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system that alows one to identify PAIs rapidly from
thousands of contig in the bacterial genome database.
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Bacterial infections are still the major threat to human  21])
health. The recent progress on bacteriad genome
program provides many opportunities to identify novel PAI
targets for drug intervention. The pathogenic strain of
abacterium is different from its virulent relative in that PA|

it has acquired a large segment of DNA called PA|
Pathogenicity Island (PAI). PAls normally carry genes
encoding several virulence factors. The identification
of a PAl in a bacterial genome can greatly facilitate PAl
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