SUPPLEMENTARY FIGURES

Peptide 22-44

-

Supplementary Figure 1. lllustration of the scaffold fragments used for design. Two discontinuous peptide fragments (a.a. 22-44
and a.a.351-357) were used for peptide s aaffold construction. The hACE2 peptides and SARS-CoV-2 RBD are shown in green and gray,
respectively. The residuesSer44 and Leu351 are shown in magenta and yellow sticks, respectively. The distance between the Ca atoms of
Ser44 and Leu351is 5.5 A.

PDB ID Multiple Sequence Alignment TM-score
1j36A —Q-AKEYLENLNKELAKRTNVET-FYLIDDV o.s3
"MAEEQ‘KT'LDKE‘FEAEDLEIQSS—LiK‘DER 0.88
2¢6fA EAGAQLFAQSYNSSAEQVLEFQSV-FYNRKDF o.84
m%ADVSxESTLK“LHDVEVTYTVQRN—LQPQIAA 0.78
203eA EVTYENCLQVLADIEVTYIVERT-LOMSVAA o077
3bkkA EAEASKFVEEYDRTSQVVWNEYA-FYNGKDF o0.84
3ce2A SESLLSLLTTLFSTIERKLNKLYV-CYDSHPY o.71
4ka7’A EPTWPKLVEPLEKIVDRLTVVWG-VSRLPVA o7
%WAETEISQIVEWIEOR QQTK %QT FFAIDDV o83
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Supplementary Figure 2. Peptide multiple sequence alignment for evolutionary profile construction.
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