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- Space Group: P1211
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Residue Information
- Residueiaf
Residue Short Name: TRP
~ Residue Long Mame: TRYPTOPHAM |
- Residue Humber. 25
+ Original Pogition: 25
- align Position: 48
Conservation: None
- Secondary Structure Model Right ...
Salvent Accessibilty(%): 7.58
~ Crystal Contact no
B Factar 14 68
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- Atom: CIL 451 Distance: 3.83
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