& ‘i % % iﬁ.%\ Jul. 20, 2014, 41(7): 1394-1401

Microbiology China © 2014 by Institute of Microbiology, CAS
tongbao@im.ac.cn DOI: 10.13344/j.microbiol.china.130547

z % 5ixak

IME R A YRR E B 1 5 5 RYIBE RR
BAET ki TR Zua

(1. 100871)
(2. Department of Civil and Environmental Engineering, Rice University, Houston, TX 77005, USA)

H B AVBRReMBARFTLGERT X, SHAF. HDEea ey 2 pIRAE A R 3 e E R
BETRARSLF A GG A, LREAREL BB KE, ALERT SIS F HAEME TR
Mot R @A IR dd KA R R AIE] AT IR T ARAR T AW AR AT A
PRGMBNETA; BT EWRAE T RASF L5 IERRAF .

REEIR AR, AALM, AR, BRRAE, AMEE

Community structure and contaminant degradation function of
biofilm in environmental engineering systems
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Abstract: Biofilm is the predominant form of life for bacteria in environments. The highly struc-
tured, matrix-enclosed, and functionally coordinated community protects bacterial cells from inhos-
pitable environment. Biofilm-mediated pollution control has become an attractive approach in envi-
ronmental engineering. In this review, the mechanisms through which bacteria interact with material
surfaces and develop into biofilms in various environments are summarized; focuses are on the roles
of pioneer bacteria in biofilm development, the dynamic changes in bacterial community composi-
tion, and the resistance to stresses as well as pollutant degradation characteristics of biofilms in un-
favorable environments.
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