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The analysis on microbial community structure in Rizhao coastal waters

ZHANG Lili ,LIU Bo ,WANG Haoyu,CHANG Yunkang
(School of Biological Sciences , Jining Medical University ,Rizhao 276826 ,China)

Abstract : Objective 'To analyze the microbial community structure in Rizhao coastal waters,and make up

the lack of the research in this area. Methods The microbial community structure was analyzed by construc-

ting 16S rRNA gene clone library. Results It showed a high level of microbial diversity,mainly including Sul-

fitobacter(35% ) ,Pseudoalteromonas(15% ) ,and Flavobacterium ( 12% ). Conclusion The dominant genuses

were reported widely on the development of biological drug,the remediation of marine oil pollution and some

other significant applications. This research could lay the foundation for further development and utilization

of microbial resources in Rizhao coastal waters.
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A3 mprexts R

RERT  ARIE(%) ABALA S BRT EEIAS
2 99 Uncultured Flavobacterium sp. GU230426. 1 1.2.21
3 93 Pseudomonas sp. DF9 K(C294060. 1 3.32
4 89 Beggiatoa sp. GU117706. 1 4.60
12 99 Uncultured Persicivirga sp. IN177652. 1 12.29
18 99 Loktanella maritima strain KMM 9530 NR_126190. 1 18
19 99 Unidentified planctomycete OMS5 U70681.2 19.25.51
20 99 Pseudoalteromonas marina FR750937. 1 7.20.22.23 .43 .52 .54
24 98 Candidatus Aquiluna rubra strain HME8543 KC157039. 1 24 49
28 100 Uncultured Sulfitobacter sp. clone K2S224 JN177636. 1 8.9.10.14 .17 .26 .28 .45 .59
30 99 Uncultured Flavobacterium sp. clone ARTE9_115 GU230419. 1 11.30.63
36 99 Uncultured Sulfitobacter sp. clone K2S224 JN177636. 1 5.6.35.36.47 .50 .53 .61
39 94 Lishizhenia tianjinensis strain H6 NR_116229.1 38.39
42 96 Aureimarina marisflavi strain IMCC3054 EF108215.1 42 44 55
48 90 Schlegelella thermodepolymerans strain SA1 AY538707. 1 48
56 97 Temperatibacter marinus LC127222. 1 56
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