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CdSeES

74 LYS HA-77 GLN HG2e
9 GLU HA-12 LEU HD11 e
100 TYR HA-103 GLY HNIN
101 VAL HN-102 ARG HG1
30 SER HA-33 ALA HNI
16 VAL HG21-52 SER HAE
115 LYS HN-116 GLU HB1 NN
49 LEU HN-49 LEU HGIEGG
81 VAL HB-104 LEU HB1
8 MET HA-11 VAL HG21 [
101 VAL HA-104 LEU HGE
94 TYR HE1-125 MET HB2[
98 LEU HD21-102 ARG HD1
125 MET HB2-126 LYS HANEEGEGEGEEE
89 TYR HD1-90 ARG HB1
47 TRP HA-50 VAL HN
11 VAL HA-13 ASN HNII
82 PHE HA-117 LEU HD11
61 GLY HA2-64 LEU HB1
85 ALA HN-117 LEU HD11

47 TRP Hz2-51 ARG HD'1 |

92 LYS HG1-93 GLU HN}IG
weak - violation fraction:0.03

120 LEU HN-120 LEU HG

62 ILE HA-84 LEU HGIEEE

64 LEU HA-64 LEU HD11 [

30 SER HN-30 SER HB2

104 LEU HA-104 LEU HD21

78 ARG HN-78 ARG HB2

74 LYS HB2-75 GLU HNE

126 LYS HN-126 LYS HB1 |G
medium - violation fraction:0.04

strong - violation fraction:0
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