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Conservative analysis of type IIIl secretion
system chaperone protein sequence and
prediction of new chaperone

Abstract: Many Gram negative pathogen utilize type III secretion system (TTSS) to inject toxins
into the cytosol of eukaryotic cell. Some effector proteins (toxins) are secreted by their cognate
chaperones through the TTSS. Previous studies indicated that there is little amino—acid sequence
similarity among these chaperones. However, by bioinformatics methods, we find that many chaperones
have more than one homologous chaperones, and two known motifs and three newly identified motifs
exist widely in these chaperones which indicate that there must exist some conservative sites in
TTSS chaperones protein sequences. Base on above, we predicted 27 new prossible TTSS chaperones.
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