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WFFER R DOBEE (F0X) @ T~ 1x. cyclin DI @Iz F 7o E—4—0biE SN 5
(promoter—derived noncoding: pnc)RNA 25, = ORBEZMHIT5 Z & &2 A L7- Nature 454:
126-30, 2008), Z @ pncRNA DHAFBRAAR ZIRE L, pncRNA DI Z 5584 5 & R 7 B Ok
ATz, ZOREF DNA BIH R # /X7 8 5 FifA & A& (R paraspeckle iRk & > /X7 5 2
FHOAF 1RO X RNV ERFEE SN, ZOaFIL, pncRNA 552 1% DNA (E1E R 3B 5
L. BEDOYIE paraspeckle THDH Z L AR LTS, ZOREIL, ncRNA 5|2 HrimH %
BT 52 LT b,

WFZeR RO EE (3530) : We have identified that promoter—derived noncoding RNA (pncRNA)
is transcribed from the promoter region of the cyclin D1 gene and represses the expression
of the gene (Nature 434: 126, 2008). We have also determined a transcriptional initiation
site of pncRNA and purified transcription factors inducing the transcription of pncRNA.
The purification provided five proteins involving DNA repair and two of
paraspeckle-related proteins. These data suggest that the transcription of the pncRNA
requires the DNA repair system and the transcription is located in the paraspeckle area
of nuclei. This will enhance elucidation of novel mechanisms of the ncRNA transcription.
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1. WHZERRAG S DT = THZENRHBMNI SNz, L LD,

AWFZEIE, T x SR L= griidEa—
K (noncoding:nc) RNA #xG4E OfEIA 2 H Y
LT5, XX &R a— FL720> ncDNA 58
Wik, 7 A0 9 B EEHED DN, KT,
Z @ ncDNA @ 9 EINHEEE X371 T ncRNA & 4Rk

ncRNA HRGEEMI IR Rk CTH D, Fox 1,
cyclin DI Bia 7' BE—F—0bIRE I
% (promoter—derived nc: pnc)RNA 23, Z& D
KB LG T2 & E2FA L7 (Wang et
al. : Nature 454: 126-30, 2008),



FZ T, 20 pncRNA DA GHEHE DG
EHOMNCTHZEE2E T, ZOREIT,
ncRNA $5 G HERERRIA D FARE 2 ST+ 5 & 7%
X5, pneRNA 1Z, A, B, D, E Z[EE LN,

AHFZETILFELT pneRNA-D & WV 5
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ARFZEIL, Bl 2 BN EH L= giidE = —
K (noncoding: nc) RNA &5 ¥ O Bl % B 1)
L35, ¥R UE % a— KL72V ncDNA 78
Wik, 7/ A0 9 L EEED DN, K,
Z @ ncDNA D 9 FIAMHEE X 41T neRNA Z ARk
THZEVBHLNMZIENTZ, LLENG,
ncRNA BRBEREREII I it Ch 5, Frx i
cyclin D1 Baf o —4— 73>6$J:5?§2’L
% (promoter—derived nc: pnc)RNA 23, FD
REAZME T D2 & 2R A L7 (Wang et
al.: Nature 454: 126-30, 2008), AHBFZET
IX. Z® pncRNA DEE#IBEOLEBREZHS
NZTBHZELEEMET D, ZORRIE.
ncRNA $5 G RERE AR 0O JAR 2 e N1 9~ 5 & B1F%
END,

BRI FTOHBE 2 FETT 5, 37b
B, (1) pncRNA DEEZE R R ORE, (2)
pncRNA 7' & & — ¥ — & iRk T 2 AR EK
T O EFERENALOWRTE, (3) pncRNA 7’1
=X — O, (4) DNA HEFNKIZ XD
pncRNA BRE % %89 S5 K7 DO FRE, (5)
pncRNA 711 & — & — /K48 ES flfo/El b
pncRNA FFEDTHRFEBR TH 5,

3. WD IE

5’ RACE 7%

5" RACE (Rapid Amplification of cDNA End)
FEIX, Bo7- cDNA DFEHREZ S LIS BT
EiErsa—= 7952 LT, 5EEE cDNA
Bl a5 - L2 BIE 95, 5 -Full RACE
Core Set(Takara) Z V>, inverse PCR % %]
U THRHO 5 RumFE A IS L. peDNA
g B =l rm—=7 LT, 5 KO %
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FTITE 54TV pneRNA-D FEIR D b3
ST AT Uy FRESRGREFREL, €0
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AL, BEICHWE, oA 2T, K
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L AONEE ra AVA/ d  A D

B EHT

SDS-PAGE f*%%ﬁéié& VR E Sy R L, R
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FHIOVH L, Zhve, Y UL,
nanoL.C-MS/MS #£i& % F\VNCTREAT 21T - 7=,

. WFFERE

AWFZEDORFFEFE 1Tk D 5 THH 2 7% L
W5, (1) pncRNA ODEEBFHAG M OPIE . @)
pncRNA 71 & — & — % 387 % F RIS BN
F-OREHL L FEEEML O E . (3) pncRNA 7' 2
E—X —OfEHT. (4) DNA HEERIRIC XD
pncRNA §5'5 % &3 ARG K1 DREE. )
pncRNA 7' & &— % — /K48 ES ffgo/ER L
pncRNA FHE D KERTH 5,

HOF R RS 3 KL OEME O v h 1 ESER
AF3 HeLa HMIFEAEEZDSS mRNA ZFAHLL CTo
5 RACE {EZ& FHH W fEtr 72 6 . (1) 23k L7z,
G BAAR RN B 200 MR B3R F ORI
Wt Q) &2RHbd &, ARG A O
Bl Eniznoiz, £ LT, BERMEA
D it 160 Yo 5kt N BB AATEIR & B 2 b
770 2D 160 HHESF ORdS & B AT AR A
UIX 7 LAF RELTABL, pncRNA 55
HHEET DX NI BORMERRT, ED
FEF Ku Z X7 B EETe DNAMEEAR Z N
7 '8 b FlFH & KA TE IR paraspeckle ffRk 2
X278 2 8% (NONO, SFPQ) DA EF 7 fl¥H D #
VORTENRESIZ (X)), —F, BARE
RFIERE SN2 oT=, ULk, (3) (4)
DEERL ST,

Z OFERIL, pncRNA B EBRAAIZ X DNA (BT
FBDERTENRY I — R ER, FOHRE
BRIE DT paraspeckle TH D Z & PRILE
Nz, S 512, pncRNA-D OREFH&HE S 2 I E
L. pncRNA-D O£ 1% 606 HHIEX TH D Z &
oLz, BUfE, ZORF & LIZ siRNA &
YER L C pncRNA-D DY FEER 23T T L CTu>
%, IEDOFERS Hwo Iy (1)-(5) %5
B3I Nlz, 61, &K pneRNA-D 215 T,
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