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Abstract; Culturable bacteria in the sediment of Huixian wetland were isolated by dilution plate coating
method and analyzed with 16S rRNA gene sequences. The results showed that total 65 isolates, subordi-
nate to 4 phylums, 12 genera, 24 species, were obtained. These strains belonged to five genera ( Bacil-
lus, Paenibacillus, Fictibacillus, Lysinibacillus and Enterococcus) in Firmicutes, two genera ( Streptomy-
ces and Rhodococcus) in Actinobacteria , four genera ( Pseudomonas, Stenotrophomonas, Pantoea and
Delftia) in Proteobacteria and one genus ( Chryseobacterium) in Bacteroidetes. The predominant microflo-
ra is Bacillus sp. strains, occupying 53. 85% of the all the isolates, which conforms to the fact that Huix-

ian wetlands are becoming eutrophic. Totally four kinds of conditional pathogenic bacteria are detected,
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accounting 15. 38% of the isolate, indicating that the ecological environment has been negatively affected

by the human activity. There is another one bacteria strain tolerant to PCNB in 300 mg/L or more, and

30 isolates from 12 Genus have arsenic tolerance. This appearance might have direct relationship with lo-

cal pesticide and fertilizer abuse.
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Table 1

Homologous comparison results based on the comparison of the 16S rRNA sequences of

bacterias isolated from the sediment of Huixian wetland

Phylum Genus No. of isolates Cloest type strain (accession number) Number Identities/ %
LB B10 Bacillus indicus LMG 22858T (JGVU01000003) 10 99.49
LB A9 Bacillus anthracis ATCC 14578T (AB190217) 5 99. 85
LB D8 Bacillus koreensis BR 030T ( AY667496) 1 99.93
LB D11 Bacillus marisflavi TF — 11T (AF483624) 2 99. 86
Bosill LB D3 Bacillus cereus ATCC 14579T ( AE016877) 3 100. 00
e LB B21 Bacillus safensis FO —36bT ( ASJD01000027) 2 99,24
ZYE C12 Bacillus aryabhattai B8W 22T (EF114313) 3 98. 60
Fi ZYE Cl6 Bacillus indicus LMG 22858T (JGVU01000003) 1 97.29
te:
et LB A5 Bacillus manliponensis BLA —6T ( FJ416490) 6 100. 00
ZYE C7 Bacillus drentensis LMG 21831T ( AJ542506) 1 99.93
LB D13 Paenibacillus barcinonensis BP =23T ( AJ716019) 1 98. 28
Paenibacillus o .
LB 311 Paenibacillus agaridevorans DSM1355T ( AJ345023) 2 99.07
Fictibacillus LB D14 Fictibacillus phosphorivorans CaTTT (JX258924) 4 99. 86
Lysinibacillus sphaericus KCTC 3346T
Lysinibacillus LB B19 1 99.93
(AUOZ01000024 )
Enterococcus W2 Enterococcus faecium CGMCC 1. 2136T AJKH01000109 1 100. 00
GS 39 Streptomyces harbinensis NEAU — Da3T (JQ750974) 3 99.78
) ) Streptomyces )
Actinobacteria GS 28 Streptomyces spongiae Sp080513SC - 24T ( AB498741) 4 100. 00
Rhodococcus ZYE Cl14 Rhodococcus aetherivorans 10bc312T ( AF447391) 3 99.03
Delfii GS D8 Delfiia lacustris DSM21246T ( EU888308) 2 99.93
2
e Cu2 Delftia tsuruhatensis TTT ( ABO75017) 1 98. 87
) Pseudomonas LB B9 Pseudomonas mosselit CIP105259T ( AF072688) 2 99.93
Proteobacteria ) o
Stenotrophomonas maltophilia MTCC434T
Stenotrophomonas GS A2 1 100. 00
(JALV01000036)
Pantoea ZYE A18 Pantoea brenneri LMG5343T (EU216735) 1 100. 00
Bacteroidetes ~ Chryseobacterium LB C12 Chryseobacterium gambrini 5 —1StlaT ( AM232810) 5 99. 48
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RIS 52 0 S LR R, HLii 52 PR S 7E 100 mg/T J
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TE—E 25t HETA 008 2 M B RE A X it A7 4k
PIRLR ) X R R 4R, Al REAE B S
TR A A S IR 5 YR B
2.3 T PCNB B4 5

I3 B3 —#R%) PCNB HAT SR 52 1R Y Bk W2,
i 32 [t B B 300 mg/L LA L PCNB, 28 168 J¥31] Lb
Xt, H5R W IRE B Enterococcus faecium CGM-
CC1.2136" ( AJKHO1000109 ) B &% B9 #H 0L B K
100% . FIA 4 B3 5 200 &% PCNB 5557 5k v iy
RARACH = AT TR, a5 R 2. &3
o ARPEAUR A TE — BRGSO A G B 45 2R 5
TETG B PR TR o AT, B i (3 I 5 A
SRR VECE A 99. 99% , ook T S RH BE 48 0 [
fitE
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Fig. 1  Phylogenetic dendrogram based on the comparison of the 16S rRNA sequences of microbes

isolated from the sediment of Huixian wetland
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Table 2 Arsanilic acid tolerant bacteria and tolerance
AR PR () HIlE/% mi;ﬁff/

LB A9 Bacillus anthracis ATCC 14578 T ( AB190217) 99. 85 100

LB D3 Bacillus cereus ATCC 14579T ( AE016877) 100. 00 500

LB B21 Bacillus safensis FO —36bT ( ASJD01000027) 99. 24 100

LB D13 Paenibacillus barcinonensis BP —23T (AJ716019) 98. 28 200

LB 311 Paenibacillus agaridevorans DSM1355T ( AJ345023) 99. 07 200

LB D14 Fictibacillus phosphorivorans CaTTT (JX258924) 99. 86 200

LB B19 Lysinibacillus sphaericus KCTC 3346T ( AUOZ01000024 ) 99.93 200
ZYE Cl14 Rhodococcus aetherivorans 10bc312T ( AF447391) 99. 03 200
GS D8 Delftia lacustris DSM21246T ( EUS888308 ) 99.93 500
Cu2 Delftia tsuruhatensis TIT (AB075017) 98. 87 500

ZYE A18 Pantoea brenneri LMG5343T (EU216735) 100. 00 200
LB C12 Chryseobacterium gambrini 5 —1StlaT ( AM232810) 99. 48 200
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Fig. 2 Ion chromatogram of samples extracted

e
o

3 3 IR E A T R 23 B I,
T 5 S A B UE T K 99. 99% , HLAE
K B 7R RE IR R, B TR R ORI B TN
237, 237 Jg PCNB {7 &85 T4F", by o 7T 40 0
SYESERIY M5l PCNB, bk W2 %f PCNB i %
PEARR , (HR B R AE J1. PCNB i 52 14 it 31,
TE—E R P ERE M D 2 RRA TS Y, S
PRSI B BRI, I HICXE A 25 W i 2 1k
S5 E R R E, LTI 25 AR — B
Yo H A WA SO o LA T 2 iR T , SR
AR AE R B PRAR

7.574
3.0 |
777081 641
2.5
=)
= 20
=
H 1.5
1.0
0.5 853 op3, 46 963 848
7.124 3155?9&63 970
0 T T T g TTTrT

4 5 6 7 8 9 10 11 12 13 14

t/s

P 3 BRIBURE i 10 8 AT X 2 B 1

Fig.3  Full scan ion relative abundances of samples extracted
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