Supplementary material

Table S1. Nucleotide and amino acid sequence identities between predicted proteins encoded from the genome of prunus virus I
(PrVI) and their homologs from other ilarviruses. Ilarviruses that are closely related to PrVI were highlighted in grey shadow.
Virus RNA1 ORF1 RNA2 ORF2a ORF2b RNA3 ORF3 (MP) ORF4 (CP)

acronym

nt nt aa nt nt aa nt aa nt nt aa nt aa

AglLV 64.6 68.1 714 670 676 69.0 627 56.8 629 63.3 684 66.8 609

APLPV 39.1 414 31.0 357 383 308 - - 27.6 31.8 195 319 115
ApMV 41.1 436 355 325 36.6 317 - - 27.0 321 166 253 119
AV-2 47.8 49.9 458 424 4477 38.0 306 19.2 332 383 258 333 155

BCRV 69.4 723 805 70.7 709 732 696 649 64.1 69.1 714 59.0 534
BIShV 42.0 439 355 345 372 337 - - 27.3 319 188 282 117
CLRV 47.0 504 437 422 425 36.7 322 156 315 356 234 336 157
Ccvv 47.8 498 440 416 443 379 322 206 322 346 219 356 17.0
EMoV 48.2 51.0 445 4138 436 38.0 314 140 340 386 258 349 163
FCILV 41.8 445 347 345 369 336 - - 21.7 353 216 276 144
HJLV 40.5 426 335 338 352 280 - - 28.3 346 191 286 135
LLCV 39.7 426 347 345 36.9 320 - - 25.9 30.7 16.6 27.3 120
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Table S2. Primers used for complete genome sequencing of PrVI from sweet
cherry.

Name of RNA Primer sequence (5'>3’) Amplico  Ta (°C)*
primer segment n length
(bp)
s1-F1 RNA1 TAGGGCGGACGATACAACAAAC 760 63
sl-R1 GACGTGCTGTCGAAATATATGACT
s1-F2 ATATTGCTATTGAAACCGTAGCAC 920 60
s1-R2 GTTTACGTATGTTTAGAAAGAAACA
A
s1-F3 CAATTCATTTGGATGAGTATGTACC 1,002 60
A
s1-R3 GGATGGTTACGTGACTCTCC
s1-F4 TGTTACGAACCCTTATGCCG 992 62
s1-R4 GGCTGATAAGGACGTCCTTA
s1-F5 CCGCATGCAACACCAAAGAG 596 63
s1-R5 CTAAACATGGTTGTTTAGTGCTGTA
T
s2-F1 RNA2 ACGTGAAAGAAAACCTCATTCTATT 1,060 62
T
s2-R1 CGAGATTGGCAAAGTTGTITACC
s2-F2 CCTGGACCTGTCAGTCTTTAATG 979 63
s2-R2 CGAGACGAAGTTTCCACACA
s2-F3 ATGCCCATGAAGTAAGTCACATTC 984 63
s2-R3 TTAACTTCGAAGTTTCTGAATTTCCC
s2-F4 AAAGTGTTCCGATGCCAAACC 583 61
s2-R4 CTCGTATGTATCTCTACACGAGT
s3-F1 RNA3 CGAATCGGACGATTTCCAACT 989 62
s3-R1 GITGGTATTAACCTTTTGGAACCTA
s3-F2 AGACATTCACGAGAACAATGATAA 990 62
G
s3-R2 GAACACATATCGAAGCCGAGA
s3-F3 AGACCACTGATACCAACGAT 614 61
s3-R3 AAGGTGAGGCCTTTGGGC

*Annealing temperatures were calculated at http://tmcalculator.neb.com/#!/main.


http://tmcalculator.neb.com/#!/main

Table S3. Primer sequences used for RACE.

RNA RACE Name of Primer sequence (5’>3’) Ta
segment primer (°C)
RNA1 5 first PCR 5-RACE-R1 GGAGGTGTCAACTTGAGATTTC 57
AAP! GGCCACGCGTCGACTAGTACGGGIGGGIIGGGI
IG
5" nested PCR 5-RACE-RIn ACTCTCTCAATGCTACCTCACC 61
AUAP! GGCCACGCGTCGACTAGTAC
3’ first PCR 3-RACE-F1 GTATTTTACCGTTGCACCTCATG 57
28V2 CACGGATCCCGGGTTTTTTTTTITTTITTTV
3’ nested PCR 3-RACE-FIn ACAACGATGATCAGATAGTAAAGTGT 61
28V CACGGATCCCGGGTTTITTTTTTITTTITTTV
RNA2 5 first PCR 5-RACE-R2 TGAGTAGAACGCCCATCATC 57
AAP GGCCACGCGTCGACTAGTACGGGIGGGIIGGGI
IG
5 nested PCR 5-RACE-R2n CGTCCAACGACCATGCGAAATG 61
AUAP GGCCACGCGTCGACTAGTAC
3’ first PCR 3-RACE-F2 GTTGGTTACAGACTTTGAAGT 57
28V CACGGATCCCGGGTTTITTTTTTITTTITITTTV
3’ nested PCR 3-RACE-F2n TGATTTACCGAAGATTCCCAATATAG 61
28V CACGGATCCCGGGTTTITTTTTTITTITTTTV
RNA3 5 first PCR 5-RACE-R3 ACCACTTAACGCATCTGAAAC 57
AAP GGCCACGCGTCGACTAGTACGGGIGGGIIGGGI
1G
5 nested PCR 5-RACE-R3n AAAGGTGAGAGCACGATAGGTAG 61
AUAP GGCCACGCGTCGACTAGTAC
3’ first PCR 3-RACE-F3 GTGTGAGATGCGGATTCAG 57
28V CACGGATCCCGGGTTTITTTTTTITTTITTTV
3’ nested PCR 3-RACE-F3n TGTAGATCAGTGTATTTGGAGATGTC 61
28V CACGGATCCCGGGTTTTTTTTTTTTITITITV

1 Alves-Freitas et al. (2019), 2 Gibbs and Mackenzie (1996)
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RNA3: 305 reads

Figure S1. Iterative mapping of the reads to the assembled contigs
corresponding to all three RNA segments of PrVI.
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