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CdSeES

50 LEU HA-53 ALA HNEEEE
57 PHE HA-60 THRHG21
53 ALA HB1-50 LEU HD21

107 TRP HE3-107 TRP HZ2

38 MET HA-40 ILE HNES
53 ALA HB1-50 LEU HNI

58 LYS HA-60 THR HNIEED

40 ILE HG11-41 VAL HNI

52 SER HA-55 ASP HE1
113 LEU HA-117 ARG HNE

11 ASP HA-10 ILE HD11
101 GLN HB2-99 THR HNINEGEGG

49 GLY HA1-53 ALA HNE

45 GLU HA-49 GLY HNE
75 HIS HA-79 GLN HE21

10 ILEHG21-9 ALA HNI

7 LEU HG-8 GLU HNEE
107 TRP HB2-107 TRP HE1
114 VAL HG21-54 HIS HD2
61 LEU HD11-107 TRP HE1

47 ILEHD11-47 ILE HNEEE
64 ALA HB1-27 TRP HHZ

weak - violation fraction:0.03

52 SER HA-56 GLN HN
31 ALA HB1-57 PHE HZ
94 PRO HA-96 THR HNININIGNN
35 LEU HG-110 VAL HG21
21 ALA HA-17 TYR HD1
81 ILE HA-81 ILEHD11
28 MET HG1-24 PHE HD1
39 PHE HB2-39 PHE HE1 N
27 TRP HZ2-27 TRP HZ3
10 ILEHD11-14 HIS HE1
129 GLN HB1-129 GLN HNIN
47 ILE HA-49 GLY HNIIEGS
29 GLU HA-31 ALA HNE
medium - violation fraction:0.06
strong - violation fraction:0
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