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Research on Structures and Functions of Penicillin-binding Protein 3 of Streptococcus pneumonia
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Abstract

(Institute of Quality Standard and Testing Technology for Agro-Product, CAAS, Beijing 100081 )
As the single D-Ala, D-Ala(D,D)-carboxypeptidase in Streptococcus pneumonia, PBP3 plays a key role in cell division and growth

by trimming the last residue of pentapeptides to reduce the availability of donors for the transpeptidation reaction and thus limits the reticulation

of the peptidoglycan. The structure and functions of PBP3 was reviewed, which will provide basic data for deep research and application of PBP3.
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SRTTNT IO 114 JE P 5 5 1oy AHAE K. coli 11 PBPS 48 20 4% (&,
) X WA PBP3 e il 5 22 [ F 4 4 A1 40 AR R 114 JR SR b
SR S I P R AR A WY o BRI A, sPBP3 T X H:
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SR F 151 ~ 181 aa, E. coli PBP5 X} i T 147 ~ 158 aa, £
PBP3 i F2 46 A 14 N E LRI ELIL O BT RK —2,
TGN 258l PBPS £5F9 1 D, D-#& Ik B &K 11— 2%
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