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HelpStructure Assessment Examples 

salmon_MHCII_refined.pdb;

Created: Fri 14th Jan, 23:57;

We do not predict the uploaded structure to have a transmembrane segment.
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Results obtained using MolProbity version 4.4

1.18% A160 VAL, A73 TYR, A131 PRO

0.92% A131 PRO, B81 ILE

9 A131 PRO, A160 VAL, A163 ASN, A122 LEU, A187 LEU, B44 TYR, A120 ASN, A155
TYR, A73 TYR
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QMEAN Z-Scores
QMEAN -1.47

Cβ -0.61

All Atom -0.55

solvation -0.48

torsion -1.27
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