Table S1. List of peptide sequences predicted by Al

Sequence Method  Treated cell Inhibition index (uM) Reference
A549, A549:15.32 [ICs0],
MCF7, MCEF7: 45.25 [ICso],
GILSSIKGVAKGVAKNVAAQLLDTLKCKITGC ML HeLa, HeLa: 37.23 [1Cso]
LoVo, LoVo: 59.78 [ICso],
293T 293T: 63.16 [ICso]
A549, A549:2.975 [ICs0],
MCF7, MCEF7: 25.74 [ICso],
GIFDVVKGVLKGVGKNVAGSLLEQLKCKLSGGC ML HeLa, HeLa: 19.69 [1Cso]
LoVo, LoVo: 8.05 [ICso],
293T 293T: 5.832 [ICso]
A549, A549: 27.31 [ICs0],
MCEF7, MCEF7: 41.21 [ICso],
GVLGAVKDLLIGAGKSAAQSVLKTLSCKLSNDC ML HeLa, HeLa: 52.83 [ICso] [1]
LoVo, LoVo: 55.22 [1Cso],
293T 293T: 48.7 [I1Cso]
A549, A549: 24.01 [ICs0],
MCEF7, MCEF?7: 37.84 [ICso],
GLFLDTLKGAAKDVAGKLEGLKCKIT ML HeLa, HeLa: 23.26 [ICso]
LoVo, LoVo: 35.05 [ICso],
293T 293T: 50.66 [ICso]
A549, A549: >128 [1Cso],
MCF7, MCF7: >128 [ICso],
GLFDVVKGVLKGAGKNVAGSLLEQLKCK ML HeLa, HeLa: >128 [ICso]
LoVo, LoVo: 128 [ICso],
293T 293T: >128 [ICs0]
MCEF7, MCEF7: 11 +1 [ECso],
A549, A549: 21 + 1 [ECso],
RLLRLIRKLII ML LU1205, LU1205: 9 + 1 [ECso],
Jurkat, Jurkat: 39 + 1 [ECso],
HDMEC HDMEC: 141 + 1 [ECso]
MCF7, MCF7: 9 +1 [ECso], 2]
A549, A549: 14 + 1 [ECso],
RLLRLIRKLIL ML LU1205, LU1205: 7 + 1 [ECso],
Jurkat, Jurkat: 25 £ 1 [ECso],
HDMEC HDMEC: 125-250 [ECso]
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MCEF7: 11 +1 [ECso],
A549: 22 + 1 [ECso],
LU1205: 16 + 1 [ECso],
Jurkat: 25 + 1 [ECso],
HDMEC: 125-250 [ECso]

MCF7:13 +1 [ECso],
A549: 29 + 1 [ECso],
LU1205: 14 +1 [ECso],
Jurkat: 22 + 1 [ECso],
HDMEC: 256 + 2 [ECso]

MCEF7: 14 + 1 [ECo],
A549: 27 + 1 [ECso],
LU1205: 16 + 1 [ECsd],
Jurkat: 27 + 1 [ECso],
HDMEC: 138 + 7 [ECs0]

MCF7: 22 + 1 [ECs0],
A549: 29 + 1 [ECs0],
LU1205: 21 + 1 [ECsa,
Jurkat: 35 + 1 [ECso],
HDMEC: 171 + 1 [ECs0]

MCEF7: 33 +1 [ECso],
A549: 33 + 1 [ECso],
LU1205: 24 +1 [ECso],
Jurkat: 46 + 1 [ECso],
HDMEC: 142 + 2 [ECso]

MCEF7:16 +1 [ECso],
A549: 58 + 1 [ECso],
LU1205: 31 +1 [ECso],
Jurkat: 31 + 1 [ECso],
HDMEC: 262 + 1 [ECso]

MCF7: 53 = 1 [EC0],
A549: 60 + 1 [ECso],
LU1205: 38 + 1 [ECsd],
Jurkat: 75 + 1 [ECso],
HDMEC: 260 + 1 [ECs0]

MCF7: 50-100 [ECs0],
A549: 54 + 1 [ECs0],
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LU1205: 39 + 1 [ECso],
Jurkat: 69 + 1 [ECso],
HDMEC: =250 [ECso]

MCEF?7: 50-100 [ECso],
A549: 61 + 1 [ECso],
LU1205: 29 + 1 [ECso],
Jurkat: 58 + 1 [ECso],
HDMEC: 349 + 1 [ECso]

MCF7: 10 + 1 [ECs0],
A549: 30 + 1 [ECso],
LU1205: 12 +1 [ECso],
Jurkat: 53 + 1 [ECso],
HDMEC: 154 + 1 [ECs0]

MCEF7: 38 + 1 [ECs0],
A549: 79 + 1 [ECs0],
LU1205: 16 + 1 [ECs0,
Jurkat: 30 + 1 [ECso],
HDMEC: 348 + 1 [ECs0]

MCEF7: 24 +1 [ECso],
A549: 35+ 1 [ECso],
LU1205: 18 + 1 [ECso],
Jurkat: 40 + 1 [ECso],
HDMEC: 160 + 1 [ECso]

MCEF7: 25 +1 [ECso],
A549: >100 [ECs0],
LU1205: 48 +1 [ECso],
Jurkat: 50 + 1 [ECso],
HDMEC: 278 + 1 [ECso]

MCEF7: 63 + 1 [ECo],
A549: >100 [ECso],
LU1205: 44 + 1 [ECsd],
Jurkat: 39 + 1 [ECso],
HDMEC: 271 + 1 [ECs0]

MCEF7: 77 +1 [ECso],
A549: >100 [ECso],
LU1205: 53 + 1 [ECso],
Jurkat: >100 [ECso],
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MCEF7, MCEF7: >100 [ECso],
A549, A549: >100 [ECs0],
LU1205, LU1205: 76 + 1 [ECso],
Jurkat, Jurkat: >100 [ECso],
HDMEC HDMEC: =500 [ECso]

47 + 3 [ECso],
MCF7 236 + 13 [HCs0],
5.1+ 0.6 [TI]

56 + 3 [ECso],
MCEF7 inactive [HCso],
>7 [T1]

inactive [ECso],
MCEF7 inactive [HCso],
n.d. [TI]

47 + 4 [ECso],
MCF7 132 + 16 [HCs0],
2.8+0.6 [TI]

inactive [ECso],
MCF7 inactive [HCso],

[3]
n.d. [TI]

95 + 4 [ECso),
MCF7 inactive [HCso],
>4 [TI]

42 + 4 [ECx0],
MCF7 89 = 6 [HC0),
2.1+03[TI]

34 + 4 [ECso],
MCEF7 inactive [HCso],
>11 [T1]

101 + 4 [ECso],
MCEF7 inactive [HCso],
>4 [TI]
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455+ 0.8 [ECso],
34+ 5 [HCsol,
0.7 +0.1[TI]

50 + 10 [ECso],
inactive [HCso],

>8 [T]]

16.1 £ 0.3 [ECs0],
23 = 5 [HCs0),
1.4+0.3 [TI]

MCF?7: 9.8 [ECs0],
A549: 8.6 [EC0]

MCEF7: 4.5 [EC0],
A549: 11.3 [ECso]

MCEF7: >100 [ECs0],
A549: >100 [ECs0]

MCE7: >100 [ECs0],
A549 >100: [ECs0]

MCF7: >100 [ECs0],
A549: >100 [ECs0]

MCE7: 2.6 [ECs0),
A549: 10.7 [ECs0]

MCE7: >100 [ECs0],
A549: >100 [ECso]

MCF7: >100 [ECs0],
A549: >100 [ECs0]

MCEF7: >100 [ECs0],
A549: >100 [ECs0]

MCF7: >100 [ECs0],
A549: >100 [ECs0]

MCEF?7: 2.3 [ECso],
A549: 4.6 [ECs0]

[4]



MCEF?7, MCE7: 27.7 [ECs0],

GLFKIISKLAKKA ML
A549 A549: 36.3 [ECs0]
MCEF?7, MCF?7: >100 [ECs0],
GLPLFLKKLGSAV ML
A549 A549: >100 [ECs0]
MCF7, MCF7: >100 [ECs0],
GLWGVIKALGGHVG ML
A549 A549: 69.3 [ECs0]
MCF7,
GLFLVALKQVATIKKLIGGLFAVVGVA ML Synthesis failed
A549

ICs0: Half-inhibitory concentration, ECso: half-effective concentration, HCso: half-hemolytic concentration, TI: Therapeutic index (HCso/ ECso), Al:

Artificial intelligence, n.d.: no data, ML: Machine learning, DL: Deep learning
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