Proportion of

Vg-like A correctly
dsiRNA aligned Alignment of the longest
Gene fragment nucleotides aligned fragment
Vol 1 68% accatgaacacacaacagctgactgaa
~CCATCAACAGGC TACAGCATACTAT-
TRRER WRRE T OREERR wRR
Vgl 2 64% cgcaagaattaaatccgcgaggtgtic
—CCATGAATTGCGTCCGTGAGACTTT-
Vgl 3 60% gagtgtcagtcgaggtcccttagcgge
~CGAGTACGTTCAAGTTCCTTTGCAG-
ng 1 48% CGTCCCGATGGTAACTCATAGCATT
—ATC}‘-\ACAG GCTACAGCATACTAT—
Vg2 2 52% TCATAGCATTGGGCTTGTTCAGCTTTC
~CCATGAATTGCGTCCGTGAGACTTT-
ng 3 60% TCGACTGTCTTCCTGCTTCTTTGTCGE
~CGAGTACGTTCAAGTTCCTTTGCAG-
TEE R R wOR OERWREWR "
0
Vg3 1 28% GGAACCACATGGTGTT
~CTACAGCATACTAT-
R R W
Vg3 2 60% gtaatgtattgtgtatatgagaatact
~CCATGAATTGCGTCCGTGAGACTTT-
Vg3 3 32% atgtcccttttccce
-AGTTCCTTTGCA-
Vg-Iike A 1 100% ACCATCAACAGGCTACAGCATACTATG
~CCATCAACAGGC TACAGCATACTAT-
Vg-like A 2 100% ACCATGAATTGCGTCCGTGAGACTTTA
“CCATGAATTGCGTCCGTGAGACTT T
i 0 ACGAGTACGTTCAAGTTCCTTTGCAGE
Va-like A 3 100% ~CGAGTACGTTCAAGTTCCTTTGCAG-
Vg-like B 1 68% gogttotatagacttoagoatogtate

-CCATCRACRGECTRCAGCATACTAT-
* FE OE FER OF¥E FEFEEFEE & KK
Vg-|ike B 2 64% accaggattticgagoctgtggycttas
—-CCATGRATTGCGTCOGT GRGACTTT -
Ehkk k& FFEF EE ¥ k& & EEE
Vg-l ike B 3 44% gocgagttcattagactt
-CERAGTRCGETTCRRGTT

FEEEE Kk KK * EE

Vg-like C 1 44% goctacaTttatattator
-ECTACRGCATACTAT--

& Kk kK TEE kEK



Vg-like C 2 44% atcacgtacgttataattate
-TTECETCCETGRAGRCTTT—

* HEEY FHEE E K KHE

Vg-like C 3 36% casattogtggooagte
—=LGTTCCTTITGCAG—-
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