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Analysis of Bacterial Community in the Polluted Water of Dianchi Lake by Using

T-RFLP Technique
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Abstract ; In order to assess the dominant microbial communities in the polluted water of the Dianchi Lake, terminal restriction fragment
length polymorphism (T-RFLP) technique was used to analyze the characteristics and diversity of bacterial communities in nine sites.
Clustering analysis based on the T-RFLP profiles showed that the bacterial community structures varies considerably, which may be
caused by the pollutant variation at different geographic locations. According to the further analysis of T-RFLP profiles with clone
library technique, the dominant bacteria groups in nine sites represented by distinctive terminal restriction fragments (T-RFs) were
identified as genera of Pseudomonas, Aphanizomenon and Rhodobacter.
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Fig. 1  Plan view of the sampling sites in Dianchi Lake
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1 T-RFLP
Table 1 ~ T-RFLP results with closest match of 16S rRNA sequences of the samples
T-RF /bp GenBank ( ) /%

2 154 Musa acuminata( EU017026) 96

5 303 Flavobacterium sp. WB 3.3.27( AM177617) 99

6 447 Nostoc sp. 'Azolla cyanobiont’ ( AY742450) 98

8 153 Pseudomonas sp. SCSWAO09 ( FJ461426) 98

11 75 Thiothrix sp. (EU884111) 97
12 68 Acinetobacter sp. GG2 (GQ245971) 90
16 454 Leadbetterella byssophila strain 4M15 ( AY854022) 93
18 423 Nostoc sp. 'Azolla cyanobiont’ ( AY742450) 99
21 443 Rheinheimera chironomi strain K19414 (DQ298025) 98
22 420 Rhodoferax ferrireducens ( AF435948) 88
23 462 Limnohabitans sp. 1L12-55( AJ964892) 88
24 308 Rhodobacter sp. Cr4-37(GU441681) 88
27 423 Runella sp. P.slu-06( AB249681) 93
28 474 Gamma proteobacterium SUWAF013 ( AB447550) 97
33 220 Aeromonas salmonicida strain CIP 57. 50(FJ936134) 96
34 435 Flavobacterium sp. WB3. 4-22( AM934663) 87
36 304 Achromatium sp. JD13( AF129551) 87
39 304 Musa acuminata ( EU017026) 97
43 304 Sufflavibacter maritimus strain P43 ( EU880515) 89
45 426 Anabaena oscillarioides BO HINDAK 1984/43 ( AJ630428) 93
48 308 Uncultured Sphingobacteria bacterium clone ADK-SGh02-93 ( EF520603 ) 92
50 218 Rheinheimera sp. G3DM-27(EU037278) 98
52 309 Cytophaga sp. An36(AJ551174) 89
57 305 Legionella-like amoebal pathogen CC99  ( EF492067) 89
58 114 Rhodobacter sp. EMB 174(DQ413163) 97
59 474 Gamma proteobacterium SUWAF013 ( AB447550) 94
60 100 Haliscomenobacter hydrossis ( AJ784892) 85
wl 304 Flavobacterium sp. ARSA-108 (GU295968) 99
w2 421 Aphanizomenon flos-aquae (AJ293126) 99
w5 155 Alterococcus agarolyticus strain ADT3 ( AF075271) 94
w7 465 Pseudomonas sp. 7-1 (AF521651) 92
w9 474 Gamma proteobacterium SUWAF013 ( AB447550) 97
wl0 77 Uncultured Bacteroidetes bacterium clone 131754 ( AY922231) 88
wll 104 Candidatus Aquirestis calciphila ( AJ786341) 99
w26 437 Cryptomonas ovata plastid gene ( AB073109) 96
w32 426 Stephanodiscus minutulus ( AY221720) 99
w38 44 planctomycete str. 535 (AJ231176) 95
w39 466 Zoogloea sp. EMB 62 (DQ413151) 89
w40 118 Alpha proteobacterium A0839 ( AF236002) 100
w42 115 Uncultured Sphingobacteria bacterium clone ADK-GRe02-47 ( EF520591) 94
w43 275 Luteolibacter algae ( AB331894) 93
w44 297 Sporocytophaga sp. 4v (FJ372724) 87
w50 423 Cryptophyta sp. CR-MALO1 (EU123323) 96
w55 444 Gamma proteobacterium NEP68 ( AB212806) 92

, . Proteobacteria ( ) Pseudomonas  (
, ), RI ~R9 ,
153 bp ,  Pseudomonas . R4 R6 R7
RI.R2.R3.R5 RS 421 bp,
153 bp, 30.32% . 59.61%  19.96%
88.51% . 89.97% . 68.07% . 26.62% 1 w2 , Cyanobacteria ( )

72.62% , 1 8 , Aphanizomenon ( ). R9
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