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Influence o organic pdlutants on the bacterial community
in Songhua River drainage area

ZHAO Yang-gw , REN Narrg =, WANG Ai-jie, WAN Churrli
(Schod o Ervironmental and Municipal Enginesring, Harbin Irstitute  Technology , Harbin 150090, China)

Abgract : In order to invedigate the potentia irfluence of the organic pollutants on the microbid ocompostion and
diverdty , termina redriction fragment length polynmomphism (tRALP) and 16S ribosomal DNA (rDNA) clone libraries
combined with water quality andyd s were sdlected to conpare the gructure of bacteriad communities in four water bodies
ocontaminated by different degrees of organic metter. tRALP profiles of the waters and sediments al showed conplex
patterns and high amilarity , however , some certain populations enriched with the pollution enhanced. Egecidly, the
dmilarity of communities acoorded grictly with that of water quality. Principal component andysis (PCA) indicated that
the termind redriction fragments (TRF) of bacteria in the waters and sediments grouped into different clugers. 16S
ribosoma DNA sequences in the Snghua River sediment fell into ten known phyla and Proteobacteria are predomi nant
with 21. 92 % o clones (in which thep - Proteobacteria acoounts for 10. 96 %) . The sediment serioudy polluted by
domegtic wagewater comprised of only 7 phyla, in which Proteobacteria was predominant with 47. 37 % of clones
(subdivisons 0 - Proteobacteria and O ¢ - Proteobacteria were 21. 05% and 15. 79 %, regectivdy). This sudy
denongrated that the long-term drainage of organic wasewater reduced the microbia diverdty, and some functiona
microbes that are regpongble for the degradation of organic metter , became dominart.

Keywor ds: organic contamination; bacterid community ; termina redriction fragment length polymormphism (tRALP) ;
16S rDNA clone library
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