (2149 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 R
%
3K 3 10000000 Strv1 Strv1_B 6422 0.064 45.8 1.6 40.3 6971 108.5 44.0
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Mapping coverage of all reads matching StrV1_B (7267 reads) Length distribution of the reads
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Mapping coverage of StrV1_B specific reads (6971 reads) Length distribution of the reads
Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
b o i
reads reads reads balance % specific reads RPKI

%

3K_3 10000000 Strv1 Strv1_C 2004 0.020 14.1 1.1 61.6 1721 85.9

9.9




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|
%
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Mapping coverage of all reads matching StrV1_C (2365 reads) Length distribution of the reads
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Mapping coverage of StrV1_C specific reads (1721 reads) Length distribution of the reads
Mappings of the 3K_4 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 RPK
%
3K_4 10000000 SCV SCV_A 16741 0.167 1151 0.9 52.8 8443 50.4 100.2
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Mapping coverage of all reads matching SCV_A (9737 reads) Length distribution of the reads
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Mapping coverage of SCV_A specific reads (8443 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
%
3K_4 10000000 SCV SCV_B 11607 0.116 79.7 08 56.4 5294 45.6 64.9




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|
%
4,000
3,500
I negative sirand [ positive strand
100 3,000
0 1 2,500
c
100 o
. § 2000
g i3
T 200
z 1,500
o
300
1,000
400
500
o I I
R L S L AR G L Gl S S R U I S S R 0 SN s e b
PSSR E 5 FEL IS LR U S S
FEFFFTF LTI F TS TELFSFFFTEFFF LY 18 19 20 M 2 23 24 25 2% 7 28 22 N
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Mapping coverage of all reads matching SCV_B (6588 reads) Length distribution of the reads
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Mapping coverage of SCV_B specific reads (5294 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]
%
3K_4 10000000 SMoV SMoV_RNA1A 9272 0.093 131.8 13 51.5 4731 51.0 725
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Mapping coverage of all reads matching SMoV_RNA1A (8455 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1A specific reads (4731 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 RPKI
%
3K_4 10000000 SMoV SMoV_RNA1B 8175 0.082 1159 1.2 50.3 3850 471 58.0




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
%
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Mapping coverage of all reads matching SMoV_RNA1B (7511 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA1B specific reads (3850 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]
%
3K_4 10000000 SMoV SMoV_RNA1C 8838 0.088 1255 1.2 51.1 4522 51.2 66.5
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Mapping coverage of all reads matching SMoV_RNA1C (8226 reads) Length distribution of the reads
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Mapping coverage of SMoV_RNA1C specific reads (4522 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 RPKI

%
3K_4 10000000 SMoV SMoV_RNA2A 5487 0.055 87.6 14 56.9 3543 64.6 56.5




Dataset Input Virus Reference Mapped Mapped RPKM Forward/Reverse Nonredundant, Strain Strain specific, % from total mapped Strain specific,
reads reads reads, balance % specific reads RPK
%
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Mapping coverage of all reads matching SMoV_RNA2A (5328 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2A specific reads (3543 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 R
%
3K_4 10000000 SMoV SMoV_RNA2B 4859 0.049 76.8 14 59.8 2383 49.0 423
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Mapping coverage of all reads matching SMoV_RNA2B (4406 reads) Length distribution of the reads
900
800
I negative strand | positive strand
100 700
80
600
60
40 i = 500
«
3 H
s 20 I 1 | I | bl 1 & 400
5
z 0 1§y Lady s ' 1 vi ksl
© 300
20
40 200
60 100
. N [
"L PR EFTO P I PP OB ED N DS ODD OB ADDOD D DD E D v T T
NF A FIFFEEETPFFF T T L LA TIPS T TP FedF 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 (2383 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|
%
3K_4 10000000 SMoV SMoV_RNA2C 6716 0.067 1059 1.2 49.5 2702 40.2 46.8




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!
%
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Genome position, bp Read size, nt
Mapping coverage of all reads matching SMoV_RNA2C (6056 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of SMoV_RNA2C specific reads (2702 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
%
3K_4 10000000 Strv1 StrV1_A 3980 0.040 28.1 1.0 71.8 2149 54.0 229
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Mapping coverage of all reads matching StrV1_A (2859 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_A specific reads (2149 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
%

3K_4 10000000 Strv1 Strv1_B 8719 0.087 62.1 14 427 6971 80.0 59.8




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!
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Mapping coverage of all reads matching StrV1_B (7267 reads) Length distribution of the reads
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Genome position, bp Read size, nt
Mapping coverage of StrV1_B specific reads (6971 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 RPKI
%
3K_4 10000000 Strv1 Strv1_C 2729 0.027 191 1.1 75.2 1721 63.1 14.4
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Mapping coverage of all reads matching StrV1_C (2365 reads) Length distribution of the reads
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Mapping coverage of StrV1_C specific reads (1721 reads) Length distribution of the reads




