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[ Abstract JExisted Affinity Propagation(AP) clustering algorithm can not reflect the clustering structure of the complex protein sequences,
This paper proposes an adaptive AP classification method based on Generalized SMS and Huffman Decision(ad AP/GSHD). Protein
sequences are clustered via generalized Substitution Matching Similarity(gSMS) and existed adaptive affinity propagation(adAP) algorithm.
It uses Huffman coding and confines the average code length of clustering results to embody the family clustering structure of protein
sequences. By experiment of test ad AP/GSHD and comparing its performance with other four classic clustering methods on six datasets of
Clusters of Orthologous Groups(COG) of proteins database and Structural Classification of Proteins(SCOP) database, results demonstrate
that this method not only can acquire number of clusters more approximately to the correct family number of clusters and more compact
clustering structure for a given set of proteins, but also the average F-measure is 19.67%, 8.7%, 9.5% and 43.81% better than that of adAP,
SMS, Spectral Clustering and TribeMCL respectively.
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584[19], H-RFmE 1. & 2 f1E 3 %t adAP/GSHD. i
RAT SMS 3 MEEMRELER, B 2 ZRUERZHH
TR RN TR — A5 25 2 KBRS L Z IR 75
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53 AEE 4 NG R I — L8N R IER 73 ORI 5
adAP/GSHD X JUAN KK IERR T /0 2 i 5 2 SR AR B4R
MAET—REIE 1% 1 FE 7 ARERE 1(b)
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