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deoxyribozymes ) 45 45, 75 BRI Id A4 B B - FE% i
B AR, WO 1R O IE AT . E M Robertson!™#
L1 3% $22 it 5 BoD R AR 5 R0 JH %040 50 ) 38 AR 45
KB Aptazymes Ji7, JF 46 R )T ML 2
Aptazymes [FJAH ST HRIE IR HTHE 22, 0] 53 K il Ha)
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b. 53— MANE IR 7V AT AR T ol A .
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BURe 51 5 22 22 0k )L %6 1 0 ade ——“ il A4 0 ik 7
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Fig. 1 ATP-binding Aaptazyme "
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Fig. 2 In vitro selection scheme of an oligonucleotide-

dependent RNA ligase ribozyme ™
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Fig. 3 Allosteric selection of RNA switches ™
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il 7 IX T X AR A TR A 1%V (hybrid
selection) T 24 1. Ferguson 2514 {4 A1 §ifi i v2: K )
Rk I, I IE 3 )t R Wi sl A0 Re] =] by 3
)T AAC . 5 5t 2 0t 2 o) Wl R1 R B ] o 3
R SR BT 1 RNA 47, AR5 3BT 2308 43
T3 O U RS P PR Ot k. S g Uk W 1 X A7
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Fig. 4 Allosteric deoxyribozyme and allosteric ribozyme !
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Fig. 5 Binary deoxyribozyme ligase ™
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K20 DNA [ SN IR 2 T2 A (SNP) [ Al , - 5%
A SEAZ IR WA A RNA (microRNAs) ) 48 5.

4 EREERIR A

4.1 EEFFX (genetic switches) BYIZitFNHiE

I AR VR AL ST BUNS B LR N SRS A LRI VR ey
F3dt mRNAs A LUK BE T — o7 ) B PR o R 45
TERON Iy 75 T, B 3BT A% Bl T DAY I T
mRNA BRI AL E, ARk AE B ae ). R,
H BT VL BE AL 70 B 0175 3 mRNAs [ E
&€ . Thompson S5 BT 1 i id IF 5 BBt 1)
I 78 [ P8y N 7% F(group [ self-splicing introns),
WA A 1 A IE KB (group 1 aptazyme). #F 57 & IH
X AR ELE 1A N B IE 2Bl il 9 BEREAT N & TR A
B HE, iy HRA LR L A R D) S
He. A A A P R RS S T R DR 3 Y R R A
SEVERT, iy T2 A A S AN I N3
REXS R N TP & T REAT I, XM AR kA 7]
REAE A B DAL 15 T 52 B /E mRNA 7K B 2L A
i, AR PAIE S RNA J3 1R I il 8 A B
IR RAL L DIVR YT R BUAA.
42 FBARMFEEIHERREN

JUP T A 1 H BT RR S 4 ad &MOR B 1
#1115 J5 1511 (post-translational modifications, PTMS)
se L) — R HET, 2L 300 2 A AN
PTMS 1, 2P L ™)l 2 IR AL &
Wi BERAGIEMG . A DL SOE AR kS 2
P& 2. BRI PTMS 5 (1 11 52 S A % 2
FA 5 B MR R PR 2 . Vaish SF23E T
ol A A A N 5 i A2 U v T IR IR
HIE A N ERK2 0] 45438 1415 ERK-HH
MG, SEURAZE | ALE R RIS o i)
ENEEINME, 51 RNA &R 5
ARG S Z WP AN AR et T
— R ERK2 1 12 40 T 30 i 44 4 ppERK,  Hf
FURI, XTGBT IR AL 1) ERK2 176 AR IR
PRI ERK2 AN A . 3K P A% il T DAAE IS 7L 51 ) 4
PRV B I ) ERK2,  [RIAEAE 2 P
FH R I H V5 R D B S A Wl £ R AT T
WA, fEARSK B AR, E R
SEVEWFSE PTMS LUK i) W A= 1 52 Dy REATI AR 2 —
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43 TEEMRREFHIIEA

& AN 2 Sy Be v, AR INAS [R] A AR ) AH O 23
¥, BARGEMEL(S/N), XERE b IS R R ] L
G P PL IR SRS, XA AP KR 2
BT RNA 73 OO, 2l R 3 (RN,
I3 1 WOE A AL A 3 1R B BB R A 2 ) ).
FERDTFOC R ik 57 - =R Ak [ 5 A5 [ A4 S REY)
by AN B ST P ] 3 5 A7 B AR R B R 4. 1)
R B2 et —ME R U AR AR AT Y. 1R R4
Or TN A R MR, DI AERIT A A VR Ry
SO NTHII AR % %% . Seetharaman 25219 vF—Fl GE %
DX 31 45 Tl A QS A 110 /N TR P A ) A R T S 471 At AT
L 7 FIANTE RNA FF A8 51, 53 ) & AH O
N4y F Co*s ¢CMP, ¢GMP, cAMP, FMN,
theophylline(theo) F! theo-FMN LA M 4% Bt 2H 1% ) id 44
fitg i1 2 ARG RS b XA S T 9 B IR e
] 5 i 2P (RS AR, 7ERES ) 7 4T 50l
5 R TS . o AT YR R A R e N IE
Pl 5 2 80U 5 1 R R (ERE I B e R ), X
2 PR A AR PR AR ) 1 R BT 1) 25 B T RO AR
(A . X i 3 A4 g ] DAAE 52 2% RV 40 P RS A
() FRT 2 AT 40 3 T AT 385 v 23 AT (9 W DA . FH 4 it
TR T B S AR A AT B BT DI ()05,
1 HBATE M . b Ak, Cho FEP4% T T — A
T PR 25 FH 98 g i A2 1 it AT AAp R T g 1) e A g
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P25 T AZE 20 01 55 3 ARG o s IR 2 S
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Wl A B AfE 5. AR, Rueda S5PI1
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Stojanovic 55 29 56 ) TG 44 1% i 44 4 4
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ROCE AR AN R ZEA T, TN 1 A —
BOT LA IR 500 e MR 45 (R 0l R 250
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ZENG Yan-Li, LAN Xiao-Peng”
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Aptazymes are a new artificial synzyme, selected from the random oligonucleotide sequence libraries

against various of effector molecules. They own the advantages of an aptamer(the receptor site) and the ribozyme

(the catalytic active site). Moreover, aptazymes as catalytic molecular beacon provide a new orientation for the

quantitative analysis of effector molecules. Aptazymes not only have the application in genomics and proteomics,

but also have potential applications in biosensor and DNA AND gate.
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