FJ594891.1 TGAAGAACTAAAGGAAGTGAAAGGATTAAGGARATGGCTGGGAATCCTTAATTATGCT.
KF545102.1 (BSOLV) TGAAGAACTAAAGGAAGTGAAAGGATTAAGGAARATGGCTGGGAATCCTTAATTATGCT.
AY493509.1 (BSGFV) AGAAAGCCTGTCTGAAACGAAGGCCTTAAGAAGATGGTTAGGCATACTCAATTATGC!
KR560067.1 (BSMYV) TGCGCATGTGGAAAAGATGCTGAGAT AGCTGTCTCCCACACTTCGAGAAATCC
AJ968450.1 (BSIMV) TGAGGAGCTGAAAGAAGTTAAAGGATTAAGGAAATGGTTGGGAGTCCTTAATTATGC!
AJ968461.1 (BSUAV) TGAGGAACTGAAGGAAGTTAGAGGATTAAGGAAATGGCTTGGAATCCTCAATTATGC
AJ968492.1 (BSUIV) GGAAARACTAAAGACAAAGAAGGGTCTCAAATCCTGGCTGGCAATTCTCAATTATGC
AJ968522.1 (BSULV) CAATAAGCTGAAAACAAAGGAAGGGTTGAAGTCCTGGCTAGCAATTCTGAATTATGC
AJ968552.1 (BSUMV) AGACAAGCTGAAAACAAAGAAGGGACTAAAATCATGGCTGGCAATATTAAACTATGC
KF318356.1 (BSVNV) CGAAGAACTCAAGGAGACAAAGGGACTCAGGAAGTGGCTGGGAGTCCTTAATTATGCA
BSVF/BSVT
FJ594891 .1 GCTACATTCCGAAACIITGGGAARAARATCCTTGGACCACTGTATGCCAARACGAGTCCTAA -
KF545102.1 (BSOLV) TCCTTGGACCACTGTATGCCAAARACGAGTCCTAA
AY493509.1 (BSGFV) TGGAAAAATCCTAGGTCCCTTATACTCAAAAACCTCAGGAAA
KR560067.1 (BSMYV) GCCAAAGAAATCTGTGCCACATTTGGATATGGAAAGACTTAG
AJ968450.1 (BSIMV) CGGGAABACATTGGGACCGCTCTATTCAAARACTTCTGGCAA 4
AJ968461.1 (BSUAV) TGGAAAAACCTTAGGACCCTTATATTCAAAGACAAGTCCTAA 4
AJ968492.1 (BSUIV) 'GGGAAAAATCCTGGGTCCACTATACCCCAAGACTTCAGAGAA
AJ968522 .1 (BSULV) 'GGGAAGAACGCTTGGACCACTTTACCCAAAAACCTCAGAARAA -
AJ968552.1 (BSUMV) [GGGAAGAATTTTGGGACCCTTATATCCCAAAACATCAGAGAA 4.0
KF318356.1 (BSVNV) [GGGAAAGACTTTAGGCCCACTTTACTCCAAGACATCTATCAA 410
BSV-R
FJ594891.1 TGGAGAAAGAAGAATGAATACTCAGGAC TGGAAAATTGTC AAA( 498
KF545102.1 (BSOLV) TGGAGARAGAAGAATGAATACTCAGGAC TGGAAAATTGTC AAAGAGGTCAAGGAAGTT| - .
AY493509.1 (BSGFV) AGGGGAGCGAAAACTCAATCACCAAGAC ATGAAGATAATT CACCHGATCAAGGAAAAG|-59:2
KR560067.1 (BSMYV) TGGATGACTACTTTCAAAACTTAACGGCGTGGAACAGAATCTCT GAACACAGAAGGG| 451
AJ968450.1 (BSIMV) CGGAGAAAGAAGAATGAATAGTCAAGAT TGGAAGATTGTA ICATCAARAACTCAG| 468
AJ968461.1 (BSUAV) CGGGGAAAGAAGAATGAATAACCAGGAC TGGGCTATAGTC AGGAGQGATTAAGGAACAA| 462
AJ968492.1 (BSUIV) GGGGGAGAAGAGATTGAATTCTGAAGAC TGGAAAATAATC TGAAGGAAGAA| 465
AJ968522.1 (BSULV) GGGAGAAAGAACACTGAATTCTGAAGAT TGGAAAATCATC A TGAAGCAAGAG| 465
AJ968552.1 (BSUMV) AGGAGAAAGAAGACTAAATTCTGAAGAT TGGAAGATAATC AGAAGGATGAAACAAGAG| 4¢3
KF318356.1 (BSVNV) TGGAGAGAAGAGAATGAACAGCCAGGAC TGGAAGGTTGTIT CAGCTAATCAAAAATCAG| 469
FJ594891.1 TAATCTGCCAGAACTTGAGTTACCCCCCGAARAAGCTATCATGATAATTGAAACG
KF545102.1 (BSOLV) TAATCTGCCAGAACTTGAGTTACCCCCCGAAAATGCTATCATGATAATTGAAACG ©
AY493509.1 (BSGFV) TCTCCCTGAATTAGAGGTTCCTCCACCAGAGTCCATCATACTAATTGAAACA 5
KR560067.1 (BSMYV) TGGCTCGTGAAGAAGGTCAGAATCTGGAAGAAGAAGACTACTGGGAGAATGTATTCA 5
AJ968450.1 (BSIMV) GACTTCCCGATCTAGAAATCCCTCCCACTAGTGCAATAATGATACTTGAAACA ©
AJ968461.1 (BSUAV) AACTTACCAGACATGGAGCTCCCTCCAAAGGAAGCAGTCATGATAATTGAAACA 5
AJ968492.1 (BSUIV) GTTGCCCAAGATGGCAATACCCCCAGAGGATGCATACATAGTCATAGAAACG 5
AJ968522.1 (BSULV) CTCCCAAAGCTTTCTATACCCCCTCAAGATGCATACATAGTCATTGAAACG 5
AJ968552.1 (BSUMV) CCTGCCAARAACTTTCAATACCCCCGGAAAATGCTTACATAATCATTGAAACA ©
KF318356.1 (BSVNV) TTTACCTGACCTTGACATACCCCCTGCGGAAGCAACAATAGTTCTAGAGACA 5

Figure S2 Primer and probe design for LiquiChip detection of Banana streak virus.
Accession numbers for the aligned isolates (top to buttom) are FJ594891, AY101189.1,
FJ439815.1, FJ594892.1, HM447634.1, JQ346523.1, JQ911618.1, KF545102.1,
KF548092.1, MH931389.1, AB_189068.1 were aligned and compared. Design of the
primers (BSV-F, BSV-R) and probe (BSV-P) were based on conserved sequences
within the RNase H gene.



