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Fig.2 Phylogenetic tree of bacterial 16S rRNA gene of the TCBS strains from the sediments of Jiulong River estuary
The dendrogram was constructed from a matrix of pairwise genetic distances by the neighbor-joining method using the DNAMAN program. The
bootstrap values above 90% from 1000 replicates are shown. The accession number of each 16S rRNA gene sequence is given in parenthesis. The

scale bar represents 5 substitutions per 100 bp.

1 TCBS
Table 1  Distribution of TCBS strains and salinity in each station of Jiulong River estuary

Station 1 2 3 4 5 6 7 8 9 10 11 Salinity
S, - - 6 - - 61 33 - - - - 1.87
S, - - - - - - 43 - 57 - - 3.08
Se - 5 - - - 26 - - - 69 - 9.79
S, - - - - - 17 - - - 83 - 15.74
S, 6 6 - - 55 - - - 33 - - 20. 24
S, - - - 100 - - - - - - - 25. 16
S, - - - - - 100 - - - - - 26. 94
S, - 92 - - - - - 8 - - 28.18
Sis 19 19 - 43 - - - 4 - - 15 27.00
S, - - - - - - - - - - 100 27. 60

— not detected; 1. Vibrio parahaemolyticusdike; 2. Shewanella algidipiscicoladike; 3. Shewanella baltica-ike; 4. Pseudoalteromonas elyakoviiike;
5. Pseudoalteromonas iranslucida-ike; 6. Pseudomonas fluorescensdike; 7. Pseudomonas fragidike; 8. Psychrobacter foziidike; 9. Aeromonas
salmonicidadike; 10. Aeromonas molluscorum-ike; 11. Bacillus pichinotyiike.

A. salmonicida N
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Composition and distribution of TCBS bacteria groups
from sediments of Jiulong River estuary

Mingxia Chen'® Heyang Li* Yunfei Ma' Yingxin Shi' Yiling Fu' Tianling
Zheng® Senlin Zheng’ Bin Chen’

"College of Chemical Engineering Huagiao University Xiamen 361021 China
Third Institute of Oceanography State Oceanic Administration Xiamen 361005 China
> Key Lab of Coast and Wetland Ecosystem Ministry of Education School of Life Science Xiamen University Xiamen

361005 China

Abstract Objective To investigate potential pathogens in waters of Xiamen from Jiulong River and to provide useful
information for the prevention and control of potential pathogen infections. = Methods All samples were spread on
Thiosulfate Citrate Bile Salts Sucrose ( TCBS) agar plates and then incubated at 26 + 1°C for 24 +2 h. In total 158 TCBS
strains were isolated from TCBS agar plates and pure—cultivated on 2216E agar plates. All strains were identified using the
16S rRNA gene- Restriction fragment length polymorphism ( RFLP) 16S rRNA sequence analysis GenBank database
Basic Local Alignment Search Tool ( BLAST) and phylogenetic analysis. Results The results show that 158 TCBS
strains from the sediments of Jiulong River estuary were classfied as 7 genus which were Pseudomonas ( 28%)
Aeromonas (24% )  Pseudoalteromonas (19% ) Shewanella (13% ) Bacillus (11%)  Vibrio (4% ) and Psychrobacter
(1%) . The composition and distribution of TCBS bacteria groups varied with stations. Non-halophilic or haloduric
bacteria groups were dominant in the upper area of Jiulong River estuary and halophilic and haloduric bacteria were
dominant in the lower area which characterized a typical estuary feature. The salinity played a key role in the distribution
of TCBS groups. Vibrios did not constitute a significant proportion (6% —19% ) of the total TCBS strains at different
stations and most of the them distributed at the lower region. Conclusion There were a lot of potential pathogens in
Jiulong River estuary. Aeromonas a typical genus of halotolerant bacteria was the potentially terrigenous bacteria
contamination to the waters of Xiamen. Most Vibrio specieses were marine aborigines which was not directly contaminated
from the runoff of Jiulong River.

Keywords: Jiulong River estuary TCBS bacteria groups distribution 16S rRNA gene RFLP
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