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Abstract

To analyze the riverine microbial community structure, genetic fingerprints and ecological indexes such as species
abundances, diversity, evenness, dominance of targeted rivers in Gyeonggi Province were acquired and evaluated using
terminal restriction fragment length polymorphism (T-RFLP) technique. Genetic fingerprinting technique such as T-RFLP,
which is able to show the microbial community clearly unlike traditional culture-dependent techniques, was thought to be
useful to analyse the riverine microbial ecosystem under various factors. Riverine ecosystem evaluation using visible
organisms would give biased results with time, targeted organism and researcher. But, T-RFLP, which can exclude the
subjected hiases such as culture condition and identification, would be an option to understand natural ecosystem by including
the microorganisms that defy culture but perform important functions.
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Fig. 1. Map of targeted rivers and locations, abbreviations
in parentheses will be used in following figures.
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Fig. 2. T-RFLP profiles of selected sites for July. (a) Paldang
Lake, (b) Gapyeong River, () Gyeongan River3, (d)
Anyang River2, (¢) Jnwi Riverl, (f) Hwangguiji
River3, (g) Cheongmi Riverl, (h) Cheongmi River3,
(i) Bokha River3, (j) Anseong River3.
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Fig. 3. T-RFLP profiles of selected sites for October. (a)
Paldang Lake, (b) Gapyeong River, (c) Gyeongan
River3, (d) Anyang River2, (e) Jinwei Riverl, (f)
Hwangguji River3, (g) Cheongmi Riverl, (h) Che-
ongmi River3, (i) Bokha River3, (j) Anseong River3.
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Fig. 4. Microbia species richness with/without standardization.
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Fig. 5. Microbid diversity (Shannon index) for targeted sites.
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