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Highlights

• We find the use of three physicochemical properties, hydropathy index, po-

lar requirement and the chemical composition of the side chain, is helpful

for phylogenetic analysis using protein sequences

• We propose a 24 dimensional feature vector to characterize the distribution

of amino acids in protein sequences.

• Our results indicate that the new tool is fast in speed and accurate for

classifying proteins and inferring the phylogeny of organisms.
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