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ete TCE (trichloroethene)} deg
mc first column was packed iron, and the second column was filled with the pieces of recycled

ire, which was inoculated with anaerobic digestion sludge from a municipal wastewater treatment plant in Korea. In
this work, we examined which dechlorinating populations were involved in dechlorination activities in the second bioreaction

column. According to T-RFLP (terminal restriction fragments length polymorphism) for 165-RNA, the population diversity

of microbial communities for the bioreactor was higher than that for the sceding microbizal communities. In the b%@z“nactor, the
phylum groups of firmicutes and chloroflexi were decreased or insignificantly detected whﬁc protecbacteria phylum group
was increased. For specific detection of dechlorination microbes, nested PCR analysis was performed using specific
165-RINA primers for known dechlorination populations from amplified 168-rRNA PCR products. The results mowed that
nested PCR. amplification response for Deswlfurmonas populations was significantly increased in the bioreactor while those
for Clostridia, Anaerolinece, and Dehalococcoides were relatively weak and unchanged. This was confirmed b\; the
Following quantitative PCR analysis. These findings suggest that Desulfurmonas populations were responsible for the
observed dechlorination activities in the bioreactor,

£ 2 dual column system in
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Microbial diversity and population structure analysis of lead-tolerant microbial communities
effectively sorbing lead
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Tead is one of the most abundant toxic heavy metals to be found in the environment due to its wide applications in the
mamsfaaming industries. Recently, a few studies suggested that heavy metal tolerant microbes can be used as E;icmfpiéorﬁ
materials. In the present study, comparison of the microbial diversity and population structure between original activat ed

sludge and lead amended activated sludge have been carried out. Restriction enzyme digestion was carried out using RFLP

enzymes (Hhal and Mspl) and 168 rRNA amplification and sequencing was performed. Results showed a »be%mnm&
wvariability in the response of activated sEudg@ mmmb}ai community to lead amendment, which indicates the impact of lead
exposures on community diversity and resiliency. The following sorption experiment with the lead-tolerant xmcmbmi
consortium showed an effective biosorption of lead at high concentration. These findings implied that pretreatment of
activated sludge with heavy metal exposure would improve the capability of biosorption of lead by activated sludge
microbial communities.
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