General

s
f?' ..Jl|,""+
v
g L '-" t; 4
* . *
o y
& q
=]
] | ]
-00 0 a0
i
Proline
-~ p
n
= o -
: [ ]
D e
=1
] I ||
-B0 o0

= o

Glycine (Symmetric)

i
Pre-Proline
] | ]
=[] (1] o
i




CdSeES

96 ILE HGZ21-98 LYS HA

34 GLU HB2-35 LEU HD21

98 LYS HE1-103 GLU HGI1

23 PRO HG1-97 ASP HA

98 LYS HGT1-102 THR HN

98 LYS HD1-103 GLU HN

97 ASP HA-102 THR HG21

98 LYS HB2-1017 GLU HN

98 LYS HN-99 ASN HA

65 PHE HD1-77 LYS HN

98 LYS HA-99 ASN HB2

29 VAL HG21-35 LEU HBT

weak - violation fraction:0.01

34 GLU HG1-35 LEU HD21

23 PRO HG2-97 ASP HB2
32 THRHG21-35 LEU HG
97 ASP HN-97 ASP HB1
medium - violation fraction:0.01

strong - violation fraction:0
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