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Glycine (Symmetric)
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CdSeES

117 LEU HN-41 VAL HA
125 LEU HB2-122 LEU HAIE
124 ASP HA-127 vAL HNIENEG
125 LEU HD11-122 LEU HAII
59 PRO HD1-60 ALA HE1 NG
129 LEU HG-128 TYR HNIEGS
121 THR HA-84 ILE HG21 I
81 VAL HG11-117 LEU HD21
65 LEU HD21-100 HIS HN|INEGNE
62 VAL HB-61 LS HNIINGS
117 LEU HD21-93 PHE HD'1 N
117 LEU HN-42 HIs HD2

126 ARG HN-123 SER HARS
weak - violation fraction:0.02

127 VALHG11-124 AsP  HAI
127 VAL HB-128 TYR HN
82 LEU HD11-120 SER HE2
41 VAL HG21-78 PrO HG'1 NG
62 VAL HB-63 GLN HNIIING
133 THR HG21-122 LEU HD11
125 LEU HA-125 LEU HD1'1
137 GLN HG1-137 GLN HNIIIG
58 ASP HB1-58 ASP HNINNGTE
66 VAL HB-67 AsP HNIININGIE
40 ALA HN-39 ALA HAIIGGS
124 ASP HB1-120 SER HB1 NGNS
124 ASP HB1-121 THR HNINEGTS
105 TYR HB1-105 TYR HNINEGTE
129 LEU HD11-133 THR HANIGTN

115 ALA HB1-44 VAL HG11 |GG

78 PRO HB2-41 VAL HG11 S

medium - violation fraction:0.06

122 LEU HG-122 LEU HNI

strong - violation fraction:0.03
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