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CdSeES

37 MET HE1-114 VAL HA R
49 LEU HB1-50 GLN HA NN
31 ALA HA-34 LYS HD1
36 LEU HA-53 LEU HD21
47 SER HA-50 GLN HG1
52 ASN HA-55 GLN HG1
34 LYS HG1-37 MET HE1

35 ASN HB1-36 LEU HD21 Y
98 ASN HA-101 SER HNEEE
55 GLN HA-59 SER HNE
37 MET HA-40 LEU HNEEEES

109 ALA HB1-110 VAL HG21

29 ALA HN-56 LEU HD21

46 SER HB1-49 LEU HD21
37 MET HE1-114 VALHGT1

30 THR HG21-34 LYS HD1

34 LYS HA-110 VAL HG11

36 LEU HD11-52 ASN HEZ
47 SER HA-51 GLU HNE

30 THRHG21-107 PHE HE1

34 LYS HN-110 VAL HG11 S

37 MET HE1-114 VAL HNI

109 ALA HA-112 ARG HB1 D
21 GLY HA2-24 GLN HNI
34 LYS HA-37 MET HG1

107 PHE HA-110 VAL HE

weak - violation fraction:0.04

37 MET HG1-40 LEUHD1T1

111 GLN HA-114 VALHGZ1

114 VAL HA-117 LYS HB1 GG
79 LEU HA-80 PRO HD1 D
87 ARG HA-90 ARG HG1IEE
34 LYS HA-37 MET HE1

101 SER HN-101 SER HB1 R
79 LEU HN-79 LEU HGH

medium - violation fraction:0.04
strong - violation fraction:0
0 0.5 1 1.5
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