Clustalw {w1.40 Multiple Alignment Parameters:

Open Gap Penalty = 10.0; Extend Gap Penalty = 0.0; Delay Divergent = 40%

Gap Distance = §; Similarity Matrix = blosum
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% amino acid identity
with PBC Env protein

Human- PBC 100%

{ C3H-HeN 97 %
C3H 967%

GR 95%

{ BRG6 95%
RI11 96%
L 66A 92%
JYG 93%
Human-BCa 92%
C3H-Hed 93%
Miv1 93%
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