S1 Table

Sequence-based prediction

Structure-based

prediction
Probability values for Probability values for Stability values
wild type residues (%) mutated residues (%) (AAG, kcal/mol)
opened | closed
. sec. str.
Mutation H E C sec. str. H E C sec. str. confor | confor
change . .
mation | mation
p.Leul2Pro* | 60.8 | 16.6 | 22.6 H 384 | 3.6 58 C H— C 0.29 -
p.Arg214His | 4.8 | 13.2 | 82.0 C 32 9.1 | 87.7 C - 2.32 2.37
p-Val220Met | 2.6 | 87.8 | 9.6 E 11.1 | 76.8 | 12.1 E - -0.17 -1.33
p.Val272Ile | 0.4 | 81.0 | 18.6 E 04 | 825 | 17.1 E - -0.38 -0.29
p-Val283Met | 3.0 | 40.0 | 56.9 C 45 1239|716 C - 5.46 0.13
p.Trp337Leu | 0.4 | 90.1 [ 9.5 E 02 1942 | 5.6 E - 1.74 2.25
p.Arg377His | 14.6 | 53.7 | 31.7 E 9.3 | 47.0 | 43.7 E - 0.84 1.35
p-Val431Leu | 21.0 | 24.2 | 54.8 C 26.6 | 142 | 59.3 C - 0.97 0.52




