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Abstract. An investigation was done that the diversity and distribution of heterotrophic bacteria in the adja—
cent area of four main monitored discharge outlets in Bohai which located in Beitang Dapuhe Mihe and Yuhe re—
sectively. The results showed that all the isolated bacterial strains belonged to four phyla including Proteobacteria
Firmicutes Actinobacteria and Bacteroidetes in which Proteobacteria was the dominant phyla. Furthermore the
dominant bacteria of four sampling locations are different. To be specific Bacillus sp. and Pseudoalteromonas sp.
were found to be dominant in Beitang and Mihe respectively. Vibrio sp. and Oceanospirillum sp. were prevailing in
Dapuhe while the dominant bacteria of Yuhe were Shewanella sp. and Bacillus sp. Results of MDS analysis indica—
ted that the bacterial population characteristics from Beitang and Yuhe were similar to each other suggesting that
the diversity and distribution of bacteria probably be related with the marine environment.
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Table 1  The identification results of the strains isolated analyzed by 16S rDNA sequencing
1% 1% 1% 1%
o - Catellibacteriu 4.17 Aurantimonas 2.94
Roseobacter 2.94
Thioclava 2.94
v - Klebstella 4.17 Aeromonas 4 Idiomarina 8.82 Aeromonas 2.94
Photobacterium 4.17 Citrobacter 4 Marinobacter 2.94 Agarivorans 2.94
Shewanella 12.5 Colwelliaceae 4 Marinomonas 2.94 Listonella 5.88
Vibrio 16. 67 Enterobacter 8 Pseudoalteromonas ~ 58. 82 Oceanospirillum 2.94
Neptunomonas 4 Vibrio 8.82 Shewanella 26. 47
Oceanospirillum 16 Thalassolituus 2.94
Vibrio 16 Vibrio 11.76
e~ Campylobacteraceae 12.5 Arcobacter 4 Campylobacteraceae 5.88
Acinetobacter 4.17 Bacillus 8 Bacillus 8.82 Acinetobacter 2.94
Bacillus 25 Salinicoccus 4 Bacillus 26.47
Planococcus 8.33 Planomicrobium 2.94
Staphylococcus 4.17 Staphylococcus 2.94
Aquiflexum 4.17
Arthrobacter 12 Nesterenkonia 2.94
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