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Abstract:

The genome sequencing of Pseudomonas stutzeri A1501 was accomplished by using the " shotgun"
strategy, then the genome structure and gene function annotation analysis were also carried out. The
genome of P. stutzeri A1501 is composed of 4 567 418 bp, with 4 146 ORFs. In the genome, 42 copies of
repeat sequences encoding multiple transposases were identified, implying transposition in A1501 was
very active and the lateral gene transfer was frequently between A1510 and other organisms.
Comparative genomics showed that in order to adapt to the niche lifestyle, Pseudomonas strains
modulate their genome structure and genome contents. The genetic basis of A1501 including the
transport system, signal transduction system and the chemotaxis system etc. are identified by genome
analysis. These systems are key points for bacteria to remain competitive in the rhizosphere
environment, and to construct an associative high-nitrogen-fixing system with rice. The accomplishment
of A1501 genome is a foundation for further transcriptomic and proteomics study.
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