#R= C-19
HEREMHBIEHERRBESE

SRE 2 34E4 H 2 8 AEE

&S : 15101

HZEiEE - EBEE (B)

WZRHEAR : 2008~2010

EEES 203902009

HRFEL (FIX) LF/ A VBEBEEOFHEEEE RNA ORIEIC & 2FHBEDZEAD
I AR

FEiEEL (EX) Identification of retinoic acid-responsive genes

MRAKRE HHE BIE ( SHIOTA GOSHI)
BBMKE - REREFRMARE - Hi
MREES : 70263457

WFZERR B OBEE (Fns0) « AP TLF /A e RA) 3 7 VSIS 2 i 5 720,
RA ¥ VI VIS EMEIGF 2R Uz, in silico fEMTIZ X » T RA JSERHIZH> 201 D
rnaCluster #57=, 7 o~ JF il 1E & OVE &R RT-PCR 12 X - T 27 fE D TRRA 23 RA &
HTHDHZ xR LT, £72 TRRA OHFIZIL, @EOSCECCHEEZ ., F0E. fE O HEhH &
OB ERIRE SN TV DA BEEFbEEN TV,

WFZeR R OB (953C) @ 1t is important to clarify the mechanisms by which retinoid
signaling prevents the hepatocarcinogenesis in detail. In the present study, genome-wide
analysis of the downstream genes controlled by RA signaling was done by means of 7n silico
and 7n vitro screenings. First, the in si/ico approach was used to pick up rnaClusters
with RA responsive element (RARE) in their upstream regions, providing 201 rnaClusters
(hereafter referred to as Target RNA of Retinoic Acid, TRRA). One hundred eleven of those
TRRAs were known as Refseq Genes while the others were unknown rnaClusters. Next, we
screened 201 TRRAs with chromatin immunoprecipitation and quantitative RT-PCR. As a
result, it was suggested that the expression of 27 TRRAs was regulated through
ATRA-dependent recruitment of retinoic acid receptors to their RAREs. These twenty—seven
TRRAs identified in this study may be useful targets of liver cancer treatment.
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