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Clashscore, all atoms: 10.8 67" percentile” (N=1784, all resolutions)

Clashscore is the number of serious steric overlaps (> 0.4 A) per 1000 atoms.

Poor rotamers

Favored rotamers
Ramachandran outliers
Ramachandran favored
MolProbity score”

CB deviations >0.25A
Bad bonds:

Bad angles:

Cis Prolines:

Cis nonProlines:

Twisted Peptides
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0/18

2/399
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3.48% Goal: <0.3%
87.17% Goal: >98%
5.29% Goal: <0.05%
81.01% Goal: >98%

37" percentile” (N=27675, 0A - 99A)

4.07% Goal: 0

0.03% Goal: 0%

1.80% Goal: <0.1%

0.00% Expected: <1 per chain, or <5%
0.50% Goal: <0.05%

1.44% Goal: 0
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