ClustalW sequence alignment of partial RNA Dependent RNA Polymerase (RdRp) of IBD virus serially passaged in presence of
OmM Ribavirin (FVSKG2 RDRP-1) and 0.025mM ribavirin (FVSKG2 0.025mM) at 5" passage.

FVSKG2 RDRP-1 GCTCACCAAGACCCGGAACATATGGTCAGCTCCATCCCCAACACACCTCATGATCTCCAT 60

FVSKG2_0.025mM GCTCACCAAGACCCGGAACATATGGTCAGCTCCATCCCCAACACACCTCATGATCTCCAT 60
R IR b I b dh b 2 dh b b Sh Sb b S Sh b b Sh Sh b 2h db b Sb Sb b dh Sh b dh dh b b db b b 2 dh b b dh b b dh Sh b b dh b 2 2h Sh b db  Sh o F

FVSKG2 RDRP-1 GATCACCTGGCCCGTGATGTCCAACAGCCCAAATAACGTGTTGAACATTGAAGGGTGTCC 120

FVSKG2_0.025mM GATCACCTGGCCCGTGATGTCCAACAGCCCAAATAACGTGTTGAACATTGAAGGGTGTCC 120
Ak Ak kA Ak kA A hhkAhhdAhAhhk Ak kA r kA hdAhhhk Ak hkhdhhdkhrhkkhhohkhkdhkrhkkhhrhkkhhrkhkxk

FVSKG2_ RDRP-1 ATCACTCTACAAATTCAACCCGTTCAGAGGAGGGTTGAACAGGATCGTCGAGTGGATATT 180

FVSKG2_0.025mM ATCACTCTACAAATTCAACCCGTTCAGAGGAGGGTTGAACAGGATCGTCGAGTGGATATT 180
- R IR I b b Sb b dh I b db  Sb b b db b b SR Sb b db db b db Ib b S Sb b dh db b i db Ib b 2 db b b db b b SR Sb b S db b 2R S b db S b

FVSKG2_ RDRP-1 GGCCCCGGAAGAACCCAAGGCTCTTGTATATGCGGACAACATATACATTGTCCACTCARA 240

FVSKG2_0.025mM GGCCCCGGAAGAACCCAAGGCTCTTGTATATGCGGACAACATATACATTGTCCACTCAAA 240
R IR I Sb b e dh I b db  Sb b S Sb b b db Sb b Jb Sb b S db Ib b S Sb b dh db b S db Ib b R dh b b db b b SR Sh b S db b 2h S b I Sb b F

FVSKG2_ RDRP-1 CACGTGGTACTCAATTGACCTAGAGAAGGGTGAGGCAAACTGCACTCGCCAACACATGCA 300

FVSKG2_0.025mM CACGTGGTACTCAATTGACCTAGAGAAGGGTGAGGCAAACTGCACTCGCCAACACATGCA 300
R i I i b b 2 b b b b Sh b S b b b IR Sh b Ih dh b b Sh Sb b b Sh b 2 eh b b dh b I b Sh b b db b b b Sh b S Sb b 2 b Sh I b S 3

FVSKG2 RDRP-1 AGCCGCAATGTACTACATACTCACCAGAGGGTGGTCAGACAACGGCGACCCAATGTTCAA 360

FVSKG2_0.025mM AGCCGCAATGTACTACATACTCACCAGAGGGTGGTCAGACAACGGCGACCCAATGTTCAA 360
R i I I i I b I b b b I b b I IR S b b Sh b b SR b b b Ih b b b b b IR b b b b b b dh b b b Sh b S 2b b b b S I b S

FVSKG2_ RDRP-1 TCAAACATGGGCCACCTTTGCCATGAACATTGCCCCTGCTCTAGTGGTGGACTCATCGTG 420

FVSKG2_0.025mM TCAAACATGGGCCACCTTTGCCATGAACATTGCCCCTGCTCTAGTGGTGGACTCATCGTG 420
KA A AR Ak AR A A AR A AR AR A AR A AR A AR I A AR A AR I A AR A AN I AR I A AR A A A A A AR Ak kk

FVSKG2 RDRP-1 CCTGATAATGAACCTGCAAATTAAGACCTATGGTCAAGGCAGCGGGAATGCAGCCACGTT 480

FVSKG2_0.025mM CCTGATAATGAACCTGCAAATTAAGACCTATGGTCAAGGCAGCGGGAATGCAGCCACGTT 480
R R b I b Sh b 2 dh b b Sh Sb b S dh b b Sh Sh b Sh Sh b b Sh Sb b dh Sh b 2 dh b b db b b 2 dh b db b b dh Sh b b db b b 2h Sh b db  Sh I 3

FVSKG2 RDRP-1 CATCAACAACCACCTCTTGAGCACGCTAGTGCTTGACCAGTGGAACTTGATGAGACAGCC 540

FVSKG2_0.025mM CATCAACAACCACCTCTTGAGCACGCTAGTGCTTGACCAGTGGAACTTGATGAGACAGCC 540

R R e I b S b e S IR S S e S 2b I Sb b S b S b I S b I S R I S IR I S b I S b I S b b Sb b b 2b S 2b b S db S 2
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CAGACCAGACAGCGAGGAGTTCAAATCAATTGAGGACAAGCTAGGTATCAACTTTAAGAT
CAGACCAGACAGCGAGGAGTTCAAATCAATTGAGGACAAGCTAGGTATCAACTTTAAGAT

KAk A AR A AR kA AR A AR R A A A AR A AR I A AR A AR I A AR A AR A AR I A AR A Ak dA Ak kA kkkk

TGAGAGGTCCATTGATGATATCAGGGGCAAGCTGAGACAGCTTGTCCTCCTTGCACAACC
TGAGAGGTCCATTGATGATATCAGGGGCAAGCTGAGACAGCTTGTCCTCCTTGCACAACC

KK AR A AR A A A A AR A A A A A A A AR A AR A AR A AR A A A A AR A AR AR A A AR A AR A AR A Ak Ak kK

AGGGTACCTGAGTGGGGGGGTTGAACCAGAACAATCCAGCCCAACTGTTGAGCTTGACCT
AGGGTACCTGAGTGGGGGGGTTGAACCAGAACAATCCAGCCCAACTGTTGAGCTTGACCT

R R e I b S b S b S S S b Sb b S S S b I Sb b I S R I S b I S b S b I S b b Sb b b S S b b S db S 2

ACTAGGGTGGTCAGCTACATACAGCAAAGATCTCGGGATCTATGTGCCGGTGCTTGACAA
ACTAGGGTGGTCAGCTACATACAGCAAAGATCTCGGGATCTATGTGCCGGTGCTTGACAA

R I b S b S b S S e S db I Sb b S b Sb b I Sb b I S 2 I S b I Sb b I S b I Sh b b Sb b b Sb b S 2b b S db b S 2

GGAACGCCTATTTTGTTCTGCTGCGTATCCCAAGGGAGTAGAGAACAAGAGTCTCAAGTC

GGAACGCCTATTTTGTTCTGCTGCGTATCCCAAGGGAGTAGAGAACAAGAGTCTCAAGTC
Kk K ok ok kK ok kK ok kK ok ok ok ok ok ok ok ok ko k ok ok k ok ok ok ko ok ok ok k ko k ok ok ok ok ok ok kK kK k ok ok ok ok ok ok
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ClustalW sequence alignment of partial sequence of VP2 of IBD virus serially passaged in presence of OmM Ribavirin

(FVSKG2_VP2) and 0.025mM ribavirin (FVSKG2 0.025mM) at 5% passage.
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AGAATTGTTCGQTTCATASGGAGCYTTCTGATGCCAACAACCGGACYGGCGTCCATTCCG
AGAATTGTTCGQTTCATASGGAGCYTTCTGATGCCAACAACCGGACYGGCGTCCATTCCG

KK AR AR A A AR A AR A A AR A AR A AR A AR A AR A AR A A A A AR A AR A AR A AR A AR A AR A AR Ak kK

GACGACACCSTGGAGAAGCACACTCTCAGGTCAGAGACCTCGACCTACAATTTGACTGTG
GACGACACCSTGGAGAAGCACACTCTCAGGTCAGAGACCTCGACCTACAATTTGACTGTG

R R e I b S b e S b S S e S Sb I Sb S e S S S b I Sb b I S S I S IR I S b I S R I S b b Sb b b 2b S b b S b S 2

GGGGACACAGGGTCAGGGCTAATTGTCTTTTTCCCTGGATTCCCTGGCTCAATTGTGGGT
GGGGACACAGGGTCAGGGCTAATTGTCTTTTTCCCTGGATTCCCTGGCTCAATTGTGGGT

R R I b S b e S b S S e S Sb I Sb S S b S b I Sb b I S 2R I S b I S b I S b I Sh b I Sb b b Sb S 2 b S 2b b S 2

GCTCACTACACACTGCAGAGCAATGGGAACTACAAGTTCGATCAGATGCTCCTGACTGCC
GCTCACTACACACTGCAGAGCAATGGGAACTACAAGTTCGATCAGATGCTCCTGACTGCC

KA AR A AR A AR A AR A AR A AR A A KA A A KA I A A I A AR A A I A A I A A I AR A A A AR A AR A A kA Kk k

CAGAACCTACCGGCCAGTTACAACTACTGCAGGCTAGTGAGTCGGAGTCTCACAGTGAGG
CAGAACCTACCGGCCAGTTACAACTACTGCAGGCTAGTGAGTCGGAGTCTCACAGTGAGG

KA AR A AR A AR A AR A AR A AR A A KR A A KR A A KA A KA AR A A A A A A A AR A A A A A A A A A A ARk kk

TCAAGCACACTTCCTGGTGGCGTTTATGCACTAAACGGCACCATAAACGCCGTGACCTTC
TCAAGCACACTTCCTGGTGGCGTTTATGCACTAAACGGCACCATAAACGCCGTGACCTTC

R I i I I b b b b b b b b b b b S b b Sh b b b b b b b b b IR b I e b b b I b b b Sh b I dh b I 2h S b b S F

CAAGGAAGCCTGAGTGAACTGACAGATGTTAGCTACAATGGGTTGATGTCTGCAACAGCC
CAAGGAAGCCTGAGTGAACTGACAGATGTTAGCTACAATGGGTTGATGTCTGCAACAGCC

KAk A AR Ak AR A A AR A AR R A AR A AR A AR I A AR A AR I A AR A AR A AR A AR hA A Ak dA Ak kA, kk

AACATCAACGACAAAATTGGGAACGTCCTAGTAGGGGAAGGGGTCACCGTCCTCAGCTTA
AACATCAACGACAAAATTGGGAACGTCCTAGTAGGGGAAGGGGTCACCGTCCTCAGCTTA

KA KA A A A A IR A A I A IR A IR KA A I A KA A KA A I A A I A A I AR I AR I AR I AR AR A AR Ak kk

CCCACATCATATGATCTTGGGTATGTGAGGCTTGGTGACCCCATTCCCGCAATAGGGCTT
CCCACATCATATGATCTTGGGTATGTGAGGCTTGGTGACCCCATTCCCGCAATAGGGCTT

R e I b S b S b S S S b Sb b S b b S b I Sb b I S I S b I S b I S b I S R I Sb b b 2b b b b S db b S 2
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GACCCAAAAATGGTAGCCACATGTGACAGCAGTGACAGGCCCAGAGTCTACACCATAACT
GACCCAAAAATGGTAGCCACATGTGACAGCAGTGACAGGCCCAGAGTCTACACCATAACT

KA KA A A A A AR A AR A IR A KA A KA A KA A I A AR AR I AR I AR I AR A AR A A d A A h Ak kk

GCAGCCRATGATTACCAATTCTCATCACAGTACCAACCAGGTGGGGTAACAATCACACTG
GCAGCCRATGATTACCAATTCTCATCACAGTACCAACCAGGTGGGGTAACAATCACACTG

KA KA A AR AR A AR A AR A IR A A I A A IR AA KA A KA A I A A I A AR A A I AR I AR A AR A AR A Ak kA kk

TTCTCAGCCAACATTGATGCCATCACAAGCCTCAGCGTTGGGGGAGAGCTCGTGTTTCAA
TTCTCAGCCAACATTGATGCCATCACAAGCCTCAGCGTTGGGGGAGAGCTCGTGTTTCAA

R R b b S b S b S S S Sb I Sb b S S S S b I Sb b I S R I S b I S b I S b I S b I Sb b b 2b S b b S 2b S 2

ACAAGCGTCCACGGCCTTGTACTGGGCGCCACCATCTACCTCATAGGCTTTGATGGGACA
ACAAGCGTCCACGGCCTTGTACTGGGCGCCACCATCTACCTCATAGGCTTTGATGGGACA

R R I b S b S b S S e S b Sb b S b S b I Sb b I S 2R I S b I Sb b I S b I SE b b Sb b b S b S 2h b S 2b b S 2

ACGGTAATCACCARGGCTGTGGCCGCAAACAATGGGCTGACGACCGGCACCGACAACCTT
ACGGTAATCACCARGGCTGTGGCCGCAAACAATGGGCTGACGACCGGCACCGACAACCTT

R S b R S b S b S S e S Sb b Sb b e S b S b I Sb b I S dE I S b I Sb b I S b I Sh b b Sb b S Sb b S dh b S dh b S 2
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