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Primary annotation of gnome of Pseudomonas aeruginosa phage PaP3
ZHANG Ke-bin, JIN Xiao-linn ZHU Junmin HU Xiao-meis RAO Xiamrcai HU Fu-quan (Department of Mictobiology, Third Military Medical University,
Chongging 400038 China)

Abstract: Objective To primarly annotate the genome of Pseudomanas areuginasa phage PaP3 after its sequencing. Methods The primary
annotation items of the genome of the bacteriophage PaP3 including identification of open reading frames (ORFs) and coding sequence, BLAST
query of each ORF, multiple alignment of homology sequences and phylogenetic analysis were camied out with bioinformatic software and analysis
tool in intemet. Results A total of 252 of > 100 bp ORFs and 69 coding sequences were detected in the phage PaP3 genome. BLASTn did not find
any homology sequence, but BLASTx found out 4 high homolagy sequences that is ORF13052— 14761 coding for pﬁmase/heli(ﬁse, ORF40280-
41728 for terminase large subunit, ORF41728-42225 for lysozyme and ORF16912-18549 for DNA polymerase. Multiple alignment of those 4 homolo-
gy sequences was completed and their phylogenetic trees were obtained. Conclusion The 252> 100 bp ORFs and 69 coding sequences are detect-
ed and 4 functional genes coding for primase Ihelicase, teminase large subunit, lysozyme and DNA polymerase respectively, are predicated in the
phage PaP3 genome.
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NP041982: gene5, DNA polymerase (bacteriophage T7); IT7PR Chain A, T7 DNA polymerase complkxed to DNA primertemplate. . . (hacteriophage T7);
NP039646: 5(bacteriophage T3); NP039648. 5B (hacteriophage T3); NP052093; DNA polymerase(bacteriophage phiYe03-12); NP052094: 5B protein(bacterioph-
age phiYeO3-12); NP064753. DNA polymerase( Roseophage SI01); BABO6872: DNA polymerase 1(Bacillus haboduraus); 1XWL: DNA polymerase 1( Bacillus
Stearothasmophilus); 034996: DNA polymerase ( Bacillus subtilis); AAD28505 DNA polymerase 1 Rhodothemus marinus); PA43741: DNA polymerase (Hae-
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