Supplemental Figure 3

for Resilience of BST-2/Tetherin structure to single amino acid substitutions

by Ian R. Roy, Camden K. Sutton, and Christopher E. Berndsen
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Figure 3A: Distance between amino acids at the designated position plotted over the simulation time.



llel20Phe

53 60 63 67 70
8-
G'M B ——t v ~M~
o) s S —
77 81 84 88 91
8- g
6- £ i e Y
4 5 Tt e
m
£ o5 98 102 105 113
8-
a ,
L E— PR ——— " I e 1
v4_
(]
(&)
= 116 120 123 127 130
6- — V' Aoinian, TSN
4-
134 137 141 144 148
8-
O a——— T et S M
4-

0 5 10 15 200 5 10 15 200 5 10 15 200 5 10 15 200 5 10 15 20
time (ns)

Figure 3B: Distance between amino acids at the designated position plotted over the simulation time
for Tetherin with an I120F mutation.
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