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EHERARYEE S TR

BRAUD, FORY, SRRV, FLEED BB
D) o [ Bl 2 B W T 58 9T 0 b i S5 A TS S =L I AR 5 266071 5
2) H E B2 BE 5T A B L Ab L, 100049

RFIRE O 7 W58 VG KT 33 R 3 U XA [ B L AR o oty 8 R 45 A0 1) 2 B L T 16S rDNA SCR AR
X IMAGES XIV LR A2 194508 MD06-3047 #EAT 5k R 3T 9 A4 4t A1 43 BT . 45 3 260 A 5 B, 28 43 17 b 3L )5 75 5]
56 4~ OTUs(Operational Taxonomic Units) , J&F 16S rRNA 75 o9 [8) Y5 4 L %8, 2 i R Ge dh b w, #6477 S 1127 47
BT o BRSS9 B, TG K 6 2 0 5 IX 11 45 08 18 25 J5 (Benham Rise) LAY A £ 8 SR RIS 76 1m 1Y
GO oy 1 9 Fhly 2SR . o BT 90 H B T 28 1l 1 (Crenarchaeota) #1J il [ (Euryarchaeota) , 3 LA S 1 16
FCHBEFEIN 91.5%) . Hif, B HEA S MGILLMBG-B,MCG I UCII-b 4 38, I H %l MG #8% (5 24
FEF 40. 8%) T 1 B 4 & MBG-D,SAGMEG ,DHVEG ,MBG-E Il VAL I 5 /288 , & 2B BT 4 385 51 L B
PR P HI Y 0. 490 ~5. 406 2Z 8D o BF 5% 45 5 % T 3 A 7 R 1 v S R DX UL AR v iy TR 2 P A L 38

H S 4 T B 5 TR R 9 S B ) 1 ¢ AR B 2 AR A

SRR P AT S R X ORI 2 AR 5 16S rDNA S

B3 (Kuroshio) iz T 51 R H RIS S5 XY 19 R
[LEEUR A o= NS = N [ s [ e RS O e R R
R AR AP 5t KR AR R Bl R 1) AR I R 2
25 o AT X 2R S 13 S04 7 A2 TR 5% ) (Hsueh et al.
1996; Hirose et al. , 1999) . M3k Ji F A2 U
ARG, s BRI U 60 DR FEARE LR
Vg R Bl 3 1) AR AL 7 1) 9 Bl o G 2k H A R S 6 e 0
e e A H A DL R I di 290 AR PV BRI
(E&4%, 2007; Z28ENI4E, 2009), S X 7 T
FEHEEE I B RS IR, 2R I b 25 18 3 . #75 K
PRI L AL T S S B ORVE Y A XS (R
1) o 78 I DXl 8 ) 5L Ik 1 K R o R e S
FRAE LA R =2 31 2 E )2 2 (Yuan Y
et al., 1998; Johns et al., 2001; & &t ¥ %%,
2008) ,

AR B R — R A
TE T 25 8V B8 b U A TR A0 i 24 58 o 5 LA
34 Fh KB 1EAE (Massana et al. » 1997; REFEE,
2003) . H ol B 3% 38 AT S 5 8 Hb ST BB AR AR )
KA 7 Ml J5T P 5 AR S R U L BR AL 2% FRAE (Inagaki

Fetal. ., 2001), H 06 AT WL, oy B 7 18 i UK 38 2R 1
Bl b o W B A M. R, 7 T 5 SR X
DURRW I, TF %+t T g F 58 0 A G

ARG FAEW E BRI K R 21 TR
W2 RN AR N T b S5 0 5 A U
HFHA 5 TT .5 F P15 457 55 DNA 42
PR E BRBE L WK Z R EA TR #HEA R, [F
E AR R AR A s b T AE 28 A9 rDNA, i FIHEA
1o B R ST JHL P 30 ) AR DL R B A AT DA S e A g
BRERGE R T LWL RERFEFE, 2003; Li S et
al. , 2007). 16S rDNA A, 1F & 8 7 16 1 A W) 1
BER /NI HE (16S rDNA) J5 51 43 B B iy - 1) BF 55 J7
2 BT LR K o] R M 4 R R [F AR W Z IR R 4
A X R, BREI W RBEKEZSE SN
( Restriction Fragment Length Polymorphism,
RFLP) &R AT AT LR G 4f & DNA Bt (4bp~6bp)
P18y R 2 2% 1R P 0 9 A DNALL DA T 35 A ] 4 3
(9 DNA F Bt . LASZ B DNA B 2 25 1 43 57 G 20 #
5%, 2007), HAT,16S rDNA 4 R fil RELP 43 47 J7
TR BN A AR S 9 S R A B O T B

T AR SR R E R 2 e AR A TRy 0 H (4 YW-JC201 . KZCX2-YW-155) 5% By i B 5 o

W H $1:2012-03-02; 191 H #:2012-08-16 5 53 1% 4w 5 - ¥ fC.

YR i SRR A, 20,1986 4R . B L WF Sk RS B BUE Y 2 0P8 . Email: happydayl011@163. com, @iRfE#H . T .08,
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(RFERSE, 2003) % kg 1z T 18 19 4
8, DT R T 3 2 M0 [n) 38, 6 9 K 24K
ME T35 5 00 B A TR 20 0 S R Y 2 R
MR G 25 B B A B R HESIEA .

A B A R A O L O TR AE S R
5 v 49 T A A A B S TR A SR AR B A T
(e 7% 2H B BR B8 40 A SRR AL . A BF 5T AT 16S
rDNA $ AR 53 87 74 K7 7 8 I X0 AR ity
TR P X S PR A i 2 T T 16S rDNA SO,
253 % 16S rDNA 5 fil RFLP 445 09434 B R 48
PEALRT B 2251 43 A 12 15 0 Fb T R B BRE VR RR AR M L
WA E SR T8 T FR DX 1A RO 2
MBI ST IE 51 Sl i — 25 4 7 R WU X3y T 5 2 85 [
FHE G R T R DXy BV 2R R R T A
iRt
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Fig. 1

region in Western Pacific

1R R T ik
L1 SEE#
1.1.1 HERE

ACHFFE i MD06-3047 L5 B [ 76 oK
A W 5 B (Benham Rise) 4b, 7 F B RS W ZR 1,
oAb TR W OUE K. K IR 2510m. H BE AR BR N
17°00. 4419'N124°47. 9328"E., %  th J& 1 o 16 4%
HiAF5E P R/V Marion Dufresne 5 R} 2% 22 22 it F]
Casq BURERR T 2006 42 6 3 17 H A By o i 4 AR A
X Marco Polo 2 IMAGES XIV Bt/ . 525 FHRE i
AR A A i SR 4 3 2 IR TG T R A A R

7 REEETRERPRAA T —20C T2 LK
FEIRAFT —80CT .

WFFE I DO RE i AL T I 2 5 1 3 > AN [
B, ) & MD3047Y (0. 1 mbsf, meters below
seafloor) ., MD3047 (0. 7 mbsf) A1 MD3047X (1
mbsD) . ZAE i EJZ DU A BLIK AL FLR
SN 0. 266% F1 0. 026% . & B AL B
B RD FUORS £, 43 93] (5 56. 4% F1 43. 6% (Dang H et
al. , 2008),

L1.2 EFEMHFMIKH

W IR 12 AL (BIO-RAD) | TP-600 # PCR %
(TaKaRa) DY Y-6C B rt 3k A% | KR il 7 A Y i Hha
I #l Msp 1(TaKaRa) .Gel Extraction Mini Kit Ji [#]
Wi & . pMD-19T Vector(TaKaRa),

1.2 XBHE
1.2.1 #MmEEA DNA fJRE

ABE ST R A - DNA R 52 Bt ) &
(QBIOgene, USA) F Fast Prep™ FP120 ( Thermo
Electron Corp, USA) # g & BUAL X 3 UL+
i AR 2H DNA JEAT S I, T 4 42 IO 15 1Y
BLIAZH DNAHT 1% BrONe w58 I i VAT R L O
FEICEN A DNA I W 70 %6 2 LA &0 8 L ARl s H
AR 3% DNA BEAT A Ak BE, S 300 4 ] i)
—20 CORAF KR AF RO T — 80 C T
1.2.2 PCR =441

DI IBCRY DNA SR, >R AT i B A TAEY)
TR 55 A R 7 A A @ 16S rDNA i ]
EiE7)

Arch21F.5’-TTC CGG TTG ATC CYG CCG CCG
GA-37;

Arch958R:57-YCC GGC GTT GAM TCC AAT T-
37

(Y 3 CE T.M Jy A 8 O 31T PCR 414,

B T Arch21F I Arch958R & % & & # 17
PCR 43§ 5 FiE 519 . 0F H 58 20 2 X Tl
T 90 A0 e 5K DR ab A S5 30 6 4% LA b TR e e )
FIYE PCR 84519 .

PCR §"H44K & Jy 25 L, W AR &y 10 X Taq
buffer.100pumol/L dNTP. 1. 5umol/L. MgCl, , 5| %)
W4 R 0. lymol/L 1 1. 5 UTaq DNA R 4 [fif§
(MBI, USA), PCR /K#h2 25uL, T £ 8 T K1E
PCR S i B X5 B8]

PCR Sz 0 2614 95 C A2 1 305,55 CiR 2k 30s,
72 CHEf 9083517 35 NMEIF IS5 1E 72 C N 4E
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fit 10min, 20 58 B0 PCR =9y i 126 04 By i
BEE AT L WK RS % . D2000 (Novagen, USA) f 3k
bR HE /Y 73 AR
1.2.3 16S rDNA X EHH#E

K ARTHAY 16S rRNA ¥ 2 Filg 55 R Y HR
N A BRI & (Gel Extraction Mini Kit) i
el nl Wi b 3, g4k 5 i 7 9 AR 9% pMD19-T
simple vector 1% #2157 & ( Takara, Japan) 1}t B 435 A7
(975 % O T A5 1 PCR 7= ) % 12 8 800K | 7
AE 4 CF %42 6~8h, B % 344k L DNA
F BB R+ W RS2 S A E. coli TOP10 Hr,
T 37 CHi AR 12h 247, &3 W 1 B O 3k 5% Ak, 90 P
i 126 BE 1 B B
1.2.4 16S rDNA X EH] RFLP 4347

FH 7K 38 12 PR 3 MO O e ) H P e A Y i A
DNA (De Medici et al. , 2003), % pMDI19-T % {&
GIE7F
RV-M.5’-GAG CGG ATA ACA ATT TCA CAC
AGG-37;
M13-D:5’-AGG GTT TTC CCA GTC ACG ACG-
37
152 PCR B 514 LIS I 5 326 114 e B 2 75 hy e 7
GORER TN N Rl AN D N AP SRS S i

pMDI19-T 842 —F & e PCR =¥ i &
FHEAER A B AT AR R4 R PCR 7= 9 Y 3% 2
A5 KRR L T HL 5E B 5 5 By AT T B AR Y U 1 B
GivE . PRI AS S G 8 5 AT pMID19-T A4y
PCR ()RR 519)

XFF B R /NIE R A9 PCR P24, 43 5l F Msp 1
Al Hha TCMBLL USAD P i R 1 3 D Al x5 2 47
BV, BEYI N F 37 CRLiE4T 12h A2 . BV
M1 3 9% 1 35 s B 8 i ( Akeaibao, Spain) J5 s 7E 65V
HLH R A1 0. 5 X TBE 28 njrifg P A7 i ik . o LUK 58
e ImageMaster VDS ¥t I8 il 14 % 4t (Pharmacia
Biotech, USA) X H il A7 A% - AR 4 B I0E P 1R 16 £ A4
[f] i) RELP 7 8 gE 4700 7
1.3 RE#EURFEITEDT

3R A5 B 91 J5 28 Dotur 314450 3 %0 By %
PIOIBR S % F 77 50 AR PR R T 8 56 F 97 %0 1 )5 41
Wk 09 28 2 [ — 4 4E 2 28 5 50 (Operational
Taxonomic Units, OTUs) 24 A7 (Schloss et al. ,
2005) I H 2R G HEALA 23 M N GE 127 43 Bt Y 7 e
fith B#EAT,

1.3.1 RGHLSH

K I P AT Y BT AT T T 16S rRNA J 51 48 52 2|
TG TR & 4 (http://greengenes. 1bl. gov/
cgi-bin/nph-index. cg) DL I H & H b I8 & 7 )7
H, gkl ARG 77 9 ) BLAST #2774
PG )7 51 7E NCBI S04 JE (http://blast. ncbi.
nlm. nih. gov/Blast. cgi) H #E 17 HH LI R . 4
8 R 45 50 UM B v I A7 HH OGS BROCHR 9 7 91
V£ %% 55 (Altschul et al. » 1997) . 3k BU% T 51
MAXGEEMNTHERELER. R Clustal X
(Version 1. 8) Xt & 5 #E47 L %t 43 4 . 32 F§ MAGA4
A, % i Phylogeny 2% 1) Neighbor-Joining #H
W7 vk Al i R e HE A (& 2)
1.3.2 ZitESH

DR SCPE Y Z R v 5 | o Rl R A
"

C=[1—(n;/N) X100
An 48 A 16S (DNA LS HA 8 14 sk
1 OTU R (97 % HE R YIBR Z 5 ) 5 N 4 B4~ 25 R 3¢
FEI) TERE B8 (Mullins et al. , 1995), B0 R 5
RUISOEZ A SR

i3 Dotur B4R 58 S 751 2 FE P48 B0
Jr A (Hill et al. , 2003) . AR SCHT R A 9 2 ¢ 2 45
PRA TR B9 48 2L (Shannon - Wiener, H) | 3% 3%
FE¥8 40 (Simpson, 1/D) ¥ 5] (evenness, E) , Hi /1
A A AR O W AR AR BT h B R 1
S E iR AT

. H
Ei ln Sobs

X H 8 AR N 45 80 Son B — L OTU
A%
1.3.3 EERFIINRE

W AR B B 16S rRNA JE PR 471 42 22 5
NCBI ) GenBank %4f % 48 By B 19 4% 18R )7 971
o AT 56 4~ 16S rDNA ¥ %1 & $2 52 3|
GenBank, VE W& B 58 : JQ327875~]Q327930,

2 4

2.1 THE 16S rDNA XE S

2.1.1 HH 16S rDNA X EH G it F 5
ARG e B MD3047 3547 3% 3 AN 247 1 TR

R FEATHESE il 3 DNA 2. PCR 3736 45 7y 74

W FEBOOP MR T 3 AR R BE R AL T 16S

rRNA JE R SCE L H A B BB TSR MD3047Y
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MD3047-Y81 i| -
SR ) N . on MBG-E

marine sediments from the tropical western Pacific Ocean,MD3059P-38 (GQ927577)

MD3047-X30
MD3047-65 i
marine sediments from the tropical western Pacific Ocean, TWP3-1 (GQ410845) DHV L('
marine scdiments from the tropical western Pacific Ocean, TWP2-19(GQ410814)

MD3047-4

marine sediments from the ropical western Pacific Ocean, TWP3-21 (GQ410856) SAGMEG

marine sediments from the tropical western Pacific Ocean,MD3059V-4 (GQ927624)

MD3047-Y9 5
MD3047-68 J VAL 111
marine scdiments [rom the tropical western Pacilic Ocean,MD3059P-62 (GQ927589)

MD3047-63 J
sulfate-methane transition zone in continental margin sediments, AOS0A03 (I'J455913)
MD3047-104
marine sediments from the tropical western Pacific Ocean,MD3059P-26 (GQ927574)
MD3047-83
deep-sea hydrothermal deposits from the Southern Mariana Trough,YS16Ac21 (AB329758)
MD3047-58
MD3047-Y63
w— MD3047-103
99| Larsen B area cold seep sediments, ANTXXI1II_706-4_Arch265 (FN4297§3)
s~ MD3047-X89
) Larsen B area cold seep sediments, ANTXXIII_706-4_Arch92 (FN429779)

wg MD3047-X79

marine sediments from the tropical western Pacific Ocean, I W P3-83 (GQ410880)
1wy MD3047-25

marine sediments from the tropical western Pacific Ocean, T WP3-21 (GQ410856)

MD3047-X109

enrichment culture of unaerobic oxidation of methane in a continuous high-pressure bioreactor, AOM-SR-A26 (HQ405717) |

o MD3047-Y37
L abyssai marine scdiments or overlying water,SPGii 20 AS7 (FI487487)
MD3047-Y13
Antaretic bathy pelagic sediments, PS2ARC1S (EF069357)
abyssal marine sediments or averlying water, SPG11_10_11_AG9 (FI487558)
MD3047-Y83
MD3047-X19
marine sediments from the tropical western Pacific Ocean,MD3059P-43 (GQ927581)
MD3047-24
MD3047-Y77
deep-sea sediment from the Pacific nadule pravince, MBAAS0 (ATS67637)
s cold-seep sediments from the Nankai Trough, ANT33-06 (AB240746)
t MD3047-Y17
Antarctic bathypelagi
w|r MD3047-Y43
9 MD3047-Y22
{MDBO‘W-YIR
Antaretic bathypelagic sediments,PSSARCO1

sediments, PS2bARC23 (EF069355) MGI

F069387)
, TWP3-32(GQ410861)

Log marine sediments from the tropical western P
MD3047- X104
By MD3047-Y14
deep-sea sediment from the Pacific nodule province, MBAA42 (AJ567633)
o MD3047-Y19
| abyssal marine sediments or overlying water, SPG11_H20_A15 (FI487494)
MD3047-X100
MD3047-Y76
71 Antarctic bathypelagic sediments,PS7TARC22 (EF069376)
Antarctic bathypelagic sediments, PS7TARC22 (EF069376)
g~ MD3047-Y72
Mothra sediments in Juan de Fuca scgments,Mothra_A2-17 (GQ267148)
% marine sediments from the tropical western Pacific Ocean,MD3059P-17 (GQ927571)

E MD3047-Y73

g MD3047-Y41 -| -
[ marine sediments from the tropical western Pacific Ocean TWP7-47 (GQ410044) | UCII-b
MD3047-49 1

marine sediments from the tropical western Pacific Ocean,TWP4-42 (GQ410893)
MD3047-41
marine sediments from the tropical western Pacific Occan,MD3059K-17 (GQV27606)
MD3047-X13
marine sediments from the tropical western Pacific Ocean, TWP3-16 (GQ410854)
MD3047-X6
marine sediments from the sropical western Pacific Ocean, TWP4-83 (GQ410901)
MD3047-17
e sediments [rom the tropical western Pacific Ocean,MD3059N-2 (GQ927510) | MCG

marine sediments from the tropical western Pacific Ocean, MD3059S-4
MD3047-X91

MD3047-95

diments from the tropical western Pacific Occan, TWP3-40 (GQ410866)

Q927680)

marinc

marine sediments from the tropical western Pacific Ocean, TWP2-1 (GQ410807)
MD3047-X18
MD3047-48

a1l MD3047-2 J

109 MD3047-X92 7
marine sediments from the tropical western Pacific Ocean, TWP2-27 (GQ410816)

MD3047-X17
marine sediments [rom the tropical western Pacific Ocean, MD3059V-90 (GQ927649)

MD3047-X84
marine sediments from the tropical western Pacific Ocean, TWP2-3 (GQ410808)
MD3047-80
marine scdiments from the Gullfaks and Tommeliten methane seeps, Tomm05 1274 3 Arch66 (FM179848)
MD3047-X75
marine sediments (rom the tropical weslern Pacific Ocean, MD3059N-88 (GQ927559)

MD3047-56 MBG-B
marine sediments from the tropical western Pacific Ocean, I WP3-11 (GQ410852)
MD3047-X1
! the deep-sea methane seep sediments of the OKhotsk Sea,2511-08-25 (EU713883)

MD3047-X5
surface sediments of Logatchev hydrothermal vent field,A263-11 (FN553580)
marine sediments from the tropical western Pacific Ocean, TWP6-68 (GQ410928)
MD3047-X11
MD3047-76

MD3047-X28
surface sediments of the Xisha Trough in the South China Sea,MD2902-A6 (EU048595) |

MR X 16S rRNA B

MBG-D

ejoavydIRAINg

BJOIRYIIBUDID

J¥HIRGER W BRI T 7020 AIBRAEARRL 23 32 (99 27 b (283 100 Y50

Fig. 2 Phylogenetic tree of the archaeal 16S rRNA gene sequences recovered from the Source Area of Kuroshio in

Western Pacific, bootstrap values greater than 70% (based on 100 bootstrap resamplings) were shown
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(0. 1mbsf), MD3047 (0. 7mbsf), MD3047X
(Imbs), 2015 5] 260 MR T, BRI &
FJa A% 97 A4~ RFLP 4 &L, ¥ J5 19 ¥ 51 4 Dotur
BRAFAEARZTR 97 Vo MBI EE K P FIH 26 )5 J645 3] 56 4
¥eAE 43 28 5 90 (Operational Taxonomic Units,
OTUs),

2.1.2 BEEMSHMEEHSNW

HR A8 v B SC P B8 e 1k 2 0 i e (3R 1), 3%
MD3047Y FISCE MD3047X K i 19 48 11 8 75 48
B BUA B S A 7 B 16S rDNA S B A
AE % 052 i S e BRI FP oty AR I I S A R AR . S
MD3047 G517 25 3 (74, 2%0) e A, 7 4% B 48 36 %k
CH) 3% ZR 48 80 (1/ D) FE4 2 2 CED HB AR D44 5 »
PR MD06-3047 37 0. 7m 4b UL L4 5 Ho At 2 UL
FRYIAH L BA B s il i 2 A . SUR MD3047X
HAT B W G 35 R (88, 220, AR A 4 15 3L
(HD 3E38 2748 80 (1/ D) Fn ¥ 59 B CED A R 554K &
B MDO06-3047 37 1m ZE PRI B Z AR PERUIR.
2.2 HHE 16S rRNA 4 #f

BT 2 FEERCE L JF H 16S rDNA 3¢
PEFhE ) J& T R 7 B (Crenarchaeota) F1 T 1l H
(Euryarchaeota) P KZE(H 2),

SRR 238 D rCkE. 5 EF SR 91 500,
A& 4 ADRHE IR BB e B AR AR R
Marine Group I (MGD 3t 106 4~ 70 B, (5 4 5 51 /Y
40. 8% ;Marine Benthic Group B (MBG-B) 3kt 88 4~
TolE, 5 B H A 33. 8% ; Marine Crenarchaeotic
Group (MCG) It 42 A FUkE, & &7 51 1) 16. 254 Al
UCII-b 4t 2 A5, 5 P51 0. 8% (& 3a).,

FIH R 22 Ak, S BF SR 8. 5%, 4k
A5 A REREHZ P ) e BRAK R : Marine
Benthic Group D (MBG-D) 4t 14 4~ 5 %, 5 B 71
H 5. 4% ; South African Gold Mine Euryarchaeotic
Group (SAGMEG) 3t 4 Do, i BF S 1. 550
Deep Sea Hydrothermal Vent
Group (DHVEG)t 2 A se e i BUF 5[ 0. 8205
Marine Benthic Group E (MBG-E)#1 VAL 111 ¥k

Euryarchaeotic

LASTERE 5 B P 0. 400 (8 3a) .,

MGT & 4] & B F 5 /K 3855 H (DeLong, 1992),
S K H ol B A E 2K B (Fuhrman et al. , 1998;
Karner et al. , 2001), If HAEWR)Z K o3 i Bh )
7z (Herndl et al. , 2005; DelLong et al. , 2006), #%
UTWFFE R W A 2 MGT 28 HF 7 R 1Y A= ) M BR AL 27 18
WhiE F B EAE A (Wuchter et al. , 2006), MGI
J2 v [ e T L AR IS TR B R SRR A 3 A
AL BT AR b i L ) 43 32 10026, 83 % Al
78.6% (Liao L et al. , 2009), 7E 1000 m ¥R & B
WG HE IEFE A Snaat Barbaar {6 bk | 75 - B2
W% O X UURR Y 55 2 Fh SR BT A AE 2. dn 3(b)
B s MGLTEAS 8] 1 J2 60 o Tz 4778 3 106 4
el S RS SCE Y 40, 8%, FE R MD3047Y
SCHE T MGT T o Lo ] B s 3K 94, 805 fE 1 )2
MD3047 SCHEH MGI 7 &5 el B A% 3. 2%,
ARG REWE 2 Pros . KEEF S EEokA TH
VKEE IR DT R ) (Brandt et al. , 2007),

MBG-B X R Archaeal
(DSAG) . f5g Bk BT IR T DO AR W) AR 101 B 35
(Takai et al. , 1999), H B #F 58 £ WIZ /T 2 51
11T Z PR IR 5L (S¢rensen et al. , 2006) , fiL 4§
G DURR Y IR IIE 1L ¥ VF B R £h 7 L Bk = AT L)
FR) R T T A LA e R Bl i1 G AT AL R e 3 PP e s P e
KEWRITURY . MBG-B & M& % 1230 3447 H
Bt R e 4 bl TR I 28 HE (Inagaki et
al. , 2006) . fEAMFFTH . MBG-B 1E45 )2 ¥4 53 fii »
If B A B o0 A b 5 40 2 W8 K ¥, i b T
Bl 26 2 2 Z R K 1. 0% .25, 8% F1 69. 6%,
B EIE Y 4 20k B TSR R SO i I DU
(Dang H et al. , 2009),

MCG f 4 & 81 T 1 /K 3 B # (Delong,
1992) , " VZAFAE T4 T v 2 Bl 3t 3 055 O HLAE
IKFRTCAR Wy v ¥ A7 R & 43 A (Takai et al. , 1999,
2001a, 2001b; Coolen et al. , 2002; Inagaki F et
al. , 2003; Knittel et al. , 2005), MCG 22 i
Zx 1227 F0 1229 w57 b v ik i 58 5T | 5 R YK b i I

Deep-Sea Group

F1 BAXFFEEHEXEHE 16S rRNA EE R EZES

Table 1 Analyses of 16S rRNA gene clone libraries from the Source Area of Kuroshio in Western Pacific
SCJE e B RFLP 4§ B4 OTU % BMHEHRC Q0 | HER-BABRBHD |EEHRBHEA/D)|  HEEE)
MD3047Y 96 28 20 86.5% 2. 87 31.5 0.96
MD3047 62 32 26 74.2% 3.17 62.0 0.97
MD3047X 102 37 22 88.2% 2.88 20.8 0.93
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Fig. 3 Diversity (a) and distribution (b) of archaeal communities in the Source Area of Kuroshio in Western Pacific

B R TTRR Y L K Nankai 7 48 25 31 55 b iy 5 A9
L #i B (Coolen et al., 2002; Reed et al.,
2002), FEABISE . MCG 76 )2 MD3047 3CJ% 4>
A de Tz A A T 2 vy A B b H ) U5 )
F Ok B T 8 K i UL (Zhang W et
al. , 2010),

MBG-D 5 9) % B K 78 T il 30 A8 S A% 2
IR i (Vetriani et al. » 1999) , 7F 7§ i 58 & 1y
(Antarctic Polar Front) 3000 m & /K 7 & B 1 1% 2K
W (Lopez-Garcia et al. , 2001), i KFE1EUITRY)
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Abstract

To study the archaeal diversity of deep-sea sediments from the Source Area of Kuroshio in Western
Pacific, the MD06-3047 sediment core collected by the IMAGES XIV cruise was used to built a genetic
base through 16S rDNAanalysis. 260 archaeal 16S rDNA clones were obtained and after examination, a
total of 56 OTUs were yielded. Phylogenetic results show that the sediments from Benham Rise contain a
variety of thearchaea and nine groups have been identified within 1 meter of sediments. Archaea belongs to
Crenarchaeota and Euryarchaeota, with Crenarchaeota accounting for 91. 5% of total archaeal clones.
Crenarchaeota consists of four groups (MGI, MBG-B, MCG and UCII-b), and is dominated by MGI
(40. 8% of total archacal clones). And Euryarchaeota containsfive archaealphylotypes, which all take up
tiny percentage (0. 4% ~5. 4%) of total archaeal clones. The results have important implications for
understanding of archaeal community in deep-sea sediments from the source area of Kuroshio in Western
Pacific and provide a scientific basis for the future study on the relationship between archaea and

environment.
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