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Biodiversity of Acidophiles in the Sediment at an Acid Mine Drainage Site
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Abstract: A sediment sample was collected at an acid mine drainage site in Anhui. The acidophiles composition and community

structure in the sediment was studied with 16S rDNA clone library and denaturing gradient gel electrophoresis ( DGGE) . The results

indicated that the acidophiles in the sediment were novel compared with the data in GenBank. The acidophiles affiliated with

Acidobacteria, B/ ¥Proteobacteria, &Proteobacteria,

Nitrospira,

Candidate Division TM7, low G + C Gram-positive. &

Proteobacteria were major group in this acidic ecosystem. The research of aicdophiles community in sediment can help us develop high

efficient method to treat acid mine drainage (AMD) .
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Table 1 BLAST analysis of 165 rDNA sequences of acidophiles in the sediment

'y BALEU bp RIS % Sl Bcdln 1 v dy e i b o e AL
H5 1461 4.4 Acidobacteria Uneultured bacterium( AB179509) 1378/ 1462 (94% )
H6 1494 4.4 ¥-Proteobacteria Unecultured bacterium clone 1013 28-CG34( AY 532575) 1423/ 1492 (95%)
HI11 1517 51.1 & Proteobacteria Unecultured bacterium BAT1({ AF225447) 1418/ 1451 (97% )
HI12 1521 6.7 Nitrospira Unecultured bacterium clone ASL9{ AF544226) 1476/ 1515 (97%)
H24 1502 4.4 BProteobacteria Uncultured bacterium clone DSBACT9({ AY762628) 1030/ 1109 (92%)
H40 1432 2.2 Candidate Division TM7 Uncultured soil bacterium clone C129( AF507687) 1297/ 1411 (91%)
H50 1520 6.7 Nitrospira Uncultured bacterium (DQ223212) 1473/ 1517 (97%)
H65 1 500 4.4 ¥Proteobacter ia Acidithiobacillus ferrooxidans strain QXS 1 (DQ168465) 1491/ 1498 (99% )
H70 1491 2.2 low G+ C Gramrpositive  Uncultured low G+ C Gram- positive bacterium( DQ223211) T82/799 (97% )
H74 1484 13.3 & Proteobacteria Uncultured bacterium BA71( AF225447) 967/992 (97% )
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Phylogenetic tree of acidophiles in the sediment
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Fig. 5 Phylogenetic tree of &Proteobacteria

B 6 i DGGE Ei%
Fig. 6 DGGE profile of PCR products of the sediment

Ze0d TUE A R X- S 2R S AR A 5, AT
PR UUB ) 2 M A A — S A Tk 55 2% i IR 5 ).
R B KA R A, A i HAb ™ A Ak s 2B
JRI, 75 HAR S ATz SRR R T L8 O 3
RO (FeSy) , £01d RIS (A A1 ¥ HE TR T+ 4 3.
SRR AP I BN A 7R U S KRN T 1 3
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