Vol1.2009-BIO-17 No.17
gooooooooo 2009/5/26

IPSJ SIG Technical Report

guoouoboooooobogn

-o0o0oooboo0ooooooooobobooOoOoooooooo-

000 0ot 0O o o oft

goooooooooooOoOoOoOoOoOoOoOoOooooooooooooooooOn
go0o0ooooooooooOoobo0o0oOooooooooooOoOoboobooboo0ooo0oo0o
gooooooooooooooooooobooooooooooobobobooOogg
gdoooooooooooobobooOooooboooooooobobobooOoooog
goooooooooOoOobooOooooooooooooooOObObOOoOoooooo
gobooobooOooOooOoO0o0OooOoOoO0boOoOO0OO0bOO0O00CcOO0OOObOOO
gdooooooooooooOo0oOooOoooooooooooOoboOoOoOooooo
goooooooo

Proposal of New Sub-domain of Protein

SHOGO SASAKIT! and MASAYUKI YAMAMURAT!

To reveal the hierarchy of a protein structure, we propose a new structural
unit that is shorter than a domain. This unit can be treated as an independent
part of a protein. As a structural unit which is shorter than a domain, The
concept of module has been defined as relatively compact regions of protein.
However, the compactness does not relate directly to the independency of a
part in a protein. We define a new structural unit adopting the free energy
of a protein as index. We also show some new subdomains retrieved by own
definition in some will known proteins.
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