Table S1: List of PCR primers used in the study.

Primer 5‘-3‘sequence Amplicon size
. . Reference

designation (bp)

DWV-1 20f CGAATTACGGTGCAACTAAC

DWV-1157r | ACAATAGATGGTCGGTGACA (8l >59 bp

DWV-4 2345f | ATTGTGCCAGATTGGACTAC

DWV-42779r | AGATGCAATGGAGGATACAG [al 435 bp

DWV-10 8934f | CCTATCGAGCTGCACGACTT

DWV-10 9599r | CCGAGACCTTGTCCAGGTTA [al 666 bp

Pan-DWV-F ACGCAACCCCAGGAAT )] 179 bp

Pan-DWV-R GTAGCTAATTTTACCCAATCTTTAAA

ABPV-15381f | AATGGGCCTATGGACTTTTCTA

ABPV-15517r | AAATCTCCTGCAATAACCTTGG [c] 178 bp

ABPV 1F AGCCACTATGTGCTATCGTAT ” 207 bo

ABPV 2R ATGGTGACCTCTGTGTCATTA

BQCV 2144+ | TGAGAGCTGCAGAACAAGAG ] 583 b

BQCV 2726- TCACGTGTCAAGGCTTCATC

BQCV 3F GCAAGCTCTTCCAATGATAG . 322 bp

BQCV 4R AAGATTCAGCCGAGTCCTTA

SB 1F ACCAACCGATTCCTCAGTAG n 487 bo

SB 2R CCTTGGAACTCTGCTGTGTA

AmFV 1SSUF | ACGAACGACTATCTAGCCATGAAC

AmMFV r1SSUR | GTCCGTTTCGGAGTGCATGAC (e] >91bp

AMFV TS F CGCATGTACCAACAACTCGTAC

AmEV TS R CACAGTTGGTGTAGCGCAGT lg] 361 bp

BSRV-4714 f RGTGCAGCTTTATGCGTTGCC " 519 bp

BSRV-37 r CCGCTGTTGAGAATAAGGATATCCAGG

LSVdeg f GCCWCGRYTGTTGGTYCCCCC .

LSVdeg r GAGGTGGCGGCGCSAGATAAAGT il >78 bp

VAMLV f ATCCCTTTTCAGTTCGCT .

VAMLV r AGAAGAGACTTCAAGGAC il 438 bp

IAPV IGR f CGATGAACAACGGAAGGTTT X 766 bo

IAPV IGR r ATCGGCTAAGGGGTTTGTTT

KBV2 6639 f CCATACCTGCTGATAACC

KBV2 6801 r CTGAATAATACTGTGCGTATC [c] 200 bp

CBPV 1-1 TCAGACACCGAATCTGATTATTG 0 570 bp

CBPV 1-2 ACTACTAGAAACTCGTCGCTTCG

CBPV A7 ACTCCCGTCGTTGTGTTCTC

CBPV A8 GGCGATTGGTATTTGTTTGG [m] 895 bp
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