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N-end sequencing and determination of coding gene of a structural protein in Pseudo-

monas aeruginosa phage PaP3
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Abstract: Objective To detemine the coding gene of the major structural protein in Pseudomonas aeruginosa
phage PaP3. Methods Phage particles of PaP3 were purified by CsCl gradient centrifugation. The phage structural
poteins were analyzed by SDS-PAGE and transferred to PVDF film Then N-end of the major stuctural protein was
sequenced by Edman degradation method. The sequence of 5 amino acids at N-end was used to concluded the coding
gene of the major structural protein. Results The sequence of the 5 amino acids at the N-end of the major structural
potein were Ala-Thr-Pro-Thr-Asn. Conclusion The coding gene of the major protein of phage PaP3 is ORF 36 354
~37 307 (reverse). The protein consists of 318 amino acids and its putative isoelectric point (pl) is 7. 70, molecu-
lar weight (MW) is 35 024. 46.
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Density(©) (g D) CsCl(g) ™ bufler * (ml) Refiactive ratio
1.45 60 85 1376 8
1.50 67 82 13815
1.70 95 75 1390
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Fig1 SDS PAGE electrophoresis of the structural proteins of phage PaP3
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Fig 2 Diagram of phage PaP3 structural proteins transferred to PVDF film
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