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Codon usage bias and tRNA genes analysis in genome of Pseudomonas aeruginosa phage
PaP3

ZHANG Ke-bin, JIN Xiao-lin CHEN Zhrjin ZHU Junrmin, RAO Xian-cai, HU Fu-quan (Department of Microbiobgy, Third Military Medical Universi-
ty, Chongqing 400038, China)

Abstract: Objective To analyze the relationship between codon usage bias and tRNA genes in Pseudomonas areuginosa phage PaP3 genome.
Methods  Codon usage bias analysis and tRNA genes searching in PaP3 genome and in the bacterial genome were peformed respectively with bioin-
fomatic software and tools in internet. And the relationships of the bias with rRNA and of the phage and host were analyzed. Results The common
dominant codons in both PaP3 and P. aemginosa PAO1 were F-uue; Faue V-gue, A-geces Y-uae, H-cac, N-aac, K-aag and T-acc; Those only in
PaP3 were A-gcu G-ggus T-acu and V-gua; While in PAO1 were L-cugs V-gug P-ccg V-geg Q-cag D-gac, E-gag C-uge Rege S-age and
G-gge. Three tRNA genes coding for tRNAAsn, tRNAAsp, tRNAPro respectively, were found in the phage genome. Those tRNA genes were not
correlated to the codon usage bias of the phage. Conclusion The P. aeruginosa PAOL shows very evident codon usage bias while the phage PaP3
doesn’ t. The codon usage bias of PaP3is is not kept in coincidence with that of PAO1 genome, and 3 tRNA genes coded by PaP3 are not correlated
to codon usage bias of this phage.
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Tab 1 Codon usage frequency of PAO1 and bacteriophage PaP3
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