
Table S3. Initial conditions for the SP model.

Amino acid

Output probability

Signal peptide Cap region Globular region TMD

1-6 7-15 16-40

A 0.02941 0.06667 0.06122 0.02941 0.05 0.08753

C 0.02941 0.02222 0.02041 0.02941 0.05 0.04376

D 0.02941 0.02222 0.08163 0.02941 0.05 0.00656

E 0.02941 0.02222 0.14286 0.02941 0.05 0.00656

F 0.02941 0.02222 0.08163 0.02941 0.05 0.13129

G 0.02941 0.11111 0.02041 0.02941 0.05 0.08753

H 0.02941 0.02222 0.02041 0.02941 0.05 0.02188

I 0.02941 0.11111 0.02041 0.02941 0.05 0.13129

K 0.02941 0.02222 0.08163 0.23529 0.05 0.00656

L 0.08824 0.17778 0.02041 0.02941 0.05 0.13129

M 0.14706 0.02222 0.02041 0.02941 0.05 0.06565

N 0.02941 0.02222 0.08163 0.02941 0.05 0.01094

P 0.02941 0.02222 0.02041 0.02941 0.05 0.02188

Q 0.02941 0.02222 0.08163 0.02941 0.05 0.01094

R 0.02941 0.02222 0.02041 0.23529 0.05 0.00656

S 0.14706 0.02222 0.02041 0.02941 0.05 0.01094

T 0.02941 0.02222 0.08163 0.02941 0.05 0.01094

V 0.14706 0.15556 0.08163 0.02941 0.05 0.13129

W 0.02941 0.06667 0.02041 0.02941 0.05 0.06565

Y 0.02941 0.02222 0.02041 0.02941 0.05 0.01094

The SP region is further divided into 3 sections, corresponding to areas from the starting
point to the 6th residue, from the 7th to 15th residue, and from the 16th to 40th residue.
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