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Abstract; Marine bacteria from the samples of sea sediments and seawater were directly plated on isolation media
and the biodiversity of isolates was examined with DNA fingerprinting. 542 single colonies were obtained from the
media. ARDRA with enzyme Hinf I revealed 16 operational taxonomic units (OTU) which were dominated by
OTUS group which accounts for 19 isolates, and OTU7 group which accounts for 11 isolates. The biodiversity of
isolates from these two dominant OTU groups was further investigated by a genomic fingerprinting technique,
ERIC-PCR. The results indicated that there were 12 different ERIC-PCR types present among the OTU5 group

while only 4 among the OTU7. The data indicaled rich diversity profiles of marine microorganisms were presented
in the East China Sea
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Burkholderia cepacia , j#—2&H] RAPD ( Random Amplified Polymorphic DNA) 504147
TARFDT X EEREE ZHE, KA B cpocis BTRHANERBSKH—1F. &
SFFES AW B AR ALE RGP NE, FIH 165 DNA 1 PCR = it 7
ARDRA £75# 4057 H ERIC-PCR BEE AL Aok S M@ BN 2, X/
#T PCR i R i Th i H F A MBS M M BT RIS SR ST

WE LIRSS EE TFERNBENEDER. TREE MM BT ERR
EFENOMEYHRE, TEREARIRKASRAFEZAA, mMEFEHORERRE
MERHAMEYRERFTEENBFIE N AZTEURERSB KNSR FHOME
VIREE AT MR, AR FHRR BRI ENS FAMFBRESHTFR, TFAB TN
SYFE SR, IRENEYRENA AT R REKE.

1 HE5EFEE

1.1 ##

200444 HI0OHZES H IO ENEERESE (HEFR43008) REFAEER
BES Y. KEE2 i, BESTE200KE PR, HRIEH.

1.2 BFBESEH

SR MBSy, EAM4e, BEFS e, SHT4g, ALBK ERL
1,000 mL, pH6.0 ~6.5, [E&FRFFE: AR PIMAZEE 20 g,

Rt 8 . PCRIAFIFHMWE TaKaRa 47 ; HibAAMEPHEZ (£H)
¥R AE,

L3 fREwoEHLAgL

KB & BUBAKEER | ol FICE A TE/KO ml, BHES, Wl 10 BRH, i
—WBEN 10° ~ 107N ERER, SMHER 100pL BEREMEREEFETR -,
HFE2STHEBAMREFEEER, RIBNERRE, BEREE S NN RENREF
ViR b, A8kl PR ASE . BMEREKEREL, BT SCTFH4EER3~Td,

MR G FRELS o U8, INA 45 mL TE#/K, #MIWEY 1 mn EBREHY, B4
30 min, B LIFMERMEN 107 ~ 109 E, S HEIR 1000l E B B AES
F L, #SCEREAKFRESS. HAEALERNT L SE KN EAR,

L4 SEENREHEE

HAEIMEREREF ARSI RS, 25CHRHAET, 130 o/min ILEKIESH 48 h,

4,000 r/min B.{> 5 min l&%%ﬁ, 20C ok gsfETF P EH,
1.5 DNA K

RES FUSRMEPEERERE DNA,

Hll78/9 DNA RPATfE % PCR itk , HEMEHFT4CKENEH,
1.6 16S rDNA 3“1%

165 rDNA ¥ 13|45, [FE54) Primer A (MR E. coli §9 165 rDNA S8 ~ 271 fif
) : 5'-AGAGTTTGATCCTGGCTCAG-3'; i 5|44 Primer B ( At R F E. coli Y 16S
tDNAS’ %5 1523 ~ 1504r fir B ): 5'-TTAAGGATGGTGATGCCGCA-3', PCR ¥ 1 4% 4,
ISCHEM S min, SRSF95CAMH 1 min , 55CIEA 1 min , 72°C M 3 min 3£ 30 ME
W, W 72C/SEMS min, PCR =Y 1. 5% FHSHHE R 0@ . SHEER M Spl,

1.7 ARDRA 447
Et5pL # 165 (DNA & PCR 7287, 4 8UMIA 1pL Hinf 1, 2L FH IV #9 10 x Buffer #
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12pL ZBEFK, ERMERN 20pL, 37CHEE 2 ~3 h, BUFYWA 2. 0% FEEFEEE
287 & 8
1.8 ERIC-PCR 447

ERIC %5 4E 2| 95 . 314 1 3CACTTAGGGGTCCTCGAATGTA-S, 3|#2 5+
AAGTAAGT GACTGGGGTGAGCG 37, PCR §"# %4 95CHAH: 7 min, ;»gF 94°C At
L min , S2°CiBA 1 min , 72°CEEff 1.5 min, 30 AMEIR, T2CERSHEM 10 min,

PCR P=# ) 2. 0% SRS Be M e TR , i KRB I B4 4t (LA

2 GBRESH

2.1 DNA f#2EX# PCR § 18

e BES IR0 8 DNA #17 1% S BIE MBI ik, 72 20 kb £ HBLARF
(INE1A), ZHACEEBBRIRENREYHESTEELAN DNA, EREMEESA
DNA £31 A 16sRNA 5{4 PCR J5, f@&{%?ﬁ%b‘%h‘& PR TZy 1, 500 bp £
%, WH B 16S 1DNA BEMLFFTH (@ 1B), B1 8RT— A#mm'é DNA
0 16S 1DNA ZEHT ™Y,

M 1 2 M

bp

b 2,000

A B

Bl (AfIB) 4NEEES DNA #1165 rDNA [y PCR =4
M DL2000 marker, Lane 1| Genome DNA, Lane2 PCR product of 165 rDNA
2.2 ARDRA 4#f

EE 0 REEER, IR EESEFNRAMNES SRR B, NEFR
B KB T 542 MAARREE., Mixeeai b bk P REPLEER 58 R REEE 4
FIEAER AR KL, BRI E A DNA 1% 16S fDNA, AR HIENUIF
Hinfl % PCR F=43547 ARDRA 8400, HERME 24, B, HEFT 12 #ARM
ARDRA PR,

AL RBE16S (RNA ZFEF7I ARDRA 470 AKX 43 B Fh (species) , B—
AEREA — IR YEE, SRR - 8{ES%K B (Operational Taxenomic
Unit, OTU), HIXFhEk B OTUs 4440l A LIVEM A Y BEdE i Bl PR BE A 41
ERKE ., AFEE, MHLYERX S8 BREZEHE 12 M RRMAEER, A5
3 12 4~ O0TUs, AR OTU @bk H EZ 4Rk, OTU1, OTU9, OTU10 A1 OTU12 g1
FBE RA—NEidk; HR OTU2, OTUS f1 OTULL, 43545 2. 3. 3 BkH; HERZE
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f1E OTU3, OTU4 F1 OTUG6 3+ %A 5. 6, 5 #k; X 10/ OTUs BRAFEE, HHEK
F28 R, LGS 48.3% ., MIAEREEAHRP HEEHEHFBER OTUS fl
OTU7, 4r3)% 19 #1 11 I EEkE, OTUS KB TR S50 32. 7%, HIKRE OTU7, &
19.0% . X$iH] OTUS 1 OTU7 B4 &M EEZ P HEBEMR N T EMMELER,

M OTU10TU2 OTU3 OTU4 OTUS OTU6 OTU? M OTUg OTU9 OTU19 OTUIL OTUI2

A B

2 (AfIB) Hinf | B§¥] 58 Bk #) 165 tDNA PCR F=¥1/5 1) ARDRA 59
M DI2000 marker, Lane 1 ~12 ARDRA pattemns of strains isolated from medium

2.3 MBS

Fi ARDRA Jr ik ¥ S (L BBk 70 AR 12 MRE R HBTLE, KRS M OTU7 1
OTUS #yg kit —#5@ 1 ERIC-PCR $58UE  T i EMROKF Lo b7 Fod e S 4EtE, 4
RETER 19 RIEBEKB AN T 12 MARBRRSCER (ME3A HBKE1~12);
MfEER 11 SRRt 4 FORFEE A% (B 3B KB 13 ~16), X—FREH
OTU7 PR FTREHMEHEFEHME, 19 MkTHE 11 S ARKNEFH,; M OTUS &
Bt 11 4, BREEMEEIEHENEDRE 4 MRRMEK.

M 1 2 3 4 5 6 7 8 9 M 10 11 12 13 14 15 16

B3 (AfIB) OTU7 f1 OTUS el E#k ERIC - PCR $5 8054 e P
M  DI2000 marker, Lane 1 ~12 Unique ERIC-PCR patterns of strains obtained from OTU7, Lane 13 ~ 16 Unique
ERIC-PCR patterns of strains obtained from OTUS

JEHGE™, A ERIC RSFIFFUTHAYS 1% 408 DNA #E4T PCR 4%, ATLIBRIR
BRI R AGTIAFE A, B TE MR K FEENE, 5 MHFRAEK—
PRI R E SR — LA, TERXUEERRA) 30 A HbRE, BT 16 MRRE
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B, BRHESRIT 53% , FTLIRTLUE i PEpCE TR BE BT TR AN B B REPEARAE
3

RSB FE SRR £ 1200457227 122°40'48", Jb&s 27°15°50", 31°24" T"HH LAY &R
HFIFRAREN, REMSSTHMERLISN, EERAY0BE, I TREMN ST
BEhh, MHiMAESSNMAEY R EIESEFEMAEY . Wl et A e
REFXA#YE, XM0E— EREEREYHRN— RS, BEPHAEERA
R, —REIEMEEMEY, TR EOREYERN T RERE, XEMLEYE
TR, PEAMNEIEEEHNEN TSR, R ESKPER, EfER
EARRBEMEDY . NEIEERS NS R E RS A S X M EYIS Y, B
RIACSEE AR R0 T 28 s e T BB, BRIMEKRT NS,

HETA I £BI5 4, ARDRA ] RS B b 40 p 15 16 PR B A 40 6 b v
87, #47 ARDRA 4578, RATA 542 DM@ % FRENLIkE T 58 1 72ke, RIEH
Hinfl 31E 168 (DNA-PCR =347 T A, SRR T 124 OTUs, OTUs %2
I TR R 20. 7% o WIXECBERTIAE N : O LREEER S kO EYHE
— AR, PRk 58 MR P EAA 12 FAE; QOTUs XA, £ Bal i
FAEYHRITIER, YRR -MIEFEE LaEaifb ik, vTRUIERN AR E T
B MBAEZFHREF, FIHASMEREREFRAE, MIXEBEHNFELEK 0TUs,

ERIC-PCR 18849 DNA &H#HHET LI B I B RSN ER, BE1R%E
B I R A E BR 9 BE A1 . BT ERIC - PCR (RS U BT S A B 00 B R AT B
5. EMEFHEHEEZN OTUS B#AERIT 19 %) BWHBD 1 12 M EFRa B, m
OTU7 911 B EPLETF T 4 D AR B E0EE,. IRMER-D By P dEkEE
SR 12 B4 R, SET AR R 63.2% f136.4% . OTU7T MEKBEERE, 4
BERORRE AT T OTUS MEMEKE L, HEOMELER, MELENHE,

ARDRA £&#45 5 ERIC-PCR G4 tr B7~, S8 %k BWA 12 AR
OTUs, e Ef R K E5E AR, FUREERAMEDERELEMEBEZHENE;
F4h OTUS X MES B P EEME LA 12 f, UHHAEMTREFERKNEZHE
%, B, REABESHENSEREDLICREANERER —TEHMNMEKE IR L
HESYZHME., XWAENETUAEX —MorBEFE DEFHEN, KBEHH
YRl REAREIE IR, AR HET, SAREHAALEMENREE, Hit, #£—
EUR T ERERAEY, MEMEYSREENTIR, Bt S EERITNEENREY
EREPERAIR, AT A X SRR RA Y3 B e At
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