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Biological characteristics of Pseudomonas aeruginosa phage PaP2
HUANG Jian-jun, HU Xiao-mei, RAO Xian-cai, ZHANG Ke-bin, JIN Xiao-lin, ZHOU Ying-bing, LI Ming, SHEN Xiao-dong,
ZHU Junrmin, HU Fu-quan (Department of Micwbiologys College of Medicine, Third Military Medical University, Chongging 400038, China)

Abstract: Objective To identify some basic biological properties: morphology and size, lytic or lysogenic ca-
pacity, optimal multiplicity of infection (MOI) and one-step growth kinetics of Pseudomonas aeruginosa phage PaP2.
Methods The ultrastructure of purified PaP2 particles was observed by electron microswpy. A single plaque was
picked and added to 1 ml LB (Luria-Bertani ) bwoth and inoaulated on LB agar plate. Then a single lawn was picked
into 3 m] LB broth. After overnight incubation at 37 ‘C, the bacterial genome was extracted and purified. And then,
the gerome DNA was digested by restriction enzyme Sma | and the digested products were separated by pulsed field
electrophoresis. The host bacteria were infected with PaP2 at six different MOI. 3.5 h later, the phage titers were
detemined, respectively. For one-step growth experiments, phages and its host with an MOI of 10 were used with a
15 min adsorption. Following centrifugation, the pellet was washed wice and resuspended with IB broth and incubat-
ed. Samples (30 1) were taken at 15-min-terval (up to 210 min) and immediately tittered by the double-layer agar
plate method. Results PaP2, without capsule membrane, had an isometric head about 52 nm in diameter and a 16
X5 nm short tail. The plaque of PaP2 was translucent and its size was about 1—2 mm in diameter. The genome of
the infected host bacteria had the phage genomic DNA fragment. Hosts infected with an MOI of 10 had the highest
phage production. One-step growth cuwve was drawn according to the results of one-step growth experiments. Conclu-
sion PaP2 belongs to the Podoviridae family and is a lysogenic phage. The optimal MOI of PaP2 is about 10. One-
step gowth kiretics of the phage shows that the latent period and the burst period were about 75 and 90 min, respec-
tively, and the average burst size is about 34 phage particles per infected cell.
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