KxXc—19

FEZEMREDREEX REARERNE) ARBAREBESE
Rk 2 44 5 A 3 1 HEUE

HRIES : 8240 1
mEiEE - EBuE(C)
AT HAR - 2009~2011

EEEE 21570056
MEFESL (FIXN) U REHEGFEERKBRITHIAMNLAGEEDFEMRE 7 >FE2 AR
N A DEE#HT

MEEES (EX) Analysis of stress—responsive non-coding antisense RNAs that are
co—expressed with sense RNAs
MERERE

B [RBER (SEKI MOTOAKI)

MILITBCE AL SRR - WY/ LRBERAEF—L - F—L)—45—

MEEES 80281624

MR OEE (Fn30)

vaA XTI ) DMIFET D, B AEHBR T E BT D IERFRMET T2 A RNA O
R A =X 8%, (RERA NV AFEMEELE - CTH D RD29A Eis 1% HTHENT L=,
RNA-dependent RNA polymerase (RDR)IZ X ¥ RD29A i&{mF mRNA 28581 L L CHREA ML 23
DT T ANERT DA 52N L=, A mRNA DRPEM H> 5 2 R85 RNA 23T AR,
SN D HTHL R RNA HIEERE DS E DEREE A b L R ISEIZB W THEET 2 Z L AVRIB S T,

WRFERCR O (330 -

Our previous study identified about 7, 000 stress—inducible antisense RNAs in Arabidopsis
and showed that RD29A locus that has typical drought—-inducible gene, has a type of
stress—inducible antisense RNA which is complementary to sequence of the sense mRNA. Real
time RT-PCR analysis showed that accumulation of RD29A antisense RNA was decreased in
rdr1/2/6 triple mutants. Our data indicates a novel RNA regulation mechanism that
RDR-mediated synthesis of antisense RNAs functions in the turnover of sense mRNAs under
the stress conditions in plants.
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