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HE 7 V—71%. ChIP-Chip/Seq. chromosome conformation capture (3C) ¥:% HW T, b MEHEIZ
B L 7o B in T2 fftir L. MR ICEA OMmR=ES ) L35 Z L 2P 6nT LTz, 28
HEEZIE, a) IO R /VE CEIEMMECIL, BloR#HIE=— F RNA B (Eleanors) (T X5 = X b
77 R ESRL A FIEEDO YR R A A LV DIEMIE N E & EI 2 6202 & GasCHEH
H) . b) BN THIIE A MFE (ATL) 1B WT, b MEEARICHEA ST HTLV-1 7 LD ) A
AT 2 BRI T & B k&ML L= Z & (Sci. Rep., 2016). ¢)SIRNA A4 7TV — A A= 7
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& windchrm JERE S FIE A M AADOE T, B/MEDIEA EHEREICB D 2 0 & RE LT 2 & GascHE
i), d) B X b AFALEESR (SETD8/ PR-Set7) 2 LMl 5 Y €7V 7 (B/IME
BIOI bar R T7oiEMH() 295 2L (CellRep., 2017), e) Z/vaa)nFaAf RCTHEIN
% ANGPTLA AR F I BN T AR /VE VR FICERBIE R 7 n~ F U —7 BB SN D 2 &
72X & FH L7 (PLoS One, 2017),

BRI RSB N T, FE - BOW 7 —7 N F—ANTHHE L, 7 o~F B L UM
DOERE L FBERE. SIRNA A 7TV —8bEMT A 7TV —, 4 A=V 7 LIRRE S FRE: & 2 ffl
PIZIEFE L, Mk s/ LT 2 emit e 2 et L€, 22 OMERRFE A R (=57
J BAFGEIT IS W - IR AN TR ORI ) OHEEIZ DT o7z,

RX :

Nakao’s group has investigated the higher-order epigenome regulation in human gene loci associated with
diseases, using ChIP-Chip/Seq and chromosome conformation capture (3C) methods. Our research found a)
biological significance of long non-coding RNAs called Eleanors that form transcriptionally active
chromosomal domain in human ESR1 gene locus, resulting in development of hormone therapy-resistant
breast cancer (paper in preparation), b) new efficient method to analyze the epigenome state of HTLV-1 viral
genome in adult T cell leukemia (ATL) cells (Sci. Rep., 2016), c) identification of the factors involved in
nucleolar structure and function, using siRNA library and windchrm classification of microscopic images
(paper in preparation), d) SETDS8/PR-Set7 histone methyltransferase regulates senescence-associated
metabolic remodeling, leading to nucleolar-mitochondrial coactivation in senescent cells (Cell Rep., 2017),
and e) higher-order chromatin loop formation in glucocorticoid-induced ANGPTL4 gene locus (PLoS One,
2017).

During whole research period, both Nakao and Tani groups have closely cooperated and investigated
chromatin structure and function in the cell nucleus, using siRNAs and chemical libraries, together with
imaging and winchrm classification methods to characterize higher-order epigenome under various cell
conditions. We have published many research papers and produced new diagnostic and therapeutic
technologies.
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M. Nakao. Epigenetic regulation of cellular energy metabolism. RIKEN CDB-IMEG Joint Seminar.
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S. Hino, K. Anan, R. Takase, K. Kohrogi and M. Nakao. Regulation of cellular metabolism by histone
demethylase LSD1. The 26™ Hot Spring Harbor International Symposium (Trans-Omics: New Approaches in
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F Prpldp L& b o A THEEE) HERE S5 ncRNA (dg neRNA)IZE N5 A > ha U AR LT
TR avF OB A TS DRI e A R L 72 (PLOS Genetics, 2017), b) N KA A > D —
2 PcG body DAL % BRLE T 2 Hiki kA4 2052-46a OVE BRI DWW CHFZE 2 D | FERKIK - BMIL
DY UEAEIZ LV PeG body D BNFHEESND Z L EMRIA L, £, Mo nE s mi T
HAbE W) 2057-9a & WM 6 AR ERIIaEZ 72 IR G D D43 8E{k23 . Protein kinase C
DOIEMEE, RNAFSAERE YB-1 D0V Vb, Fa—7 U VEE L E—% —EH'E Dynein OIEMHAL
EV) HOERIC Ko THIEEZEND Z LA L, £72. A T M MEATL)IC A B
HEEDOREN (777 —H L MENBIEOBWEEL 7t 5T D) bR A TE Z o T
LAMREME A S L GRsCHElRT) . IS, Ml 003 L2 Il Lo RBIC R I {L AW E A
7 ) —=2 7\ X0 22 FHERE LTz,
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Bt . HFEE, WHERF. RASIL. B/l &2 b o A7 HE3¥E non-coding RNA
\Z X % RBMX &I L7z Yt Ry B EEEEAE OfiET. RNA 7o 7 4 7 2 —7 1 7 2016,
P 2849 H 2 A (uipE=t=) AR, EHA
AN, AEPTEER. Y R A 7. Ramesh Pillai, TiHatr ., SATEE ., A)IBE A, ok
4. Nuage TERRIZHEEAE 5 2 D RMEABMOD A7 ) —= 7 Lfight. 55 39 [Bl H ARy 749
T, PR 28411 H 30 H (BRikT) AR X —3E, EHN
RHEEIESR, EWLT. BRTRE, EAESE T WORES, AP BB, Pl —. A
TEB, RARSVL. SBlE. &2 e A7 ncRNA IS L DA AEREOHIM. 5539 [ A A
YA, A28 12 A 1 B (M) DEERE. BN
R, B, SEEAE, NEERK, LR . SRR Hela MR Oy E
FHE 5 Teleocidin AL OYEFIEMEMINT. 45 39 [0l B ARy FAEMHS . k284512 H 1 H
(BiET) RAZ—%FK, EHN
g, HBF EE ARSI, Ak MR ofIEIZEE o 5 Satellite | RNP A KD
AR 1 YB-1 OfEdT. 5539 [BIA ARy AW e, P28 412 A 1 B (Bikrd) AA%
—JE£. EN
RHEER, FER, BRI, MEEEH, RE—, A, aRgE 5 REERE
2 ha A7 dg ncRNA A > b B UAZHFET H v A= L A M Histone H3K9 D X F /1
fba{edEd 2. 5 39 BIAAS AW, Pk 28412 A 1 A (ki) RA X —F&K,
Sl
EWfF., HF LB, HASIIT., B abe—s UHIERFE N LB Fr AT
non-coding RNP B A ARIC X 2 Yeta iRy ek, 4 39 [B] B Ay M4 | PRk 28 4F 12 A
1H (BiEd) WRx—3E£, EHHN
W APE, B Ta, RS, N, SFHAN, SRER, f)IE AN, AR
2. BWEHE WS L% 0 72 Polycomb group body DR FLE T S LA FE
CfENT. HE 39 M ARy FAEMFES, YAK284E12 A 1 B (Bikd) SRR 2 —3E, EHHN
BB s, CFHEANE, MR, NERER, RN RS, RREE. M oE
BRDOD UL B OB D 7 I WA, A —. 5 34 BYRaRT —7 g v 7 K
291 H 12 H OR®E@EG) negazk, BN
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