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A199 ALA, A173 GLN, A108 ASN

A80 PHE, (A41 GLY-A42 THR), A110 PRO, A84 ASN, (A109 ASN-A110 PRO), A175
PHE, A29 HIS, A57 VAL, A197 HIS, (A37 CYS-A96 CYS), A94 ASN, A174 THR, (A184
THR-A185 PRO), (A143 TYR-A144 PRO), A75 ASP, A107 GLU

(A41 GLY-A42 THR)

(A143 TYR-A144 PRO)

Results obtained using MolProbity version 4.4
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Residue Quality A
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