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Abstract

Analysis of the completed set of 3440 ORFs in whole genomic sequence of chromosome of
Ralstonia solanacearum by SignalP 3.0, LipoP and TargetP revealed that 462 ORFs consist of
putative secretory proteins with signal peptides. This includes members of the three major
classes of signal peptides: 348 secretory signal peptides, 100 twin-arginine signal peptides,
14 lipoprotein signal peptides, and absent of Prepilin-like and Bacteriocin & Pheromone signal
peptides.The subcellular localization predicted by TargetP reveals that 3 groups in 462
secretory proteins: e.g.mitochondrion (M ) , secretory pathway (S ) and other
location.There are 4 types consist of 12.3% Spl (signal peptide) , 2.3% Spll (lipoprotein
signal peptide, 73.9% CYT (cytoplasmic) and 12.0% TMH (N-terminal transmembrane
helix) by LipoP in genome of the strain. Compared with the length and amino acid
composition of most signal peptides between Ralstonia solanacearum and Pseudomonas
syringae pv. tomato, it revealed there were similarities on the two bacteria.
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