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carrier including one or two genes for selection
and to transfer it into the nucleus effectively.
The targeted cells can be inherited stably. Gene
targeting has promising prospects in production

of new strains of living things, in clinical usage

WNEESRFENREMN R

and in theoretical research of some complicated
biological phenomena such as the molecular
mechanism of development.
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BXF LBRE A T
(R KHF LGS0, KL 430072)

WE FEORSEOROMLAEAREVERAGEEN, &2, S0, H5E8. RESEGEDS
LLEfTH R ER. DERNTERERGEMM NG ZAETUAKARIEARSEQRMHEEE
H, HEMNARIRAXCNEGRALFEANRDEAR, EERRARTIEARNER, L£5A
ENECRATAERANCBAERAE, LHEORKARES. WREREEHY YA S

HAFEERKLHME.

x®if HERHET, BEORSEARMEEAEM, NEEEK BEORBRME, AYiit

EORSEOHEMHEEERARILEFREN
HmESNEUHTTHRE. EEYERMETN
BEH, ARMFH. ARARAESREFEH
Mz P DNA-EHRESM EWAER. 4
FEAMGEAMEHBERMENEE. FRW
FARFZERFARNEHESIEREREEN
e, ENE—ENXEN, EEMENE
WEERF. AR R YR SRR
RHWE, MEH. WEHF. GHHADEE
T AL Y I EE R . 405 40
ZEURHBRAEE B EFEUEKBRTEARZ
[E A EE AR USETT. Bk, ME—4EH
HEPFRICHEL R EERMELROHR
AIUEFEERE R —EmdR. EHTEA
EEIMAHEE ARy ey, EFRAE
KA/, MEAKBTHBENFE, EARSE
HEMHEFAMHRHEREE. RirMEHN
HE R (two-hybrid system) AFRELQK
] A B R AR AR T S B ik

1 WHRESRENIRIE

REMEZEYHFEF, W GAL4,
GCN4. GALS0 ¥#HAF WA LM, DNA
a1, (DNA-binding domain) F# F 1%
(transcription-activating domain). DNA & &
ATLLR%) DNA L9575, R RE0E
BAFRTAW A EE LB HREIEETL
FIFRESHHHMERSHER, BEmA
THEEAMER. EERNMEHEEERNE
W ALIT W, DNA A BMEIRAFERY
DNA 7%, BR¥FEINHERHED LR
ZEEY . BEASMHZEFH DNALAHS
A—PTHEXEFHERBEHEH THR—
R FEPFERET. XR\HZHETHMN
A IRAE G RN T BB LN AT LA 4 B i HL AT
IEZ.
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Fields AR 3% LA E AR, 45 8RBT 9040 B 1
HEB A EE RS XM Y (8 1), @i
PMAEHRN, AR ESEB XHREGE]
MEEA YHREEI. MG R BHE LT
B2 EREZREERIHREP, E8 XHR
R 5% 5% % E F (40 GAL4) ) DNA 45 &
B gmig F 5 A m e B ERENMEGKRIT D
R, EH Y MREFISHREFRIEX
WES A S T I AR RS ER R LR
HARAILFFEAETHEMERER LacZ #1941
B, LacZz #H LB 5% FR FHIERYE
TFS). @b 2 F 7E R B #k (reportor strain)
FiEHAEGH. a4 1 £# DNA &6 B8R
) LacZ 2 A9 L # 5 7 (the upstream activa-
tion sequence, UAS), X & H B 4 &Y 3 4 8
FZMNE. MR XEAS YERFEMEE
A, XFHERRBESIEREE T LR BEE
H 3 DNA St i, B R B FiEvE,
a3 E T EEG . T, MEEE

GAL4
1~ 147

GAL4

lacZ

UAS
R E IS,
YEB
(b) ]
GAL4
UAS lacZ
ook W iE
(e) xEa YEA |
GAL4
1~ 147 — :
s |
GAL4
UAS lacZ )

Bi1 WARERGEITHFFEREE
(a) GALA DNA &3, (GAL4 1~147) 5 X EEM
MR AEE ] BRZFEFHIEETAEES LacZ
$5%; (b) GAIA #FHIEHE YEOBE MR A7~
&I, EREES UASHE ST AEEW 3 LacZ ¥ 25
(OB FXEASYEAHMEER, B@#ERHE 7H#%
T B LacZ $ 7.

(LacZ)WRERBT X 5 YHEERAWFLE.
B REMEE T NRE RGN T/ERE.

2 WRERFHIME

HERH, SRERRH W EERSA
M, RERSHI. THWRESERGESRN
MR EERESHRER.

2.1 REMESERMHE

BIRGRZEFERRBE, —KHTHEHN
BzEek I e EE# DNA 45 & 8K
(H2), s—RKATRERGRSEIVRE
EFNMFERHEERE (B 3).

- aTwrrr P o=l = ATy TT Ade SO sy o) 4 O3
r: AN jg&7Ty 1 AL FITRET AL/ 775

pGAD424
6.6 kb

B3 HREIZHE pGAD424
P: ADHI B#hF; T: ADHI#ZF&IEES;
GAL4 ad:GAL4 ¥ F 805, .
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oA E PR i e S R & 2, [T
KA. HUES (XKY) B2ES
GAL4 DNA % &3, (GAL4 bd) 5 GAL4 ¥ F
WG (GAL4 ad) 4RA5JF 3 446 701 75 4 SEHE 38
HWREE. MEEFREREHRPRE, HRE™
MARAEEMEZAAEENREZEEHFEE.
GAL4 bd EHF % ELLFS] (nuclear-localization
sequence ), M1 GAL4 ad?& & . H L, TEGAL4 ad
AR B Y TR E SV40 By T-HL R
— B ESIE A BLFFI1

HIE DNA 45 & B84 & R BG83
&, BH AR GAL4 (1~147)F1 LexA(K
FHEFEE MG E T )M DNA 454 B4 5% 751
K GAL4(768~881) MIEZ R E VP16 M4 1Y
F3. RAHMAERE TR DNA S 5%
ERUEE A ER AR NRE RE.

2.2 ®E®K

B RAFETHREREREHEN. &
WEEFRMBEARNAE M. ErTLIEW
AP A, Lo REMEZAR, E% A
MIREEREAI . BRI E REFREM A,
a. HT¥AL, EFEWY HEE; b. AFH
VEHBHTEENRCERMBFEEREE
H; c. BRHHNBFEEEDARNSFERE TWHIL
A EEH RS S

1R & R R A B AN T 5, HEE
R SFEHEMTE, MASLKH pGBTI (A
2) BAK, MERNECARE FEREEA.
MEEFRY B FERNEIFFRUE, KA
H5#%ZH T DNA G SHRRESHFS. #
EHE SARRREMERSERNNFERE T,
BN iz R E F Ry BRI A B

REHKTEFEHRERER KR LacZ, 7]
A& X-Gal (PR FFEHEE (K6) 7E. N
REEFRZATHERIMEEH, XEHEHTH
i, AR BRI R

3 WRERZENEA

3.1 #EMREANEDRZEINHEESEH
B RERELT, RERBEELSRY

AL, HIWFEFE S REE TR —AEHER
E, HEMMMmBERCTE, FIHATEME
HAENRES RS, JURMENESFESE
AREMHEEER. RBXMATECLIEE T
FEEARSEARZAIEHEERY.
HHMREARSEARMEERANEL
Tk R RESEL T AREAFEN. W
EERGRMEQARZAIMAHTEHRLEHE
s a. (FRGGSRERSEEKIKE,
ERRNERHEEFOFERmMA LN, &%
THREACEQAFRHEILE; b. RNETE
AR ETT, PTRAE—-ERE LARERA
MEEEMN; c. MM ERATUREREREX
YRR AN, FEmeRilFETESR
ZRIPESOREIHEEER. BHZES
EBFZMaMNA.
ESRMWEQRZENHEEERAERE
ERNE, BEREERFAY. BHEXEAR
ﬁﬁﬁﬁEZ@%ﬁﬁﬁm&ﬂmﬂ%%%ﬁ
SR
3.2 HREBRNEHRSIHEE
Raycroft S 0hgEr 4R p53 W4 fg Al [F]
GAL4 (¥ DNA %5 & 304 15 5 51 #4 i b 5 2
SRSk, SRERESERBRTHE X
WA T EHAER pS3 EORTAHRBEEL. &%
LR RIE psS3 EANE HHERHIEEE, ]
AR pS3 EAWHEEFER
3::F
3.3 WMEAE B FRIEE/F B
mMRCHMEARZBRIGFEMALER, &
WISEARMER LSIASRE R, {F0]EH
EAFRMEERNENR, YRS EMREE
ArEXRERNEERRE. LR
W& RGIEH T ANEA pS3 EA 5H 4
HEAIRA pS3 BEE B FAE.
3.4 £HFQRKREE
UXARESIFREZMHEEAN Y E
ARG ZRERABAMNE. AEZFHE
BEESAMKAHALRR cDNA HWEFE REIE
MICHE. DNA ZABBEMEEQARBF
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4 R FE L R 5 00 SRR R R, TR
PR, FrRASBEEAMEERANES
JREIHRISE S|, Lwabachi %814 B 40 Hu g %
FHIEH X EPRHER THAES pS3 4 &80
53BP1 1 53BP2, ##—#a4 T E115 ps3
HARMMREERUHEFEHANESR.

RETRARES XHEERAN Y ELSE,
RSl Y EEABRESRUFAEMHEER
BWZ, SEAS%. X# NYTHFELEEARS
AR FAHEAE R AT 8] LA B R (114
EEHFRBAZEE (protein linkage map). G &
HH 20 DNA 8 cDNA F¥| [ A B R 148 —
HH) DNA FoIEER =40 SRS .

3.5 MRERFHEHDTITPHEA

WA RG] AR A — 77 2 /NEK g 4
HAEM, Bl HERUEN G FREE
A, ettt

WHRE ZBEEFEAER, MREFETH
RSN /N T BT LA BE 4 B 9 3 T 3 S BOR AR
B X, Y ZRIPHEEEM, BRaX/NaFA]
ARRIRIT 254 .

#ltm, Rb&EEEAE —RFFF Leu-X-
CysX-Glu, ¥ Rb EHMHEWBEFI TET
DNAZ S EE, REMEHEH Leu-X-
CySX-Glu B JF 3 AN L&MW 16 HER %
HFRUBENFEFHMEECOE, BHHYILFS
BAWRITIEA.
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Abstract

Applications.

Protein-protein interaction is the basis
of many phenomena including replication, tran-
scription,  secretion,  signal  transduction,
metabolism et al. Designed genetically, two-
hybrid system can be used to detect protein-
An unknown

protein interaction in vivo.

protein which interacts with certain target
protein can also be found by using this method.
Consequently, the DNA sequence encoding the
unknown protein can be cloned. the key amino
acids involved in the interaction can also be
decided. Drawing protein linkage map is its
another application. Being used in drug design,
two-hybrid system will have a more practical
value in future.
Key words transcriptional activator, two-
hybrid

protein linkage map, drug design

system, protein-protein interaction,



