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MQL Analysis output: geometry for
PROBITY spp1_portal_and_connector_pdb_coordinates_clean.pdb
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Summary statistics

Poor roramers O e e
[Favored rotamers [6123 [o6.46% [Goat: >98%
[Ramachandran outliers [ [0.08% [Goat: <0.05%
Protein [Ramachandran favored 6885 [o6.19% [Goat: >98%
Geometry [Rama distribution Z-score [203x008 [Goal: abs(Z score) <2
[CB deviations >025A
[Bad bonds:
[Bad angles:
Peptide Omegas [Cis Protines:
[Twisted Peptides:
[CaBLAM outtiers [169 4% [Goat: <1.0%
Low-resolution Criteria -
[CA Geometry outtiers [64 [090% [Goat: <05%
Additional validations [Chirat votume outtiers [or8670 [

In the w0 column results, the 16t coloma gives the raw count, right colbmn gives the percentage.
Key to table colors and cutoffs here: 7




