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CdSeES

56 GLN HA-60 THR HN
38 MET HA-40 ILE HNINEEGG
58 LYS HE1-61 LEU HD21
7 LEU HG-8 GLU HNI
107 TRP HE3-107 TRP HZ2
96 THR HA-98 VAL HG11
72 LEU HN-17 TYR HE1
55 ASP HA-57 PHE HNE
61 LEU HD11-107 TRP HE1
84 SER HB1-85 ASN HD2Z
61 LEU HD11-27 TRP HZZ
61 LEU HD11-58 LYS HNIEGEGG
107 TRP HB2-107 TRP HE1
45 GLU HA-49 GLY HNIEEED
98 VAL HG21-71 ILE HD11
7 LEU HG-7 LEU HNI
76 LYS HA-78 ALA HNI
38 MET HA-39 PHE HD1
101 GLN HB2-99 THR HNEES
82 ALA HA-85 ASN HEZE
18 ALA HB1-17 TYR HE1
weak - violation fraction:0.03
6 GLN HG1-6 GLN HN
5 LYS HA-8 GLU HNINNEE——
7 LEU HN-5 LYS HNI
10 ILEHD11-14 HIS HE1
21 ALA HA-17 TYR HD1
27 TRP HZ2-27 TRP HZ3
81 ILE HA-81 ILE HD11
28 MET HG1-24 PHE HD1
35 LEU HG-110 VAL HG21
126 SER HA-129 GLN HNIEGEGG
39 PHE HB2-39 PHE HE1 D
116 LYS HA-120 ALA HNEI

medium - violation fraction:0.05

71 ILE HN-73 ALA HNIS

strong - violation fraction:0.05
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