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Glycine (Symmetric)
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CdSeES

36 LEU HA-39 GLN HN

49 LEU HB1-50 GLN HA
48 LYS HA-51 GLU HN
34 LYS HA-37 MET HG1
47 SER HA-51 GLU HN
34 LYS HG1-37 MET HET
115 SER HA-118 GLU HB1
46 SER HB2-49 LEU HD21
37 MET HA-40 LEU HN
31 ALA HA-34 LYS HG2
68 ASN HA-71 LEU HN
15 ILE HG21-74 LEU HB1
40 LEU HD21-50 GLN HE22
49 LEU HD21-50 GLN HN
31 ALA HB1-32 GLN HBT
37 MET HE1-114 VAL HA
52 ASN HA-55 GLN HB1
49 LEU HA-52 ASN HDZ22

weak - violation fraction:0.03

34 LYS HA-37 MET HE1
34 LYS HG2-37 MET HET
87 ARG HA-90 ARG HG1
medium - violation fraction:0.01

strong - violation fraction:0
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