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Abstract: Objective  To predict the binding sites of transforming growth factor-Breceptor [| (TBR [ ) ectodomain and the
aptamer S58 specifically targeted TBR[ ,and to confirm the structure stability of the aptamer S58 in vitro. Methods We created
three-dimensional structure by utilizing ssDNA aptamer sequences, the crystal structure of the TBRI[ was searched by protein data
bank database. According to the results of the molecular docking experiments on aptamer S58 and TBR [ ectodomain, we sheared
the aptamer sequences, then verified its affinity respectively by biosensor technology and Western blot. Results Binding sites of
aptamers S58 and TRBIl ectodomain included site T (T4,T5,G6,C7),site [l (G13,A14,T15,C16,G17,C18 ) ,site [l (T31,G32,
T33,C34) and site [V (G40,A41,T42,T43,T44,G45,G46). We validated the high affinity between aptamer S58 and TRR [ ectodo-
main. The expression of g-smooth muscle actin(a-SMA) protein in the human tenon's capsule fibroblasts was descended obviously
after the experiment of the aptamer S58 in comparing with the control of DMEM (P <C0. 05). But the new ssDNA by shear the
aptamer ssDNA S58 according to the results were poor than aptamers S58. Conclusion The aptamer S58 targeted TBRI[ was high-
ly specific with a certain stability,any changing of structure will reduce the affinity of TBR [ . Computer-aided molecular docking
technology has become an important means of an exploratory intermolecular interaction,and can provides a good theoretical basis on
medical research.

Key words: transforming growth factor beta 2;oligonucleotides; molecular docking; binding sites; biosensor

PO GRS F AR A F ORI BTk —,
7 3 A AR T AR DX Y 3 R R R TR O M
PRI o DRI o I DR b e 5960 DR W W | 24 4 3K A BT A 2
Py A G JE IR I B2 i T AR B A (L TG 3k 58 4x B
VAR 5 T AR T B DY 2 A A A0 4 O R T R A
P Lk 5R — B0 8 Sy 22 4 A R /N R 25 AR T B R R

*  BEETB:EFKAREFIESE FWE (81170852),

mail ; xielin_zhou@ hotmail. com,

EEE N

ARG AR IR T AT 4R 2 B ORT BB T O 1. RO BB RS
AR F-BCTGE-R) M iE A HH WL RZDY, Hd TGF
S5 B Z R CTER I 45 & = S BA L RIRL I B sh 75 .
UL P & Ml TGF-8 5 TR M4 &, vl b 5 L IR g T
ARG PURIR B L 10 . A I A4 i 30 8, FH 38 8 = 4 1 T
R Gk R (SELEXO fifi #% H TRR I Y B0 4 A% B2 & B2 T

CEM 983 —) BRI, ERNHIRB W R. & @BIREER.E-



FTRESF 2014 %3 A% 43 5% 9B

S58, I It 1 S58 W Xf TGF-8 /v A Tenon %% il £F 4k 41 Jifd
(HTFs) 44k 7 A 3 i 48 ™ . 38 B - 15 25 9 DA SE Tl 5% i)
I PR 25 250 A Fo e M b EAT AL B0 B 2 5 X S B A .
R L F R 8 RN E 7 IR 45 & BB R 58 T = 4454, 1
HEAZ B IC - 4540 R 0% 278 RETE W WUR I M 40 7 45 1 R A 3
FAPEYT & A L TE BLIL A A G VR BE B0 ) 28808 19 25 [ 454 5 1
WS TIE B 48 RS S5 45007, R, BF 9858 B T S58
B =GRS5 MR B A 5 N SH8 I 4R AL, B A TR
M S58 5 TRRIT M5 & &AL, I 3iE— B B UE S58 1Y 3 Al iy e
R e, DA T BRI S58 11 45 A AR 1 B R S .

1 ME5FE

L1 MPRE ABESE BT A A A SR A8 2R w30 DA B R Y
HTFs f& £ K, BUEE 4 ~ 10 £ A K0 i 40 fs i T
S

1.2 F2E0N M Ugs  DMEM K35 8 i 4 1l 7% B 2R B
WAL Hanks -7 36 % 8 (32 Hyclone A A s AT 4 TGF-B,
HH (3 [ Peproteeh 28 7)) s BT A o FH AL S E A (o
SMA) B 5 B HT K (35 [# Abcam 24 ) 5 BT B 50 B B-actin
Lk HARARIC L E B TeG BUR AR IC 1L E 4T B 1eG (dbat i
122w s TRR I A B4 1 (36 [/ Rapidbio 24 W), B R & Bt ¥
S58(5'-ACA TTG CTG CGT GAT CGC CTC ACA TGG
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HyJ7 gk TERIL .S58 K 87 U] 7 DNA & 21 34 2% J1 A [C B R
RS2 W VA R I 200 mg/ L S pl BRI S TER T 19 3%
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PRSI HT T 8 A M 5 45 A R 10 BE 5 A B X F
BYPERAEANAREREE MEHRAUSTHEL—-ANEF S
A PR Y B AT A — A BT B B N T 8 AL 4%
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Bl T LB R 1) R R T B ALEOR B B B SR A R
FAZ R 0 AH ELAE T 2 T B B0 o Sl S 7E 25 W) 0 1) 7
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HRAT AT AR A L R e L ER L G- o R S = s ) 4 L 3
A GETER T UK REN S S TRESES . AR
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R BTIZ R B R S 8 B AR AR T Mecauley
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KA BB BEHLSEAZ BRSO, RAYTE 1 010 A EEYL RNA J7 51
TAH -G PR R AT B R SO A
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