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Supplementary Figure 1: Drug-binding interactions

THR
A223
X/’_:’_:’ s
—/ T
oS
Ast /D e
P ey
7 A _
— > / \< /// \
— AN
~
—o /O \1/\// ¢
/ / /
o\ )
)< ILE
f \ A224
{
N
HIS | \/ A\:/Z:LO
AS6 / /
— 'J PHE
A163
PHE
A226 TRP
A:151

Wildtype 1120 _Ivermectin (NSP1)

\ \ /J \0/,\
‘-
/) /
o~ / \ s} / \
/ — » /
/ / .
/ v
/ 1)

-

y—"0
( /
/

/’"
/
/

/ ——o0

1
A
A
\ ARG
— A:544

Mutant F120 Ivermectin( NSP1)



Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 1: Drug-binding interactions
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Supplementary Figure 2: Results of Molecular Dynamic
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Supplementary Figure 2: Results of Molecular Dynamic
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Supplementary Figure 2: Results of Molecular Dynamic
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