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Protein secondary structure assignment
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Abstract; Secondary structure protein refers to regular repeative sub-structures on the protein backbone. The
accurate assignment of the secondary structure of proteins from protein atom coordinates underlies the analysis of
protein structure and function. It is also very important for protein classification, finding functional motifs in
proteins, and understanding the folding mechanisms of proteins as well as for molecular visualization, protein
comparison and prediction. Thus, protein secondary structure assignment is still an active research field in structural
bioinformatics. More than twenty secondary structure assignment methods have been developed and are generally
categorized into two groups, i.e.,geometry-based and hydrogen bond-based. However, the consistence of secondary
structure assigned by different methods is relatively low. These is no review paper about protein secondary structure
assignment so far.Therefore , this paper mainly introduce and summarize these methods.
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Table 1 Comparison of different secondary structure assignment methods

Method pIsIcL! 2! DEFINE[*!  p-CURVE' ! PSEA[3] STICK! 3 ssri38) PLASSE( 3]
DSSP 68.6 74.6 79.2 83.4 71.8 84.1 76.0
STRIDE 77.9 74.5 78.9 82.4 64.5 84.3 74.8
KAKSI' XTLSSTR SECSTR 3 VoTAPL 2] PCASSO[ 20! SABAL 3]
DSSP 81.5 80.4 93.4 83.2 9.5 90.6
STRIDE 83.5 80.8 91.9
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