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Table 1. Diversity indices of the bacterial libraries from WBC1305 and WBC1316A

Stations Library No. of clones No. of OTUs ACE Chaol H' J'

WBC1305 PCA (2-3 cm) 87 45 1415.2 1247.0 418  0.76
PCB (4-5 cm) 85 57 3570.0 1785.0 499  0.86
PCC (6-7 cm) 92 33 1364.7 1002.8 430 085
6-7 cm 264 114 51215 6763.5 564 083

WBCI1316A PCA (2-3 cm) 88 52 718.7 1055.3 517 091
PCB (4-5 cm) 84 70 1308.3 1656.0 597 097
PCC (6-7 cm) 97 37 623.6 515.4 478 092
2-7cm 269 127 6995.4 5744.7 6.25  0.89
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Figure 1. Rarefaction curve constructed for bacterial clone library from WBC1305 and WBC1316A.
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Figure 2. Venn diagrams showing the estimated OUT
(97% sequence similarity) richness shared among
bacterial communities from the six clone libraries. A:
the two clone bacterial libraries WBC1305 and
WBC1316A; B: the three clone bacterial libraries PCA,
PCB and PCC of WBC1305; C: the three clone
bacterial libraries PCA, PCB and PCC of WBC1316A.
Numbers in the Venn diagrams indicate number of
OTUs.
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Figure 3. Distribution of bacterial phylum phylogenetic groups from WBC1305 (A) and WBC1316A (B)
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Figure 4. Distribution of bacterial class phylogenetic groups from WBC1305 and WBC1316A.

actamicro@im.ac.cn



FEBERAE | WEYIZEAR, 2016, 56(9)

1439

Alphaproteobacteria (15.70%)#1Gammaproteobacteria
(9.74%) (K& 5).
2.3 2 UEfI SRR KA

Classifiers3 28 AT 43 MW, WBC1305
FIWBC1316 A HREAS 3 5 /3 b 57 O TU 4
FR82AFL01AS o ARl AT 432 O TU R T
5, BLASTnf& /748 R & [REIEFS, SR E Lt
MEGA 6.0F2)5 H'f/Neighbor-Joining /5 14 H R 4t
REM(E 5-9),

BIEREEBEWMEN, 2RI 1134
JF5146 MOTUR Ey-ZBIREEHN(E 5), Hrh
WBCI1305uifi %874 /F4%1274-0TU, i
WBCI1316A{ %2657 511910TU, KEB4r
OTUJF 5 Al K F 4l o [ R M1, 1 5 R ] 45
FRri b EA B A R PE, Xk ) 5 v R A
TARKEFEGAZ X G MPTRY) . i TTR
MUY . BRBHGRIX . WK Wi AE
YU AR TR X 3SR 5T, Hod ot
RKREER R G SILR B PURYRIE N . RS
KEMAE TR, 51N0TUSShewanella sp. JXH-
311F1Shewanella sp. IXH-202RFE—iL . HARIXH-
311HIIXH-20243 514325 H WBC1305FTWBC1316A
iz, YIEATHER AV EAOGENGME. EAk, OTU29
FOTU96% 3| 5 W ¥k Thioprofundum hispidum
strain gps61F1Marinobacter hydrocarbonoclasticus
strain ATCC 49840 R 7E—ilL . Hitkgps615r & A
SuiyolfF INFR 1T, & 1™ A% 1L BE A IR 6 A fb 40
I, MEMRATCC 4984 BB E B K MG HLE &
W) A A R

BIERFEBMER, 2RI 210%
J¥51561~OTUSR B JERER (B 6), HHWBC1305
Wi & 71655 F51201N0TU, MiWBC1316AMG i &
13475136 ~OTU, BLASTn[RIJEI# R Bxn, K
WA OTU (129/134) 5] B340 B Ao a1 J5 i vn

T97%. XLERTHSRYIRIRT 2, SR MoKk
FOURY . MR AR SRR . B
EhmRA . FEAE . AR DRI . I ATl
A IR MEAE L TSI S T R SR A % A
WG, AR DR S5 4550 KA TR R U

B RERBEM B, 2 A 1440258
H1H14957 51, KB T961~0UT (K 7-9). 164
Fttr, HOTURZHIERE N a- LI H 49281,
HR N 113 1MN0TU)FIS-ZIE E4H(101~0TU),
HELRROTURIS L T101 . BLASTn A J48
RN, XEERE P B RER T OTU S Al 55 57 40 18
IR RCAG, T 5 oK W] 45 9% v A ELA 5 v (] U
P, XBEOR AR v BRI AR AR R PR S A% X
S5 . BT . BRIERGR I 73
YR TR K . WL R . TR
FE il R B GURRBATETE, R D RUZR R
LER X AU ORI oy £ BAE R B R ER
By, FSEEEhOTU S BA FiE ok i s dk B A
BOERGRAR, MFEa-ZILEHNHOTULLTHI
OTU20% 1) 5 #awh M Magnetospira thiophila
strain MMS-1 10 Eh RG34 TE Oceanicella actignis
strain PRQ-67RFE— (&l 7); RIBy-LIEHNH
20UT (OTU30F10TU54)F131OUT (OTU 11,
OTU 15, OTU 52)43 55 @ 8L 4 H Nitrosospira
multiformis strain ATCC 25196 il Jik S W 4 fire 4
WiDelftia lacustris strain 332 R 7E—E (& 7); H
JBER TR THIOTUS S IEHK 8 I8 Thermomarinilinea
lacunofontalis strain SW7RE— (1K 8); RIEMR
FFEAT THOTU3 1 5 FEIR 4 IE Thermoanaerobaculum
aquaticum strain MP-01"" 81— (& 8); /g T
TR ] B OTUS 55 8 R g 1R 2k 5 1340 I 41 A
Aciditerrimonas ferrireducens strain 1C-180"" % 7¢
—i (& 9), LRk EenHEFRAN P 5% A TR
PR AU BUR RFPR S5 4% 2 J] B TR P B e
P BABOEI R LR

http://journals.im.ac.cn/actamicrocn



1440 Xiaohuan Jing et al. | Acta Microbiologica Sinica, 2016, 56(9)
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WBC1305-PCA-OTU97(1)
WBC1305-PCA-OTUS88(1)
WBC1305-PCB-OTU41(1)
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clone K21(KT336052)[Deep-Sea Manganese Nodules]
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Figure 5. Neighbor-Joining tree of bacterial 16S rRNA gene sequences assigned to Gamaproteobacteria from the six
clone libraries. Clone named OTU were obtained in the present study, and numbers in parentheses followed OTU
represented the total number clones contained in each OTU, the other numbers in parentheses indicate the GenBank
accession numbers. Number at the nodes indicate the levels of bootstrap support based on neighbor-joining analysis of

1000 resampled datasets. The environments where close relatives were obtained from were given in square brackets.
Bootstrap values <2% difference in sequence.
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WBCI1316A-PCA-OTU7(10)
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WBCI1316A-PCA-OTU116(1)
Bacillus flexus strain MDLD1(FJ861081)[ocean water]
‘WBC1316A-PCA-OTUS(7)
Bacillus sp. S21722(KF956683)[thizosphere]
Bacillus sp. SBS(HQ123985)[marine biofouling test panels]
WBC1305-PCC-OTU2(18)
WBCI1316A-PCC-OTU3(12)
Bacillus safensis strain IHBB 11005(KR085891)[Suraj Tal Lake sediment]
WBC1305-PCC-OTU13(3)
961 (Oceanobacillus sp. YIM DH3(DQ358670)[salt mine deposit]
WBC1305-PCC-OTU11(3)
WBC1316A-PCA-OTU96(1)
clone 23d-79(HM036048)[compost soil]
100% WB(C1305-PCC-OTU56(1)
WBC1316A-PCA-OTU104(1)
Exiguobacterium aestuarii strain TF-16(NR_043005)[sea water]
WBC1316A-PCB-OTU15(4)
WBC1316A-PCC-OTU63(1)
Exiguobacterium sp. CNJ771 PL04(DQ448761)[marine sediment]
Exiguobacterium arabatum strain REL1109(FM203124)[air sample]
60" WBC1305-PCC-OTU9(5)
Bacillus sp. PK-14(EU685816)[crude oil contaminated soil]
WBCI1316A-PCA-OTU12(4)
WBC1305-PCC-OTU19(2)
WBCI1316A-PCA-OTUT1(1)
7 Lysinibacillus sp. R-45541(FR775037)[root nodules]
801 WBC1316A-PCA-OTU19(3)
WBC1305-PCC-OTU18(2)
Lysinibacillus fusiformis strain BF13(KJ524511)[lake sediment]
Lysinibacillus sp. W1.10-228(7X458444)[deep mineral water aquifer]
WBC1305-PCB-OTU36(1)
WBCI1316A-PCA-OTUI124(1)
100F clone JSC2-B8(DQ532171)[Johnson Space Center]
WBC1316A-PCB-OTUS50(1)
‘WBC1305-PCA-OTU23(2)
WBC1316A-PCC-OTUSO(1)
WBCI1316A-PCC-OTU78(1)
‘WBC1305-PCB-OTU43(1)
WBCI1316A-PCC-OTU75(1)
33 Solibacillus sp. 7B-865(KF441704)[Urgeirica mine water and sediments]
WBC1305-PCC-OTU4(12)
59| WBC1316A-PCC-OTU4(11)
‘WBC1316A-PCC-OTU70(1)
— WBCI305-PCC-OTU60(1)
WBC1316A-PCC-OTU66(1)
10 Or clone RS-G43(KC541503)[river sediment]
WBC1316A-PCC-OTU68(1)
Leuconostoc lactis strain HAU-2(KP862659)[sauerkraut]
100" WBC1316A-PCC-OTU71(1)
g Zﬁt Bacterium INKLA1(KR026996)[raw milk]

100,
100

100

WBC1316A-PCC-OTU25(2)
clone GoC Bac 17 D1 CO MO(FJ813519)[marine sediment]
100" WBC1305-PCC-OTU61(1)
WBC1316A-PCC-OTU65(1)
TO0| Strepiococcus thermophilus strain Y-2(DQ911624)[koumiss]
66! WB(C1305-PCC-OTU59(1)
100y WBC1305-PCA-OTU21(2)
WBC1316A-PCA-OTUY(7)

0 WBC1316A-PCA-OTU95(1)
WBC1316A-PCB-OTU92(1)
clone DP7.3.68(FJ612220)[lake water]
WBC1316A-PCC-OTU10(6)
WBC1305-PCC-OTU54(1)

clone 252(GU112200)[biogas slurry]
8 WBC1305-PCC-OTU3(13)
WBC1316A-PCA-OTUI(19)
WBC1316A-PCA-OTU2(18)
clone SN105(JQ824993)[saline-alkali soil]
42! WBC1305-PCC-OTU79(1)

100

100

99

0.02

6. 16S rRNAEF R [EN EFR RS A BN
Figure 6. Neighbor-Joining tree of bacterial 16S rRNA gene sequences assigned to Firmicutes from the six clone
libraries. Clone named OTU were obtained in the present study, and numbers in parentheses followed OTU
represented the total number clones contained in each OTU, the other numbers in parentheses indicate the GenBank
accession numbers. Number at the nodes indicate the levels of bootstrap support based on neighbor-joining analysis of

1000 resampled datasets. The environments where close relatives were obtained from were given in square brackets.
Bootstrap values <2% difference in sequence.

http://journals.im.ac.cn/actamicrocn



1442 Xiaohuan Jing et al. | Acta Microbiologica Sinica, 2016, 56(9)

clone OTU006 Common Clone01(AB694106)[deep-sea floor sediment]
WBCI1316A-PCA-OTU122(1)
clone Uecm15155(AM997392)[deep-sea surface sediment:South-Atlantic]
WBC1316A-PCB-OTU83(1)
clone SPG12 461 471 B43(FJ746177)[deep-ocean sediment]
WBC1305-PCB-OTU37(1)
clone ASTS FIM 500m 331(KJ589939)[deep-sea seawater]
WBC1316A-PCB-OTU81(1)
clone ERBIntfc RS286(KM018961)[Deep-Sea Brines and Seawater]
WBC1305-PCA-OTU113(1)
clone A6H(FI205180)[inactive hydrothermal field sediment]
WBC1305-PCB-OTU74(1)
WBC1316A-PCB-OTU34(2)
clone SCB243(JX227715)[Pacific nodule province sediment]
82" WBC1305-PCA-OTU20(2)
clone Uem15153(AM997346)[deep-sea surface sediment:South-Atlantic]
00y clone Ucb15162(AM997864)[deep-sea surface sediment:South-Atlantic]
WBCI1316A-PCB-OTU117(1)
Magnetospira thiophila strain MMS-1(NR_116475)
0r clone SCB39(JX227511)[Pacific nodule province sediment]
WBC1316A-PCB-OTU28(2)
clone PRTBB8489(HM798927)[deep-sea seawater]
WBCI1316A-PCA-OTU24(2)
clone Ucen1513(AM997413)[deep-sea surface sediment:South-Atlantic]
100 WBC1305-PCB-OTU34(1)
99 clone EPR3968-08a-Bc27(EU491697)[seafloor lavas]
WBC1305-PCB-OTU29(1)
clone S26-35(EU287335)[arctic surface sediment]
WBC1305-PCA-OTU95(1)
WBC1305-PCA-OTU%4(1)
clone NCB57(JX227094)[pacific nodlue province nodule]
73 clone NBB92(JX226896)[pacific nodlue province nodule]
99 WBC1316A-PCA-OTU16(3)
Oceanicella actignis strain PRQ-67(NR_118425)
99 101 il [ clone NBB230(JX227034)[pacific nodlue province nodule]
WBCI1316A-PCA-OTU20(2)
clone PRTAB7887(HM798765)[ocean water 6000m depth]
WBC1316A-PCC-OTU74(1)
WBC1316A-PCC-OTU5(12)
WBC1305-PCC-OTUS(5)
clone JAFBHulkDF43(JQ678534)[hydrothermal vent diffuse flow]
WBCI1305-PCA-OTU53(1)
WBC1316A-PCB-OTU39(1)
WBC1305-PCC-OTU69(1)
clone Bysf-37-Sf10-053(AB991053)[surface sample of the glacier]
clone WBTI00(EU024391)[marine sediment]
clone SINI5S36(HM126915)[Chaerhan Lake]
96 WBC1305-PCB-OTU7(7)
64| WBC1316A-PCB-OTU27(2) /

15

Alphaproteobacteria

97

59| WBC1316A-PCC-OTU76(1)
70 WBC1316A-PCB-OTU6(10)
54 WBC1316A-PCC-OTU67(1)

1007 clone SCB206(JX227678)[pacific nodlue province sediment] \
100 WBC1305-PCA-OTU87(1)
91 clone Ucb1573(AM997834)[deep-sea surface sediment]

100 WBC1305-PCA-OTU102(1)
e clone NCB56(1X227093)[pacific nodlue province nodule]
100% WB(C1305-PCC-OTU38(1)
WBC1305-PCB-OTUS5(1)
0 100y clone NAB61(JX226775)[pacific nodlue province nodule]
WBCI1316A-PCB-OTU118(1) > Deltaproteobacteria

WBC1305-PCB-OTU73(1)
100 clone C-B81(JN886898)[carbonate sediment]
81 WBC1316A-PCB-OTUS8(1)
clone SAB31(JX227308)[seamount sediment]
100* WBC1316A-PCA-OTU100(1)
70 clone Ucb15715(AM997795)[deep-sea surface sediment]
WBC1305-PCB-OTU49(1)
[ clone Ucc15722(AM997987)[deep-sea surface sediment] )
00' WB(C1305-PCA-OTU9I(1)
1001 clone SAB77(JX227354)[seamount sediment] 2
3 clone SCB20(JX227492)[pacific nodlue province sediment]
10 WBC1316A-PCB-OTU30(2)
Nitrosospira multiformis strain ATCC 25196(NR_074736)
WBC1316A-PCB-OTU54(1)
100 100 clone Field-128(EU499692)[freshwater sediment]
WBCI1316A-PCC-OTU72(1)
10 WBCI1316A-PCC-OTU11(4)
clone BC B1 12f(EU622287)[deep-sea methane vents]
100| clone EK An354(JN038272)[petroleum-contaminated soil]
clone U-1(AB290344)[surface seawater]
Delftia lacustris strain 332(NR_116495)
WBC1305-PCA-OTU15(2)
12 WBC1316A-PCB-OTU52(1) J

> Betaproteobacteria

0.02

7. 16S rRNAKE e fE XX EERI R G A T
Figure 7. Neighbor-Joining tree of bacterial 16S rRNA gene sequences assigned to Alphaproteobacteria,
Detaproteobacteria, and Betaproteobacteria from the six clone libraries. Clone named OTU were obtained in the
present study, and numbers in parentheses followed OTU represented the total number clones contained in each OTU,
the other numbers in parentheses indicate the GenBank accession numbers. Number at the nodes indicate the levels of
bootstrap support based on neighbor-joining analysis of 1000 resampled datasets. The environments where close
relatives were obtained from were given in square brackets. Bootstrap values <2% difference in sequence.
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99— clone 251-58(FN553497)[sediments of an ultramafic hydrothermal vent]
&E[ WBCI1305-PCB-OTU45(1)

42 clone Ucm1528(AM997293)[deep-sea sediments:South-Atlantic]

100

WBCI1316A-PCA-OTU102(1)
7{ E clone Ucm1516(AM997309[deep-sea sediments:South-Atlantic]

100— WBCI1316A-PCB-OTU91(1)

—— WBCI1316A-PCA-OTU103(1)

95 [ clone Ulrdd 22(AM997488)[deep-sea surface sediments:South-Atlantic]
100 WBC1305-PCB-OTU71(1)

94

100

WBCI1316A-PCB-OTU42(1)

clone NCB24(JX227061)[deep-sea nodule]
WBCI1316A-PCB-OTU90(1)
WBC1316A-PCA-OTU111(1)

70 I: WBC1305-PCB-OTUS83(1)
100— WBCI316A-PCB-OTU17(3)

WBC1305-PCA-OTU112(1)

Thermomarinilinea lacunofontalis strain SW7(NR_132293)

100 clone SCB12(JX227484)[Pacific nodule province sediment]
100" WBC1316A-PCB-OTU59(1)

571 clone SCB45(JX227517)[Pacific nodule province sediment]
100" WBC1316A-PCB-OTU89(1)

clone SCB99(JX227571)[Pacific nodule province sediment]
96- WBC1305-PCA-OTU93(1)

Acidobacterium capsulatum strain ATCC 51196(NR_074106)

WBC1305-PCB-OTU51(1)

clone Ucm15662(AM997376)[deep-sea sediments:South-Atlantic]
2 WBC1316A-PCB-OTU86(1)

clone SCB151(JX227623)[Pacific nodule province sediment]

100 WBC1305-PCA-OTU99(1)

WBC1305-PCB-OTU78(1)
58 clone SAB102(JX227379)[Pacific seamount sediment]
95 clone Ucc1561(AM997925)[deep-sea sediments:South-Atlantic]
871 clone 285-17(FN553601)[sediments of an ultramafic hydrothermal vent]
100/ clone Ucb15709(AM997868)[deep-sea sediments:South-Atlantic]

WBC1316A-PCB-OTU47(1)

Thermoanaerobaculum aquaticum strain MP-01(NR_109681)
100[ clone J8P41000 1HO1(GQ351195)[Pacific seawater at 1000m]
WBC1305-PCB-OTU31(1)

81
100 83
94
98
100
46
69
36
—

0.02

100 _|:clone SCB82(JX227554)[Pacific nodule province sediment]
98 WBC1305-PCB-OTU77(1)

8. 16S rRNAEF R EX FERI RF L B
Figure 8. Neighbor-Joining tree of bacterial 16S rRNA gene sequences assigned to Chloroflexi, and Acidobacteria
from the six clone libraries. Clone named OTU were obtained in the present study, and numbers in parentheses
followed OTU represented the total number clones contained in each OTU, the other numbers in parentheses indicate
the GenBank accession numbers. Number at the nodes indicate the levels of bootstrap support based on neighbor-
joining analysis of 1000 resampled datasets. The environments where close relatives were obtained from were given
in square brackets. Bootstrap values <2% difference in sequence.

clone Ucm1523(AM997306)[deep-sea sediments:South-Atlantic]

100:clone CB1343b.35(GQ337206)[ Arctic Ocean water]
78 WBC1305-PCB-OTU44(1)

)
\

J

Chloroflexi

Acidobacteria
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96| Arthrobacter psychrochitiniphilus strain GP3(NR_104702) 3
100] WBCI1316A-PCC-OTU13(4)
WBC1305-PCC-OTU14(2)
97 WBC1316A-PCB-OTU32(2)
WBCI1316A-PCB-OTU120(1)
WBC1316A-PCB-OTUS85(1) > Actinobacteria
100 | clone TH3C26 (JN229879)[subseafloorsediment]

97 Brevibacterium casei strain DSM20657 (NR_041996)
Aciditerrimonas ferrireducens strain IC180 (NR_112972)[solfataric soil]
1007 clone SBB32(JX227427)[Pacific nodule province sediment]
WBC1316A-PCB-OTU55(1)

G mas aurantiaca strain T-27(NR_074708)

clone UB-163(KM454323)[marine sediment]
WBC1316A-PCB-OTU48(1)

clone W3-51b(JQ013365)[deep-sea sediment]
WBCI316A-PCA-OTU126(1) > Gemmatimonadetes
WBC1305-PCA-OTU22(2)
WBC1316A-PCA-OTU101(1)

AN

clone TVG10-B70(KM071694)[deep-sea hydrothermal vent sediment]
clone W3-99b(JQ013373)[deep-sea sediment]

/
100 clone N16(KT336038)[Deep-Sea Manganese Nodules] }_ Nitrospinae
f WBCI1316A-PCB-OTUS82(1)
00 ydrogenedentes
WBCI1316A-PCB-OTU44(1)
o 100[ clone 114G(FJ205374)[deep marine sediment]
WBC1305-PCB-OTU40(1)
100 clone SPG12 461 471 B1(FJ746245)[ocean sediment]
WBC1305-PCB-OTU46(1)
Rhodopirellula baltica strain SHI(NR_043384)
Rhodopirellula baltica strain SH1(NR_043384)
WBC1305-PCB-OTU76(1)
Algisphaera agarilytica strain 06SJR6-2(NR_125472) > Planctomycetes
clone TI4H(FJ205375)[deep marine sediments]
WBC1305-PCB-OTU63(1)
clone A12A(FJ205228)[inactive hydrothermal field sediment]
WBCI1316A-PCB-OTU93(1)
clone SCB247(JX227719)[Pacific nodule province sediment]
WBC1316A-PCB-OTU60(1)
clone Ues1512(AM997703)[deep-sea surface sediment:South-Atlantic]
100t WBC1316A-PCB-OTU113(1)

100 clone SCB65(JX227537)[Pacific nodule province sediment] o .
@ WBC1316A-PCB-OTU79(1) Elusimicrobia
FKlusimicrobium minutum strain Peil91(NR_074114)

— 100 clone SCB77(JX227549)|Pacific nodule province sediment]

100

76|

98]

100]

82 WBC1305-PCA-OTU25(2)
Tool 100 clone UncDeel 0(AM997512)[deep-sea surface sediment:South-Atlantic] . .
WBC1316A-PCB-OTU61(1) Nitrospirae
99 WBC1305-PCA-OTU100(1)
56 clone Ucc15553(AM997935)[deep-sea surface sediment:South-Atlantic]
100" WBC1316A-PCA-OTU110(1)
100] clone Ulrdd 35(AM997499)[deep-sea surface sediment:South-Atlantic]
4100|:[ WBC1316A-PCA-OTU123(1) }Chlombi
Ignavibacterium album strain JCM 16511(NR_074698)
100 clone Ulrdd 26(AM997492)[deep-sea surface sediment:South-Atlantic] A
53| 93 WBCI316A-PCA-OTU127(1)
Crenotalea thermophila strain STH-1-Y1(NR_125473)

1007 clone Ucm15354(AM997360)[deep-sea surface sediment:South-Atlantic]
100 4100[{ WBC1316A-PCC-OTU64(1)
Altibacter lentus strain JLT2010(NR_126240)

> Bacteroidetes
10 [ clone NBB169(JX226973)[deep-sea nodule]

02 WBC1305-PCA-OTU110(1)
10 Roseivirga ehrenbergii strain KMM 6017(NR_025825)
9 Fulvivirga imtechensis strain AK7(NR_117079)
55| clone Uccl15332(AM997941)[deep-sea surface sediment:South-Atlantic]
93 WBC1305-PCB-OTU81(1)
0.05

9. 16S rRNAKE e fE XX FERI ARG A T
Figure 9. Neighbor-Joining tree of bacterial 16S rRNA gene sequences assigned to the others bacterial phylum from
the six clone libraries. Clone named OTU were obtained in the present study, and numbers in parentheses followed
OTU represented the total number clones contained in each OTU, the other numbers in parentheses indicate the
GenBank accession numbers. Number at the nodes indicate the levels of bootstrap support based on neighbor-joining
analysis of 1000 resampled datasets. The environments where close relatives were obtained from were given in square
brackets. Bootstrap values <2% difference in sequence.
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Bacterial diversity in deep-sea sediments from two stations in the east
Pacific polymetallic nodule province

Xiaohuan Jing, Xing Wang, Shangling Xiong, Sidong Zhu, Yong Chen, Jifang Yang ",
Jigang Chen

Faculty of Biological & Environmental Science, Zhejiang Wanli University, Ningbo 315100, Zhejiang Province, China

Abstract: [Objective] The objective of this study was to assess bacterial diversity in sediment samples from two
stations (WBC1305 and WBC1316A) in the Pacific polymetallic nodule province. [Methods] The environmental total
DNAs were extracted, and 6 bacterial 16S rRNA gene libraries were generated from 6 sediment layers. The Shannon
diversity index and Simpson dominance index were calculated for each bacterial community and then compared. The
bacterial community structure of each sediment sample was analyzed, and the results were used to construct
phylogenetic trees. [Results] In total, 533 bacterial clones were obtained from 6 bacterial clone libraries. Among these
533 clones, 472 clones could be assigned to 16 phylogenetic groups (Acidobacteria, Actinobacteria, Alpha, Beta,
Delta, gamma-Proteobacteria, Bacteroidetes, Chloroflexi, Firmicutes, Gemmatimonadetes, Nitrospirae,
Planctomycetes, Elusimicrobia, Hydrogenedentes, Chlorobi, and Nitrospinae), whereas the remaining 61 clones could
not be classified into any known groups. [Conclusion] The bacterial communities in sediments from WBC1305 are
dominated mainly by gamma-Proteobacteria and from WBC1316A by Firmicutes. In addition, the bacterial
community structure at WBC1316A is more abundant and complex than that at WBC1305.
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