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Tab.1 Distribution of culturable bacteria isolated from the soil of root system of mangrove forest of Beigang island

(%0)

BG-5-R6  Citreicella thiooxidans CHLG 17 (AY639887) 99.85 o-
BG-9-E2  Sagittula stellata DSM10014" (Y13155) 99.47 o-
BG-4-R8  Rhodovulum sulfidophilum DSM 1374" (D16423) 99.40 o-
BG-8-E3 Thalassospira tepidiphila 1-1BT (AB265822) 99.56 o-
BG-5-R3  Martelella mediterranea MACL11T (AY649762)" 97.99 o-
BG-9-R1  Martelella mediterranea MACL11" (AY649762) " 97.67 o-
BG-3-E2  Labrenzia aggregate IAM 12614" (D88520) 99.93 o-
BG-2-El Shewanella vesiculosa M7" (AM980877) 99.93 v-
BG-1-R5  Marinobacter litoralis SW-45T (AF479689) 99.93 Y-
BG-6-R2  Alteromonas macleodii DSM 60627 (Y18228) " 97.75 y-
BG-7-E3  A. fuliginea CIP 105339" (AF529062) 100 Y-
BG-7-R2  Pseudoalteromonas atlantica IAM 129277 (X82134) 99.86 Y-
BG-1-E1l P.issachenkonii KMM 3549" (AF316144) 99.71 v-
BG-10-R2  P. lipolytica LMEB 39" (F]404721) 99.93 Y-
BG-9-E1  P. prydzensis MB8-11" (U85855) 98.72 V-
BG-1-R4  Chromohalobacter israelensis ATCC 43985 (AJ295144) " 95.10 Y-
BG-3-R5  Kushneria avicenniae MW2aT (DQ888315) 99.71 Y-
BG-2-R2  Marinomonas pontica 46-16" (AY539835) " 97.68 y-
BG-4-E2 M. foliarum IVIA-Po-155T (EU188444) 98.63 Y-
BG-10-E1 M. alcarazii IVIA-Po-14b" (EU188442) 100 Y-
BG-6-R4 M. rhizomae IVIA-Po-145" (EU188443) 98.24 Y-
BG-6-E1  Cobetia marina DSM 4741" (AJ306890) 99.78 Y-
BG-3-E4  Vibrio kanaloae LMG 20539" (AJ316193) 99.93 Y-
BG-5-R4 V. atlanticus Vb 11.117 (EF599163) 99.79 Y-
BG-8-ES5 V. owensii DY05" (GU018180) 99.44 Y-
BG-1-E3 V. rhizosphaerae MSSRF3 T (DQ847123) " 98.50 y-
BG-10-E3 V. rhizosphaerae MSSRF3 T (DQ847123)" 98.29 y-
BG-4-E5  P. xanthomarina KMM 14477 (AB176954) 99.43 Y-
BG-2-R4  P. veronii CIP 104663" (AF064460) 99.86 Y-
BG-9-R4  Acinetobacter baumannii ATCC19606" (X81660) 99.93 v-
BG-4-R2  Psychrobacter fozii NF23" (AJ430827) 99.71 V-
BG-6-E3  Exiguobacterium aestuarii TF-16" (AY594264) 99.89

BG-6-E4  Bacillus safensis FO-036b" (AF234854) 99.93

BG-8-R2  B. marisflavi TF-11" (AF483624) 99.91

BG-7-E4  B. stratosphericus 41KF2a" (AJ831841) 99.93

BG-7-R5  B. tequilensis 10b" (HQ223107) 99.87

BG-10-R1  Algoriphagus halophilus IMSNU 14013 (AY264839) 99.49

BG-1-R2  Polaribacter dokdonensis DSW-5T (DQ004686) * 97.60

BG-2-E3  P. butkevichii KMM 3938" (AY189722) 98.67

BG-4-E3  Tenacibaculum mesophilum MBIC1140" (AB032501) * 98.26
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BG-9-E5  Leeuwenhoekiella palythoae KMM 6264 (FJ405187) 99.71
BG-8-R4  Zunongwangia profunda SMA-87" (CP001650) 98.99
BG-4-R5 Gramella portivictoriae UST040801-001T (DQ002871) 100

BG-3-R2  Aquimarina brevivitae SMK-19T (AY987367) ' 98.13
BG-4-E6  Mesonia phycicola MDSW-25T (FM882228) ’ 92.96
BG-7-R7  Demequina salsinemoris NBRC 1053237 (AB639017) 98.85
BG-9-R5  Micrococcus antarcticus T2" (AJ005932) 99.67

*.
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Fig.2 Phylogenetic relationships of culturable bacterial strains related to Bacteroidetes, Actinobacteria and Firmicutes
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Diversity of culturable bacteria from the soil of root system of
mangrove forest of Beigang island in Hainan Province
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Abstract: To investigate the diversity of soil bacteria in the root system of mangrove forest and potential microbacteria sou-
rces in Hainan Province, we collected ten soil samples from Beigang island in December 2012. The samples were treated by the
plate dilution method to isolate culturable marine bacteria. The diversity of marine bacteria was examined based on 16S rRNA
gene sequence analysis. Totally 70 representative strains were selected from 122 isolates, and they were further sequenced
and subjected to phylogenetic analysis. The bacterial population was composed of 4 major lineages, Proteobacteria (66%,
with a predominance of Gammaproteobacteria), Bacteroidetes (19%), Firmicutes (11%) and Actinobacteria (4%). These
culturable bacterial isolates belonged to 30 genera and 47 species. There were 9 strains identified as potential novel species
and 2 strains were identified as potential novel genus. This study indicated that there was high bacterial diversity in the soil

of root system of mangrove forest of Beigang island and many isolates were the characteristic groups in mangrove forest.
(AL BT H)

Marine Sciences / Vol. 38, No. 7/2014 33



