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Glycine (Symmetric)
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CdSeES

86 GLY HA2-88 GLN HNIEE
134 PRO HG2-136 LEU HD21
117 LEU HB1-83 TRP HEI
117 LEU HD21-44 VAL HG21
42 HIs HB2-117 LEU HD21
59 PRO HD1-60 ALA HB1
117 LEU HD21-93 PHE HD1
81 VALHG11-117 LEU HD21
129 LEU HG-96 PHE HD1

137 GLN HE22-87 ALA HB1 GG

62 VAL HB-61 LYS HNIEG
129 LEU HG-128 TYR HN
65 LEU HG-64 SER HNIINGS
38 ILEHG12-38 ILE HNI
weak - violation fraction:0.02
78 PRO HB2-41 VALHGT1 e
62 VAL HB-63 GLN HN
127 VAL HB-128 TYR HNIIEG
53 LEU HD21-53 LEU HANES
41 VAL HG21-78 PRO HG1

66 VAL HB-67 ASP

97 GLY HN-96 PHE

80 ASP HB1-80 ASP

127 VAL HN-127 VAL

105 TYR HB1-105 TYR

97 GLY HA2-98 GLY

53 LEU HD11-129 LEU HD11 N
medium - violation fraction:0.04
strong - violation fraction:0
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