Number of Aligned

2k/1b — PCR and sequencing design for CYHCV093
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Sequence segments 3'-end locations

3141

<=
<)

E f

S

L O ) g ) o W o

T2 6q, <05, <85, 03255 V3, Y12, Y674 77 %3 %075 %575 %19 "%,

c
2 9 —
£ 0z
& j—
T o6 —
b —
o
=
s 83—
-
50—
=4

5'NCR| COREl E1 | E2 hzl N* | NS3 | | Ns4B | NSS.A | NS5B

M NS4A

S 99'9)

Supplementary figure 2



