Appendix

Table Al: Detailed results of the SNP analysis

List of all validated SNPs found in the experiment. SNPs were called using LoFreq algorithm and further filtered: only the SNPs found in both technical replicates were

considered reliable and are listed in the table. The p-values reported by LoFreq designate the probability of observed SNP arising as a sequencing error and are modelled using

Poisson—bhinomial distribution, including site specific error rate and sequencing depth into the calculations.

LoFreq detected 116 SNPs in sample VP1 and 120 in sample VP2; 103 SNPs were common for both replicates. 154 SNPs were detected in sample SRNA1 and 198 in sample

SRNAZ2; 121 SNPs were common for both SRNA replicates. 81 SNPs were common for both pools (VP and sSRNA).

Position: position in PVY genome; SNP: observed SNP (consensus nt > variant nt); gene: corresponding gene or UTR, consensus amino acid; variant amino acid and

BLOSUMBG2: score for corresponding amino acid change. Minus (-) designates that SNP was not found in the pool. NA: SNP is within UTR region and is thus without amino

acid annotations. %: relative frequency in corresponding sample; coverage: coverage for the site in corresponding sample; p-value (LoFreq): p-value from the LoFreq

analysis.
sRNA 1 SRNA 2 VP 1 VP 2
consensus variant
position SNP  gene amino amino BLOEUM %  coverage pl)_-v]:':llue % coverage pl)_-vfalue %  coverage p:_—v;:tlue %  coverage pL-v?Iue
acid acid 6 (Lofreq) (Lofreq) (Lofreq) (Lofreq)
22 A>C 5UTR NA NA NA 0.42 6209 3.3E-20 0.53 6262 1.0E-27 - - - - - -
27 A>T 5UTR NA NA NA 1.42 7459  1.1E-121 1.47 7429  7.8E-127 - - - - - -
117  A>G 5UTR NA NA NA 0.20 15703  1.5E-13 0.13 15342  2.0E-08 0.33 3374 6.8E-10 0.38 3450 1.1E-10
150 T>G 5UTR NA NA NA 1.04 11845 1.4E-100 091 11688  9.2E-90 1.11 1885 3.0E-24 1.07 1954 1.9E-23
321 AT P1 Q L -2 10.90 9397 0.0E+00 1044 8804 0.0E+00 12.02 4660 0.0E+00 12.05 4525 0.0E+00
342 G>T P1 R M -1 24.46 13370 0.0E+00 2544 13179  0.0E+00 7.52 8630 0.0E+00 7.45 8378 0.0E+00
403 T>A P1 T T 5 0.06 41496  1.4E-06 0.06 43300  8.2E-07 - - - - - -
406 T>C P1 D D - - - - - - 0.12 17021 2.9E-08 0.19 16034 1.7E-17
481 A>G P1 S S 4 0.26 10257  6.2E-16 0.24 9818 1.8E-13 0.17 10582  2.6E-10 0.21 9844 1.1E-13
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