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Identification of 53> 10° protein gene of bacteriophage PaP3

7ZHU Jurrmin, JIN Xiao-lin, RAO Xian-cai, HUANG Jian-jun, ZHANG Ke-bin, HU Fu-quan (Depariment of Micwobiology. Col-
lege of Medicines Third Military Medical University, Chongqing 400038 China)

Abstract: Objective To identify the coding gene of 53X 10° protein of bacteriophage PaP3. Methods Bac-
teriophage PaP3 particles were isolated and purified by using PEG-sedimentation combined with CsCl gradient cen-
trifugation, and then the total proteins wer isolated on SDS-PAGE to figure out how many proteins making up of the
virion particle. The protein bands on SDS-PAGE were transferred onto PVDF membrane by electronic transfer
method. Afiewards, the 6 anino acid sequence of the N-terminal of the 53X 10° protein was detemined by using
Edman degradation method. The coding gene of 53X 10° protein from 252 ORFs of genome PaP3 was clarified based
on the sequence result. Results A total of at least 8 structural proteins were found in the phage. The 6 anino acid
sequence of the N-terminal of the 53X 10° protein was “MASMAY”. Based on this sequence, it might be confirmed
that 53X 10° protein with molecular weight (MW ) of 53.7X 10 was encoded by ORF29893, consisting of 1 524 base
pairs, with G+C content of 34.92%, and coding 508 amino acids (isoelectric point, PI=7.207). The theoretical
MW of ORF29893 coding protein was 53.7X 10°, very close to the actally detected value. Conclusion Protein of
53X 10% is encoded by ORF29893 of genome PaP3, and the whole amino acid sequence of 53X 10° protein is clari-
fied. This protein may be one of capsomeres making up of the phage capsid potein.
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