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Abstract

In this paper, we propose the new method which describes efficiently the protein backbone
folding structures. The most precise conformational descriptioﬁ is to use atomic coordinates.
One of the most course descriptions of the protein local conformation is the secondary struc-
tural representation. We carried out the principal component analysis of the atomic corrdi-
nates of the many short peptide backbone fragment conformations found in many globular
protein entries of protein data bank, in order to find out the most significant conformational
properties to describe backbone fragment conformations. We present the flexible manner to
describe the peptide backbone conformation and the folding structures of the proteins using
such significant conformational properties.
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