g oL BB T 3R T4 DNA IR R
HH® # i FHEE E #

(EHERFEaMFSEREE Lis  20020)

PE: BT T DNA SRS EE B AR T PR A DNA SR R A E 0 BT . RHH 3 % DNA
RIBITAREBUCTR B IR FIE TS R P A CE Y DNA, F:F ARDRA #0 RISA B i% hin LA
fto MEEF R, RISA B HEA DA DNA IRECHE AR TR,

@A DNARE, Y EHEH, 165 DNA, ARDRA, RISA
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Absiract: In this paper the applicstion of DNA fingetprints to evaluate the efficiency of DNA extraction was studied.
DNA mixtures of landfill leachate and active sludge were extracted using three different methods and the DNA extraction
was evaluated by ARDRA and RISA fingerprints. The results showed that RISA is o effective way to evaluste DNA ex-
traction.
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AWEERME . Btk DNA REGE R EREEMN—%, MATRELZHMEREEFRAHMH
RS DNA BRI HE . HATEAMRRAEZF DNA BRIV RERATERE— I
BHE, [REEH SRR B AR 977 i BRI DNA 2R 2% 5 260 & FF T DNA 894
WERFEEEE . Hlt, NFSEARERSEY DNA BRI BERA TAEERN,

XHHERL B DNA 2EATH IR BPE R DNA BRFIPERITI 247 (amplified ribosomal DNA re-
siriction analysis, ARDRA) FEIHAEE R X P52 (ribosomal intergenic spacer analys-
is, RISA) AlJERL— RFRI R G . MFREAEATREUN DNA 405 B9
%, W ARDRA EU RISA Bl RK R HE - ERE L UM H8E. UL MAEKFH
DKM R Y DNA LB A TE SRR,

AR WA AR AR —R IR B K MEVES R, B3 M BREDR DNA, /A
ARDRA 1 RISA PiF#5 L0357 (b T DNA IREUA MR,
1 #RS5AEZ
1.1 ##
L1 B2 NRBME/KMIEHEER, BE EX ik BIREEm R s KL E
|t h

1.1.2 314: 165 DNAZI¥1'™; 27, (5’ -AGA GTT TGA TCM TGG CTC AG-3") I 1492,
(5" -TAC CCH TAC CTT GTT ACG ACT T-3"), 165 - 23S ITS 3| %) 1406,: 5' -TG (C/
T) ACA CAC CGC CCG'T-3" (fIF 168 tDNA) MI23S,: 57 -GGG TT (G/C/T) CCC CAT TC
(A/G) G-3" ({%F 235 (DNA),

1.2 Ak

1.2,1 DNARBEOTHE:: RESEIE [4-6], HET 37 DNA REFY:, KEL4Y
WA NBEE . 1E% M Bead-Beating ¥ ({# f Mini Bead-beater, Biospec 2>
&, UK).

1.2,2 PCRYHF1L: 7 Gene Amp PCR System 2400 BIY H{¥ ( Applied Biosystems 28],
USA) F4F R PEY 38 DNA HEE. KA 504, PCR R, & 2mmol/L Mg™ . 200umol/L
dNTPs (each). 0.2pmol/L 514 (each). 2L £i4 DNA. 2.5U Taq B, EEASIIIRAMSE
37 =B 94°CAEYE 3min /5 F 80°CHN Taq B8, EFFFH TD PCR Kk, BIKIEIFEMR.
94T 30s, 63CIBA 30s, 72CH/H 2min; WG HIRIFBXBERKO.FT; B
FEsrBKHEBER 57C, WS B3 MERES 35 M B XEERRE 57C; &5 2CE
f# Tmin,

1.2.3 EmEWcFiai{l. B & (35 DNA Ge! Purification Kit, F¥EEASHAR) #
7 DNA R R fnaifl, g S,

1.2.4 BYIRNI: YRRy 25uL, Salifk DNA 20pL, 10U BRGS0, KA 2h
JEEAMEFE N 0541 0. 5mol/L EDTA #1E RV,

2 &R59%
2.1 DNA#EE
AT RIS A RN EATHE, AHERENREERBRBHM DNAET
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KEHAK (ddH,0) B, 7E 1% RIEER Eak (EH
SUB-Cell GT B3k 1%, BIO-RAD 4@, USA), 8V/cm, 60min,
Bz (EBr) B, BAMRGEBImKE (LE1, &4
SIRER).

2.2 16S rDNA i PCR #" 1 #1 ARDRA 7 #f

Xt 3 #4535 FriR BLAG DNA 347 16S 1DNA PCR ¥ 5%, PCR
YA 1 %HUEB BRIk (8V/em) 28, RILZE& (EBr) 3
8, X 165 DNA FAr TR EComaii, SRS 45 IR &iltE
WYIRE Hha 1 70 Msp 1 BEATRBUI SN . £E 1.7 % SRBERERL |

B MirEsmkis HEITHIK, 8Viem, BYE] 1h, FEWE 2R (Hha 1 B4

R DNA WL 3k g ) o

M GeneRuler™ kb DNA AT LLE AT FRIFFFERES, AEF 4K ARDRA
Ladder, 1,2 BOWRNE, RO ETRAMR, RAMREMNSKEMG, FEXIIETBEXK
o4 WEE, S 6 Bead  ypgangs | (A4 SE MR
“Beatine % ARFIRE 5, — B HE I 5 S XA ST SE H PRIRE B
W12 345 6MMz123466M42 ARDRA A4 RAREULH 3 #RF N EMES
. 2.3 RISA ##i5itie

R T #2145 DNA #8558 0] BB R FE 9 2=
7, WHRBEY DNA #5197 T RISA 2447, PCR ¥ 3§
FEITE 6% R BB LRI 5 ~ 6h, 8mA,
ZERmE 3, B4,

3R L RISA SR EBEA MM, thEE
Bo MFikBEK (LE3), XL EERE
MRS W, REKHF 2L, 200bp .

: e 1,000bp, 690bp. 630bp. 520bp. 500bp #1 420bp,

G S B Bead-Beating B:H 420bp B 554F, HE & HA

M2 Mp LB ARDRA MpraskE MR, BEfZEMNIERARENEEN. WS

M1 GeneRuler™1kb DNA Ladder, M2 SEper- JKIHBISRH 1 76 1. 2 WEHRFE, W &KH 2.

t;w;lofbb;;;-ﬁkbsD:A::wéw;jmﬁﬁfi’s 3. 4B RTELET STkl , &7 5 h{UfFE 2 kil

' > ” » o q p i, B £ i
wwommE o omn, T s R e
2,4,6 WERE 100 5L DNA BY PCR =4 A5 4T ’

g 5, 4L TEHN Bead-Beating ¥ &M P EETERI SR

W EATAETEREY, 6 KERMARW 2. 3. 4

WHEEKERE, S8MKERELFZROHERFHHOEES, W& S5, 6 Ak
FAL¥37R3R, 1B Bead-Beating e HIZ AT TIF L.

RISA RS0 22 57 UL B T RIFhEE & R ) 7 S5 4R B A DNA B =109, mFEHT DNA
REUES WARHERE T : 13319 DNA FriCR R PR 26 & B A h 2 T Y Ah 2 a9 He
BldkE, REEEA PR Y B R OB SE, BUR T

HEBRB 38K B RISA #5450 B ¥, Bead-Beating 1B | Tl BRI KM, KRBT
Bead-Beating B2 B H) i) DNA (0 B2 RAEYRIS, BB RIS MK P 84
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M 1 2 3 4 5 6 ¥

B3 WriRB K RISA ATk E H4 TR RISA ik E
M SE perfect 100bp + 1.5kb DNA ladder, M SE perfect 100bp + 1.5kb DNA ladder,
1, 2 BB, 3, 4 fh¥k, 1, 2 BEM, 3, 4 dhaEE,
5, 6 Bead-Benting 3, 5, 6 Bead-Beating ¥,
1, 3, 5 F% 10 f5H4R DNA 89 PCR =4, 1, 3, 5 #RE 10 f5ELR DNA #7 PCR =47,
2, 4, 6 FF 100 5 DNA 4 PCR o4 2, 4, 6 FETE 100 5ELE DNA B9 PCR 22U

YEFEYE, 39 Bead-Beating B REBGE A BB IEK A DNA REUF %, FHE, 3Tk

TR, kBT RENFE, FHAERREES TEESRERN T,
ABFFLER B RISA A7 05 7T L AR BUE M P45 DNA RO B AR . ikt

BEA, MTAFRKFRES, BEAHK DNA BB ERARN, HELRHE.

XMW
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