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Genome sequencing for Pseudomonas aeruginosa phage PaP3
ZHANG Ke-bin, JIN Xiao-linn ZHU Junrmin HU Xiaomeis RAO Xian-cak HU Fu-quan (Department of Mictobiology, Third Military Medical University,
Chongqing 400038 China)

Abstract. Objective To explore the sequence of the genome of Pseudomonas aeruginosa phage PaP3. Methods PaP3 partticles was purified
with CsCl gradient centrfugation, and its genomic DNA was extracted in order to construct the shot—gun library. The randomly-picked clones under-
went genome sequencing The sequence was reconstructed, and then analyzed for the genome ends with restrictive endonuclease Kpn [ spectrum un-
der denaturing /annealing conditions Results  Through the 779 sequenced clones a contig consisted of 44 249 bp was cbtained with 9. 46 ERR/10
KB. The whole sequencing mount was 13. 5 coverage of PaP3 genome. The genome is a linear dsDNA molecule with two blunt ends The base con-
stituents of the genome were A=24 24%, G=12618%, T=23 63%, C=25 94%; Ambiguous= 0; A+ T=47. 87%, C+G=52 13% re-
spectively. Conclusion The PaP3 genome is a 44 249 bp linear dsDNA molecule with two blunt ends
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