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Abstract; It is reported that more than 95% microbe species non-cultured or un-cultured vet in now days by the
traditional cullivation approach, which limits discovering novel bicactive compounds from microorganisms. ‘ Met-
agenome ' is the genomes of the total microbiota found in nature. Metagenome libraries were constructed by direct-
ly extracting DNA from environmental sample and transforming to surrogate host.  The libraries were screened for
novel bicactive compounds or genes swrounding their synthase in different strategies of function-driven or se-
quence-driven. These have enormously amplified the space of microbial resource utilization and enhanced the op-
portunity of obtain novel bioactive compounds.
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MK TerraGen Discovery 24 /] NEAE BRI NG EMERHAEFRHEB . SRF
FERKS28 Daniel R KRS M TR 5 HIRIR I DNA, IR A #E A pSK* #LEIK
WAt R o CEERAE, R4-BETREE—NRERNERFES T 5
HSEEMH¢-BETRINET, ROHHRPEEESR rHNEnES HRAT.
Be (M) 8. HUSHIES. CRER. HMBABS" ", B TARARELERD
PN EF I ENERTEAR B, 3 E g HR R K% 1 Handelsman 355 % P 4B
A LR AR EIA pBeloBAC Il R T WL BEAE AR 9 K SR 4L BAC U, sk T—4
MWIRACFIBME . | THTIEEME, 2100 WERE. 8 N WIENEE. 29 ML
EHNEET, B MREEA KR TFHT TR, RET 2 RE#
PUB{E B 5L R TutbomycinA 1 B RIAMABEEE ™", XERII/RK¥E Bak-
er LW E R Comsid BIFMBZERATE, MER M EFANEMBEFCEE. K
B-N-BAEERVIEE SRS RBERE, KEE-MERLMREN LS RMERE
o et Courtis' R Pie %4 F M+ HEF0 P o 2 B SCHE RS T B IO BUMA
TEPEYI R ARG RS X B AK , DiazTorres' ' SR B AMEWR . Cottrell' ! SR N A 2
BEH 2 HIHEE T LT MM IA R RRES. BT RALE. BK,
MEEERAEY . BR. PR, AMKERSEAMRINEE T ZERAE, ERED
BN/ . HOEE. JEREE. AbM. JLTES. BMM. BEA. 45X THAS

MR AVERGHEEER. . WMEEHYREREEAHERS (1),
£1 L4 CHRNEERAYENARARENNEETE

DNA £ #ik RETH HARBXAD B/ AP B UM
+i8 pBeloBAC I 24,576 =40 kb K e, R, Rl (8. 9]
+1 pWEIS 35,000 30 ~40 kb KHE SOEAES [4]
+i% pSK * 400,000 3.0-5.6kb  KEHE ZEALTEM [6]
ot | pWELS 1,532  25~40kb KEFFE TEERE. SRIRWNG . BLRREE (5]
44  pBluescriptSK* 930,000 5-8 kb KEFE  4-BETRAMEER [3]
g | SuperCos [ 700,000 — . XKBETE R [10]
+i% — 1,020 — 7.1 Hilh (2]

N1 TOPO-XL 450 0.8 ~3.0kb KEBHE NHERHHE [14]
#k A-Zap T 825,000 1.8 ~6.1kb KEH®E LT A [13]

3 REREANENNGE

FERAMASTENWETHT AT REBHEER RN AR Tk, FREBAREHE
AR SR B AR A T — SRR TR
31 IHMEREDNAMRR REFEELHHESTHNE DNA REERAERE
R —, MERTEMZAMB ML DNA, XEEBHLERMARLKSG
TEMHOEREERK, S5t F ARy BRI R 4 T s d 3 2
B R ERNER, SIRERE. BRARKE LTS IEE, —BRFRARRE,
WIS EERFEREEPBRPAE, SmbEak, WEBERS . RAK.
DNA HEER. RE/D, EhaTRIAMVMETYIER, FFEREE DNA KB/ (1~
50 kb), ABHAMEMHBEUTLER: D—LERURRE, SRHYEF RN

© PERFRHEDARIAATIBSHEL http://journals. im ac. on



116 REVEEAR 2005 4 32 (1)

A TR B ok, RIE R SR AR MR DNA, WseRAIB AT B4 R
HERER OB ME AN, RSRE LS SEUSE T, Bhob g e ik
e DNA, BEBEATHBA R B DNA (20 ~500 kb) HAEE, EARF%E8, REE, &
MBI R TREER, MMAS T~ EiE MM EY DNA FE R H
Ko % TERAT RSO B M DNA, 3% 3 Orsini BIF L 5040
BERLIE L DNA gRER ",

3.2 #ifk REWKBTERHAWEHATRGENEFERNT Y. X2 REREH
MRELYRM X REAES, REMEYFEHEYRERRAENEY, Vg EH
BREFAE, REFAATE DNA UHERSEMRMERLEHERBE LERN,
HATZRBAMEA TR A& (BAC) HIBKL (Cosmid) ik, MIEBANBRKA (Wik
350 kb), {HSREHCEIL, JSEMARKBIFSE (20 ~40 kb) . TREMFER ., BAC 10 Cos-
mid EAGEE EAMPORCHERS, HENSK, ZRART HEE, 586, 7T
REERNMRAETEAIR FEHEN, EFREZEEAAREEKMEZLHE
B, RIMBRETHARMEIRLE B —B/DT 10 kb, F4 TRk — s H s/ 1 #
WTY, MEERMEETE FHREREER, ARER. ARMEERSRY
RSB, ARATEREYT XEINEAMN TEMMERIMEERANEE,
BEESHREESMERERE RS EAE, BEWEARFIEM MR, 1 Handelsman
TR FH AT superBAC-X BIK RS, Ul pBeloBACT N B2, RMARESEL, B
HEMHEFEEHE, AT/EEENEARBELERE™ .

33 BE HIAKRNREIEEREASE, SHBREE IR EERE, &
REREEL . BEER (DR BEA%, TR REPR R E YK 41
ERYFEMANEER, RROBR RS RRSRE /K, 070% WiE%
EHTIREW, MU FHRABERMEEEDR Y Btr, AESSHIHERE8E, ©
BT AR NR KB R R .

4 REEATENFRE

HFIREES I MR EL, EREHATFERAR—HRE L, FHTRTFHE
RS R RS, RIERNTEHN, sTAEWEEKTE . LS5 HKFE LUK
DNA IFFIKFR I A RIER R TR,

4.1 S£HEHAFEAHFE NFANBREIRFDIBIE (function-driven screening) , RIBEHH
SR ERBEE TGS RASMEERRFER PRGN RET, SmxtiE
BAWR ., MESHEFRETER EES T RARBER T = AEERE. N8, Lot
KR, MUK ERAEEENRETS Y. X—FRUAYEE IR RRE LN
LHRAEHYHEEN, BRRELENEFRENNTRET, HTAERK, MR,
HHZ R FEARR,

4.2 {LEPEWKENTE T -F&5G FRESHNYRESEPH KRR,
18 i B AR ASMEENE S F A R RV R eIE B Rk - £ TS W
HAYIREET . W0 Wang (2001) S@ it T4 ke R IR S EE T H

© PERFRMENMARMATIKESHRIEL http://journals. im. ac. cn



2005 432 (1) WA Y FEER S 117

RPN R ERHEEE S HT I, RUT 240 EHSmbSYmiE, %ET
HHLFH NG FRELEGY . XK AR ERHEREsY, BR—T6%
WistE, HTfERK, BEE.

4.3 DNA F5KFRTEE NHEAFFIEsTHIRE (sequence-driven screening), HRED
FAHEDBERE B 7 4R 45k PCR 5147, il 4288k PCR ¥ 14 i ik FA 1 ke 7,
4N Knietsch (2003) FARMEETE O 4B K BEAE R BB <FIF 380 T — X & 3F PCR 314
MRFERA DNA I3, I HEfeEs 54 X R UERTAZ, MRS H
BKREFI L, 3-8 EEBUKEREEM e, AEIFRMA T g7, X %es
Al BETR R — R R P RH 4 F, Wi HET DNA MRAETRARRRSFERAX
REEHmRAE, BLAFHXEARFE —E0 T, SOEEBSNmNEEYE,

5 #iE

FAVGAREE KNERSHERE, RASEMEFREMEREYEEY R
BRARAZIRFEAMRE . ZERAREREIFHE FEWEREYHERFE, &
AT AT BESZ 4 R A o R TR S 99% DL LGS R R A BB, RRAN TR
REBARE R LATE R SR A SRR ik, BEMET T —&Hmsmisny R,
BERENER FAMET TRIANIE R, B FRMEREEHA TEREM
t. BIRENEARRWBEINEE, VY AEEIHRSREREEAMNES; it EE
MR EHEHE R At EEEE DRSS, WAEBCRBEINE P Rne 4 E M
EFAIRCC, SHEREMRACNHEDRBRERK,"C REAFIRXHERA S, #
B CARICH) DNA F BREEFEA AR B 4T A RIS 1 JERE . TP & DNA A A
FABGH AR, MEEESARNTEES, EEE 4 TR L% R ey
ATEY R N EE T B RIFEXER.
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