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With an aim to characterize all functional non-coding elements that lie between
centromere and telomere, which we termed ““intermere”, ...
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Masumoto H :”A M18BP1 binding protein HDP1 (HAT Domain Protein 1) positively regulates
CENP-A assembly and antagonizes Suv39h1-mediated centromere inactivation.”, 2 38 [a]H

KR FEMFES, MFEREES. 2005F 12 H2 H (K25 —%%)
I W =R L PR -, R A B — RS =P 58 . BRI KBS —HE. Larinov V., Earnshaw

WC. MARE : TR 7NV 744 F DNA 1L 2t F AT Q0K {EHL : CENP-A 7 2=
Fri~gsurza<eFofHEIE, o 838 MIHASG RV ESES, WP EBRAR
B, 2015 12 H2 H (RA¥ —%%K)

IR, KRB BB, s BE—BE, AfEwE, AT @ "ChiP-seq #EZ V7ot v

Fa X7y 87 CENP-B & CENP-A @ & 3tk D454 o el i@kt . 55 38 0]
HAG TRV RES, P EBRSES., 2015 12 H2 H (RAY —R%EK)
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39.

40.

% Alphoid DNA & tetO/tetR tethering sysytem % FI|FH L 7z CENP-B M A/EFH AT DIRE &
BERE AT ) 5538 MIHASZ AR Fa, FEBERMS. 2015 12 H2 H (R
Ay —FEH

i 5% j(EQ{?#EB\ KATEL—HEB, Martins NMC. =iflE5A. ARFFZE. Larionov V.
Earnshaw WC., JEAE : T&E Y F @ X 7 DNA & tetO/tetR 7%V v 7> 25 L% H
Wik v bruxryrueF U ESEEOMHE, | 538 RIHADFEYFSES, T

FEIpS ekt 20154F 12 H2 H (KR —%%)
IR, RBIE—BE. thfE—BE, ARwWE, MAE : Tk buX 7y 08

CENP-A & CENP-B Dt Mk FDODATD Y ) LT 4 Ffdhr, o 8 33 Mgtk
—7vav 7, ME—DY . 20164E 1 H 13 H (RAY —%%)

41. Ohzeki J. Shono N, Otake K, Kugou K, Kimura H, Nagase T, Larionov V, Earnshaw WC,
Masumoto H :”A M18BP1 binding protein HDP1 (HAT Domain Protein 1) positively regulates
CENP-A assembly and antagonizes Suv39h1-mediated centromere inactivation.”25 2 [a] 777/
L%EXZ BT —F DNA FIROEAEIERES R YT A GRS G EER S 2015
F8HTH (FRF—FR)

CHISCREHE)

I KBEE—HB, AL 77 h%2HZ24 v — A7 OB (1) - £ Fax 7HEiE
&% 7 74 b DNA -1, DOJIN BIOSCIENCE > ) — X 2377 ) LAZHE B4 v 5= A7 |,
p69-85. (IHREEmE. LEFAL 20154 12 H 15 H)

2. HARF Y baX TR RET 2 70TV RAENT VR, BEORE
62(5):458-459 (2011)

(Fiat7e £ Z Ol )

R DE GE 1 1)

275 © A method for positively or negatively regulating the assembly of newly synthesized
CENP-A to exogenous alphoid DNA containing CENP-B boxes in mammalian cell lines.

WMef3E @ >3 X DNA 5T
FE%H : PCT/IP2012/007384
5 1 No.61/562,825
HHEESEH H & Nov. 22 (2012)
EWNA R - EEE

WHEHRDE GE 1 11)

% ¥5 © Rapid generation of long synthetic centromeric tandem repeats for mammalian
chromosome formation

Noskov V., Kouprina N., Barrett CJ. and Cardinale S.

WM @ NIH

ffi%H : US Patent

5 19,139,849

US4 HH : September 22, 2015

EANS D EEE

(ZH)

£ P "Daiwa-Adrian prizes 2016” by The Daiwa Anglo-Japanese Foundation (at The Royal
Society on 15 November)
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British Team: Earnshaw, W.C.(Team Leader), Bergman, J., Martins, N.M.C., Molina, O.,
Ruppert, J.

For their joint collaboration in; “Using Synthetic Human Chromosomes to understand Epigenetic

Regulation of Chromosome Segregation”

(79 bY—Fi8), tHEEHR)

1. SRR :T47 KHOE b ALROIEAE DL B0, A—28—H A v A EKEEER. T
IR AR SRR, 2014 4E 11 H 21 H
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70 R 7RI T & B GeEih o S Il iR

I

afmifEse fREE PRk 23-27 4£5)
RBCR & FVE W

€ EA=T:0)

BORB OO RMICFET 270 X 713, REOEONRBWLEEZ > 7IEa—F
DNA #l<TH . HRZH A gtk offER, flgEltos 4 v 7S L
TWw3, RFETIE, TRATE, TRATIEET 29 770 X703 ) L7 A F
R R Y P — 2 ICB LT R TRE o 2 HiEL 72,

(AR E]
A) TaXT7Z NI EEGEDIBA B =X b LA E RO RN

TREERE Rapl (3780 X 78 U 7HEEAGHRICE T HLNEREIZ L L Tw 5,
Rapl & Z DEBOMAFEAKT L DMHAEFEMF AL v ZFEL, Rapl ZHDE LT

O X T7EAEBERDFEL WX H =X FOAT ORBEADBE BUASRMOES
LZHSHIC LT, 50, BHEE AR
AR XA D vivo TOEBEZBH S > )

%é%*%&i mﬂ 6

\Z L7 (Fujita et al., PLoS ONE, 2012;
Deng et al., Cell Res., 2015, ...

ch1
RapI Rap1 Rap1 Hapt) sz1 -

Taz1 ~ Tazi Taz1 Tazl 5.‘ Pot1 y—

B) sy ZLET IS BT % 7 a X Pl mEMED 78

THXTOFHBEREZIES -0, DHEERO T X TGS v 7 BEGHETHLN
e E 2 B2 LT\ % Rapl OFIERREBHIICEH L. Z OEMHENKEZ BT L 72, 2
DOFER . Rapl IFMIIESZEL MB) I2BWT Cde2 Ick>TY viglhdn, 20 Vg
L3 Rapl %S » 28 78 Bqtd & DA

e " N fE1 A MER
ERZHE L. 79 X 7 DD & O fifiE%
FET AL LN, 2DT R X T O B 3 B
fi2s & O —REHY 72 i i 1% iR D A L — R ) FOAT D Cdc2

BRE RN L ERAREHIRCES P *l ¢

< ‘Rapt

952 %25 L7 (Fujita et al., Curr. Biol .

> N ERBREBAR o=
2012), /

«6\
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C) ¥ 7 7uX 7R 7 a<F U HEDIBIRA /) =X L & FEREDTE N

7 TaX7To~Tarzavsd v DAOmEE (] 50 kb) TlEz=—72 7% DNA [il5l
BHDBD, B AR EMiL LMK L knob & MEIEI S MR ICEEE L 72 7 0~ F U
WA (M IO RE) ISR S5, ZOBEBICO W TN 21T > 72 F5 ). M
Mickey b X7 CIEMARREETIICHFE ST 5> 23> V¥ VR 7H Sgo2 D3I

Y7 78a X TICFTEL, knob HEiETH

HAzFET 2 ELEDIC, 770X T
7RO T IS DNA B S il
43y 7@%@?%01%%&?&%”%%7’: ooy /7 #77D%7DNA%§§M4S>7%&%
LTWw5bZ&%ZFEHE L7 (Tashiro et & ;{Eaﬁfza’zewﬁ!ﬁ

al., Nature Commun., 2016),

D) Betafh AR Imfamg L3 5 Beta ik BERE D FE L

Y77 a X TICIFRKREMHE DNA BRI (SH BF) AR T 5, OEEsden
Z kR L COREMEO SH % SEICHIBR L 220k (SD5 ¥R) ofEELCERIL 72,
SDS #Cld SH IR L Twle~Turzue<F Uy BNANCERA L, Z DB ERR
THEODEFEL WK TP R N2 EORENPBLEI N, —F, Kitid T8 X7 DNA
ZREIED L % OB RERRIGRERBENRONTEILL Lo ds, —E5D
Ml ClE, 770X TEFEICHFET L R b7 v ARV Y LTR BGRB8 »T
PR RA A 2 D . REEIILEN L Tz, B aEECRlG L b DT,
K72y ba X 70REELEINTED . ~Tarru~eF v ORELRRBIENRLS L,
DLEDZ E06 3778 X 7I3EE B QR E R MR I B v TEHE 2 & H %
WL T3 ZEPHL IR o7 GaxXX#REd),
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(AR HEK]
(T gt i L5F)

1.  Tashiro, S., Handa, T., Matsuda, A., Ban, T., Takigawa, T., Miyasato, K., Ishii, K., Kugou, K.,
Ohta, K., Hiraoka, Y., Masukata, H., Kanoh, J. (2016). Shugoshin forms a specialized
chromatin domain at subtelomeres that regulate transcription and replication timing. Nature
Commun. 7: 10393. (&#H V)

2. Deng, W., Wu, J., Wang, F., Kanoh, J., Dehe, PM., Inoue, H., Chen, J., Lei, M. (2015). Fission
yeast telomere-binding protein Tazl is a functional but not a structural counterpart of human
TRF1 and TRF2. Cell Res. 25: 881-884. (&7t H Y )

3. Tarumoto, Y., Kanoh, J., Ishikawa, F. (2013). Receptor for activated C-kinase (RACK1)
homolog Cpc2 facilitates the general amino acid control response through Gen2 kinase in
fission yeast. J. Biol. Chem. 288: 19260-19268. (£ 75t H 1)

4.  Kanoh, J. (2013). Release of chromosomes from the nuclear envelope: a universal mechanism
for eukaryotic mitosis? Nucleus 4: 100-104. (£FiH V)

5. Tashiro, S., Asano, T., Kanoh, J., Ishikawa, F. (2013). Transcription-induced chromatin
association of RNA surveillance factors mediates facultative heterochromatin formation in
fission yeast. Genes Cells 18: 327-339. (&5t H V)

6.  Fujita, 1., Tanaka, M., Kanoh, J. (2012). Identification of the functional domains of the
telomere protein Rapl in Schizosaccharomyces pombe. PLoS ONE 7: e49151. (&HA V)

7.  Fujita, 1., Nishihara, Y., Tanaka, M., Tsujii, H., Chikashige, Y., Watanabe, Y., Saito, M.,
Ishikawa, F., Hiraoka, Y., Kanoh, J. (2012). Telomere-nuclear envelope dissociation promoted
by Rap1 phosphorylation ensures faithful chromosome segregation. Curr. Biol. 22: 1932-1937.

(EFEHED)

(FERFER)

1. st Ty 75 o X 7HERS BRI X > TR Z T 2 1 apieE) F33m gt
Ky —2r>ay 7. WE. 20164E1H13H (—MuE, @)

2. ALY T 7y a X 7o E S ) BEBESET R 7ay 22 T7a<F
Ve Fa—F 4 v/ 20154 EE NS S, SR 20154E12H 198 (B, BEA)

3. KT T 7T u X 7 OFHERE O fFH ) BMB2015 (5538 H ARy FAY AR H 2/
Epg?slﬁlmiiﬂﬁ?éké\é\lﬁlﬁéw—%/a v 7. MEL 2015 12H1TH (FEFE.

4. sty T 77 a X 7 HHFIDNATHISGE e KRR D ERL & fifT ) SE48InIEREE (R 7
F— 7 LRSS, IR, 20154F9H1TH (M8, EN)

5. Kanoh J. “Dissection of subtelomere functions” Forefront of Chromosome Biology., H{#f.

20154E 8 H 10 H (3B, HFEER)

6.  Kanoh J. “Dissection of subtelomere functions” The 8" international fission yeast meeting, fif

F. 20154 6 H 24 H (3B, EE)

7. Kanoh J. “Spindle assembly checkpoint protein Sgo2 regulates silenced chromatin formation
and DNA replication timing at subtelomere” Telomeres & Telomerase meeting, Cold Spring
Harbor, USA, 2015 44 H 30 H (—H8, [EEE)

8.  Kanoh J. “Roles of protein complexes at chromosome end” The 1% Trilateral Workshop for
Frontier Protein Studies, 4LH{. 201544 H 23 H (#iff. HEE)

9.  Kanoh J. “Novel Functions of Shugoshin 2 (Sgo2) at telomere-adjacent region in interphase”
The 9" 3R Symposium., B, 2014411 H20H (R, EHE)
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10, MIAREF T 77 v X 7RSO PR DRl el H AL AR RET — 7> a
v 7. R, 20144F9H17H (#8FF. EHN)

1L AHE T TR ARG DML SE21RIBEREA R >~ R 27 AL B, 201449 H3H (17
i EW)

12.  Kanoh J. “Fission yeast without subtelomeres” EMBO conference “Telomeres, telomerase and
disease”, 7Y 2 v )b, 201445H2H (KA Y — EHE)

13, ity U7 v X 7 BHEES O ) M3 HAS FAEYFRFRT =7 ay 7,
L 20134E12H3H (JARE. EA)

14, Issty- 7 v A 7 BHESIR O AR ) ERLEEAIZEIE S TREADNAD L
EMEFFD T A Z AL, o =R 201359H28H (HifFE, EN)

15, ity T REEREOY 7 7 0 X 7RSO KIERNT) H4omIEERNEIEE 7 4 — 7 A
filig, 20134909 (—MHA, EN)

16. Kanoh J. “Structure and functions of subtelomere” Message from yeast to epigenetics ~Yeast
clarifies the frontiers of life science~, fAH:. 20134F9OH3H (AR, FEER)

17. Kanoh J. “Roles of S. pombe subtelomeres” The 7™ international fission yeast meeting.
London, 2013fF6H28H (#HAF. )

18. Kanoh J. “Rif3, a novel Rap1l-intercting factor in S. pombe” Telomeres & Telomerase meeting,
Cold Spring Harbor, USA, 20134E5H1H (K2 % —. k)

19. Jffi T T X 7HSG 8 » 87 ERapl EDDKY 7' 2= +Dfpl & DHHAIER ) 30
Mlgetafhy — 7 > 3y 7, 20124612 H19H (M 18E, EN)

20. ARG TRZIEIE Ry B A AR T B T u X 7GR v b7 — 7 BARRA A aRLE
WHZekte 2+ —, filih, 20124E1H27H (F8FF. EN)

21, ##ET TGenome-wide networks by telomere-associated proteins | £ 34[0] H A%y 1492
RAER T — U > a vy 7, BE, 201145120150 (AR EN)

22, AAAGF- T Z4ERESchizosaccharomyces pombe H\ 7277 /7 LABRRERNZE ) KRR FH
FEGRIEE - BEREY Y — 2 ToAbakal i e, KB, 2011411 H25H (FEFF. EN)

23, MAAKET TClosed mitosisiC &1} % 71 X 7 DEEHEN ) KPR A A RE T8 BHIF 2R 280
2. KB, 20114E1LHISH (J8RF. EN)

24, MG TClosed mitosisDMET Z RIS 2 70 X 7% v b7 — 7 ) He4aln HALE
fLFaREy v R27 L 5 20114E9H24 0 (FfF, EWN)

25, AT TREIRIERRER Y 2T B U 2 ik R T v X 7 ORERE ) SBT3 IRERMITIE &
W2, ML 20114E9H13H (BARE. EIN)

()
1. il f fl (ZEOFEHO AL LT) EYARE 5 HBEER (2013).
CRISCREHE)

1. Jidi Ty 7 7eX7iE7a X708 70 £ 7%\ BioResource Now! 12 (6), (2016).

2. IR TEE 8 ES ) LAEKABA VI — AT O (2) — TuATHEREEEY T T
T X7 —; Dojin Biosciene 23 + 7 / L% H| 54 v ¥ — X7 - {LEFA (2015).

3. MY TE S BT v X 7 Dojin Biosciene 11 + Jefffk Effilazo 44 F 37 & - 1k

22N (2013).
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(ZH (AN )

1.
2.

VK 28 4R IE A 522 2
VK 26 R RERBOR FH IS L

(79 bY—Fih8), tHLEH)

o RBRORAEEVEWIZERT - 55 9 BIER A D 7= D ORI ABGEE L 2 F — TEHE— L@z

19 2 DS T AR, B, KB, 2016 42 8 H 3 H

Thermo Fisher #:{#&#GE - NEXT 4033, £ v Y E 2 —FHDBHE., 2016 4F
7H

KRIRK IR HGES - BROK News Letter TASRICHEC H7EH 1. A v 7 € 2 —sdF O,

2016 £ 7 H

Prof s i s “JE 2 — F DNA” « @AEm i REE 7 2 20X, GHi, i,
20152 H 8 H

% 35 MHARDFAEYERIES BRERRY —%KF, T4 AhyH—_ %, 2012
£ 12H 14 H

JUMKY: e 27 L Y AFa—FTvb 4V ¥4 VR BREBR 7Y 27 b,
— N BHERE S, H% . 2011410 H 16 H

(2D IHE)

Forefront of Chromosome Biology. 2016 £ 8 H 10 H., H#F (FEE)
BMB2015 7 —7 > a v 7" THREMAEDORKE - B, 2005 12 H 1 H (EW)

084 MIHAEESREL VR L TSR ETVEYD» S S D275 2 EN 2
Ry 245 B, 2011 4E 9 H 24 H., =& (EN)
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W7 x — 7 DLEAUHERE & Z DWGHEIC K 2 IWRED MRt

ra

At REH CPIR 23-27 4R
L BB RERE ge v  —

¢SEA=N:D)

S EMMIE R A D IEa — F DNASHI, A 7 — XA 7Iid, “Rfff 2 F L A"
EZMEFRDO VoW 5 THEFGHAL) 23RS 5, AW T, JEa— F DNA LCERH
SNB QAR L ZADIGERT & SME AL OERIRZFE L., 7/ LEHI D1 5
5ZDFEEZIKRS, I 612, Ea— FHEBZEND 720 D5 OMINGEHEl & = 7
77— D - 25RAET ), o P& EEE L 72 TR F—2, 23
L CHIROEREN 2 R A2 Z LB A R ED e MEEBERAN BT 2,

(BFFAR]

1)

2)

3)

4)

SEIRN LRI IC X ) GBS 7 7 v 3 =& o BRI E TFANCD22SEEL 2 - L
AN TYEANETHTAL T H 5 ERBEEFOPIRESTD A v b o VEBICHEET 5
EBHOER S, FIORAICIE, BBE L ZUIHE ) R-looplBRLZ a6 3 &
LT GasCHEfiid) .

EREILFEDIZE T, Fill7 7 v a=BIEETFE LTy 774 v A—Rlae x5
YA =X THBRFWD3%[HE L 72, RFWD3 13§ ik 2 b L 2RI A DK
TThHY, 202xFMLF—7 v FIEFRPALRADSITH S Z L2 [HE L 72,
INSRFDIE X F ALMHEMBAZBICE T 20zl L, >+ 7
ZIEH% DDNABIE AR D 2 L 2 S 2 ic L GhiCHEfiTh)

HANEBZEDBHTIZ X > T7 7 v a=EIMoFHEKELE T £ L TFANCT % [H%E
L 72 (Hira et al. Am J Hum Genet 2015) .

HAANBZEIZBWT T VT & FoEHERALDH2D BB T2 TR, HEx2 ko 7%
N 7 v N EGEE T2 A ISR B ORI HRE AR T CITMDSTEIET %

E.ATuRITHEMA2OMETREINT VS Z E 2SI L7 (Hiraetal.
Blood 2013) , EfRN, BHEMIICE I 2B 7 + — 7 RLERITB T 2 NIKE
TILTE FOBREIEEING,
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5)

6)

7 7 v A&l ¥ =4 FFANCD2DO &0 T2 R L. DNA EHEHYIWR N %
7R RATEHEIXI7LT7—RTHLHCUPZIAE L 7z, CtPIZFANCD2IZ &> TZ D)5
fEziiffisi, W7 5 — 7 ZEITHEET 2 5D LEZ 517 (Unno etal. Cell
Rep. 2014)

QuttfR 2 b L A T OFAREEIGIELIC B 1T 5 ATROKEIZ L 65X, ATRASFANCD2
ZEXF LD YA —TH BHFANCIY Vgt 2479 2 &, Lo LEHDATRIG
AL T H 5 RAD17-RAD9-TopBP IFEIK ICIFK AN TH 5 2 L, S HICATROEH
B TdH BATRIP/ATRD 7 1 = F VFEA DLEALITFA a 7 AR 103
HELBREZ LD L &2 L 7 (Shigechi et al. Can Res. 2012; Tomida et al.
NAR 2013)

BRI+ —VBIREAEEDAD=Z L

“ 7 ILTEREE |—— ALDH2

MRERRDEED - yd

\ NI
EMEMEIETETILT —
EFDBERILZADBEE
BHARL R [Z&EBR-loop MRNA g smazriz
EROER
FANCD2EEFEA N =X LD fE RER
B3 POL Il )C
FANCD2SRIR D T IE1E A
N=Z LORH Rl o

R o7 a—AEERFR

_ j {POL II! ‘
RFWD3I=LBETREEAN | | ,af’w&r—@

— X Lfi#BR
FANCD2 &£%&
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(AR HEK]
(T gt i L5F)

10.

11.

12.

13.

14.

Yabe, M., Yabe, H., Morimoto, T., Fukumura, A., Ohtsubo, K., Koike, T., Yoshida, K., Ogawa,
S., Etsuro Ito, E., Okuno, Y., Muramatsu, H., Kojima. S., Matsuo, M., Hira, A., Takata, M.

(2016) The phenotype and clinical course of Japanese Fanconi anemia infants is influenced by
the patient’s, but not the mother’s, ALDH?2 genotype. Br. J. Hematol. 175:457-461. (&7t H V)

Takahashi, D., Sato, K., Hirayama, E., Takata, M., *Kurumizaka, H. (2015). Human FANI1
promotes strand incision in 5'-flapped DNA complexed with RPA. J Biochem. 158:263-70. (£
B D)

Suzuki, N.M., Niwa, A., Yabe, M., Hira, A., Okada, C., Amano, N., Watanabe, A., Watanabe,
K., Heike, T., Takata, M., Nakahata, T., *Saito, M.K. (2015). Pluripotent cell models of

fanconi anemia identify the early pathological defect in human hemoangiogenic progenitors.
Stem Cells Transl Med. 4:333-8. (&FidH V)

Shimamoto, A., Tahara, H., Ito, E., Kojima, S., Kurumizaka, H., Ogawa, S., *Takata, M., Yabe,
H., Yabe, M. (2015). Mutations in the Gene Encoding the E2 Conjugating Enzyme UBE2T
Cause Fanconi Anemia. Am J Hum Genet. 96:1001-7. (&5 dH V)

Schmid, M., Takata, M. et al. (2015). Third Report on Chicken Genes and Chromosomes 2015.
Cytogenetic and Genome Research. 145: 78-179. (£5HidH V)

(2015). Conserved overlapping gene arrangement, restricted expression and biochemical
activities of DNA polymerase v; (POLN). J Biol Chem. 290:24278-93. (&#Hi&H 1)

Sato, K., Ishiai, M., Takata, M., *Kurumizaka, H. (2014). Defective FANCI Binding by a

Fanconi Anemia-Related FANCD2 Mutant. PLoS One. 9:¢114752. (&F#HdH D)
Ishii, K., Ishiai, M., Morimoto, H., Kanatsu-Shinohara, M., Niwa, O., Takata, M., *Shinohara,

T. (2014). The Trp53-Trp53inp1-Tnfrsf10b Pathway Regulates the Radiation Response of
Mouse Spermatogonial Stem Cells. Stem Cell Reports. 3:676-89. (£FidH V)

Takahashi, D., Sato, K., Shimomuki, M., Takata, M., *Kurumizaka, H. (2014). Expression and
purification of human FANCI and FANCD?2 using Escherichia coli cells. Protein Expr Purif.
103C:8-15. (&&id V)

Huang, Y., Leung, J.W., Lowery, M., Matsushita, N., Wang, Y., Shen, X., Huong, D., Takata
M., Chen, J., *Li, L. (2014). Modularized functions of the Fanconi anemia core complex. Cell
Rep. 7:1849-57. (&7idH 0 )

T., Isobe, T., Kurumizaka, H., *Takata, M. (2014). FANCD2 binds CtIP and regulates
DNA-end resection during DNA interstrand crosslink repair. Cell Rep. 7:1039-47. (£5¢&H V)

Takata, M., Seki, M., *Enomoto, T. (2014). Tumor suppressor RecQLS5 controls recombination
induced by DNA crosslinking agents. Biochim Biophys Acta. 1843:1002-12. (&#tH V)

Fanconi anemia core complex and ATR-ATRIP kinase during DNA cross-link repair. Nucleic
Acids Res. 41:6930-6941. (& V)

Nakamura, J., Kojima, S., Ogawa, S., Matsuo, K., Takata, M., Yabe M. (2013). Variant
ALDH2 is associated with accelerated progression of bone marrow failure in Japanese Fanconi
anemia patients. Blood. 122:3206-9. (£t V)
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17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

217.

28.

29.

Sato, K., Toda, K., Ishiai, M., Takata, M., *Kurumizaka, H. (2012). DNA robustly stimulates

FANCD?2 monoubiquitylation in the complex with FANCI. Nucleic Acids Res. 40:4553-61.
(FEHHY)
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L., Seidman, M.M., *Wang, W.A. (2012). ubiquitin-binding protein, FAAP20, links
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¥ damage Pold

Pold very strictly discriminates any mispair including nucleotides
hybridizing damaged nucleotides
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Pold-proofreading activity can remove nucleotides even
after incorporating nucleotides opposite damaged ones
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Our finding: Efficient TLS by proofreading-deficient Pold
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Proposed model: TLS by Pold by changing its conformation

TLS mode
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POLD3 modulates POLD1 from an accurate mode to an error-prone TLS
mode at the lesion
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Mouse oocytes - +

Oocyte Nucleolus «
*.Global transcription OFF «

*.No-chromatin in the nucleolus «

*Highly compact structure «

* Materials consisting of oocyte nucleolus have been elusive «

*.Zygotes without oocyte nucleolus exhibited abnormal
heterochromatin formation -around-parental-peri-centromeric
DNAs «

Fig. 1 Mouse oocyte nucleolus is required for peri-centromeric heterochromatin formation in
zygotes.

Control Gene
‘ ‘ # Identified Proteins Symbol
T Nucleoplasmin-2 Npm2
Omin Wmin 2 Zona pellucida sperm-binding protein 2 Zp2
» 3 Heat shock HSP 1
Proteinase K S S L
[ e Isolated nucleoli 5 Protein-arginine deiminase type-6 Padis
) in a zona pellucida 6 Zona pellucida sperm-binding protein 3 Zp3
Sen hahand for S 7 FACT complex subunit SPT16 Supt16h
DNase | o¢ WS analysie 8 Transketolase Tt
9 Nucleolin Nel
t ‘ 10 L-lactate dehydrogenase B chain Ldhb
onin S 11 Actin, cytoplasmic 1 Actb
b~ Isoform 2 of FACT compilex subunit
RNase A < K 3 12 SSRP1 Ssp1
‘ s Y N\ Ubiquitin-like modifier-activating
) . 13 enzyme 1 Ubat
10 o mn 15 mn 30 NACHT. LRR and PYD domains-
14 containing protein 14 Nip14

Fig. 2 Proteins are major components of the oocyte nucleolus and performed MS analysis using
isolated nucleoli in mice

Enucleolated Enucleolated

Control+EGFP +EGFP +NUCLEOPLAMIN2
T WA d ) e

Oocyte Nucleolus

= NUCLEOPLASMIN2

Four days after

o ‘ N O

s @x RS,
Fig. 3 Expression of NPM2 alone is sufficient to reconstitute the nucleolus structure and to
rescue the defect caused by loss of the oocyte nucleolus in early embryonic development.
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(2) adT vy UN2HICX 397570 X 7o s sEaGR o %6
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7 a X 7EINAKE LT GUS MFRHRIIC T e X 7IcEE T2 2 L 25 L 7, it
FENEDIEa — F7a X PERINKEL T 71 X 7THIAKT Tazl, Rifl 23815
MR OBNRTEICHF G T 52 E2m L7,

I — EDNAIC K B EEFHIBHIED U < &

Early origins

MR

Sgo2-body Telomere-like repeat (Late origins)

Telomere inhibitory zone
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MukF
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Thermal . . e
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—_ J— — pm— on ssDNA to compact
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Melting of dSDNA  Stably closed form Formation of
on ssDNA MukBEF on ssDNA
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interactions” 9th 3R meeting, November 17-20, 2014, Gotemba, JAPAN (Poster presentation)

INA TEIR. BIA SRR, FUBF oo, i B B AStE. BIE E. SR B,
EH A TOEERIMrclIZ X B F = v 7 B4 ¥ MR E X OFEEAFRE BB H
TSRS | 537 HAS AV ESr 20144E11H25-27H #E (7 —2 2 a v 71
¥#34)

IR E AN RS R B, ERE B3, VERE RE. B AR TRifl2SD
{ 37 a<F UG L LREMERMIIEIC B 2868 56370 H A T AEYE S84 2014
FE11H2527H B (7 —27 > a v 7OEFERE)

M s, BY ER. W RE. B A TR S 1K D DnaA-oriCIEM A 45 Hl
W E XN ) MEIE B3TRIH A AV A SRS 2014411 H25-27H Kz
(7 =2 a3y FIIEHER)

il B A R, T G, IEE AE TRifLIZREFE S N a v e vy AL &
frlLrzu<FriEAT S I Ik D AHPHERGE SRR 2 ¥4 9 5 5370 H
KO TFHEYEES 2014411 H2527H B (KR ¥ —%5%%)

PAIE ZEiH- o e #5. BOE H. IEH AE THE R 28 L T ORIfl DKL NZEE)
E3TE H AR YRS ES 2014411 H25-27H Kl (R R & —F5K)

WiF Ba&. o Bsh, mil B—BE, 1B AHE TN YR m RS 2 il fH 9 % Rifl
DYEREMRNT ) 370 H AR EYE S 20144E11H25-27H B (R 2 ¥ —F3#)

AN FERER, 85K HERA. APRHH RSk, IEH AME “Physiological functions and chromatin
binding sites of a novel transcription factor, TAIF1”%537[0] H ARy F- AW F A4 2014411
H25-27H #iiE (K25 —%£K)

AR BOA. GEH BLUL. wEE BOKER. I AME THiR s s 2 Sl 9 B Rifl ¥
VR E DY AIEHE & AAAVEIRNT ) BB37I0 H AR YRS 2014411 H25-27
H fiE (RRAY—FKE)

Sl B, PO 3. &G SRR, Zhiying You, IEFE AEf. Alessandro Costa, #4
A“Biochemical and structural analyses of the MCMS8-9 complex” £537[0| H A%y T-EW) ¥4
2 20145E11H25-27H Ml (K25 —%%)

Hisao Masai "Cell cycle and chromatin regulators in stem cell regulation" The Gene and
Immnuotherapy conference, March 21-22, 2013, Ho chi Min City, Vietnam (Invited lecture)

(e, EER)

Hisao Masai "A personal reflection on the Replicon Theory: from R1 plasmid to replication
timing regulation in human cells" Symposium" Half a Century With Replicon Theory for
Genome Stability and Instability" (The 50th anniversary of the replicon theory), March 25-28,
2013, Pasteur Institute, Paris, France (Invited lecture) (#AfF. [FEER)
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77.
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79.

80.

81.

82.

Hisao Masai "Control of origin firing timing in fission yeast cells" EMBO Conference "Pombe
2013 7th International Fission Yeast Meeting", June 24-29, 2013, London UK (Chairperson,
invited speaker) (HHfE, EE)

Matsumoto, S., Ueda, K., Hayano, M., Kanoh, Y., Shimmoto, M., Masai, H. "Regulation of
DNA replication in fission yeast by Hsk1 kinase through physical and functional interactions
with Mrc1" 7th International Fission Yeast Meeting, 2013464 24-29H, London, UK (poster
presentation)

Zhiying You, Koji L. Ode, Haruhiko Takisawa, Hisao Masai (2013) “Characterization of
crucial arginine residues on Cdtl that affect licesing activity and interaction with Geminin or
MCM complex.” Eukaryotic DNA replication and Genome Maintenance Meeting, Sept. 9-14,
2013, CSHL, USA (poster presentation)

Matsumoto, S., Shimmoto, M., Hayano, M., Ueda, K., Kanoh, Y., Masai, H.
"Checkpoint-independent regulation of initiation at replication origins in fission yeast by
Mrcl" Cold Spring Harbor Laboratory Meeting: Eukaryotic DNA Replication & Genome
Maintenance, 20134£9 H9-13H, New York, USA (poster presentation)

Hisao Masai "Introduction”" Symposium, 86th Annual Meeting of the Japanese Biochemical
Society, Sept. 14-16, 2013 (Invited lecture)

Hisao Masai, Yutaka Kanoh, Satoshi Yamazaki, Motoshi Hayano, Naoko Yoshizawa, Kenji

Moriyama, Yumeka Matsushima, Naoko Kakusho, Rino Fukatsu “Chromatin architecture that

regulates replication timing of eukaryotic chromosomes.”#f 860 H A E{L A2 REFHER

A v 8=+ a)it v arlAssembly and architecture of protein complexes regulating

inheritance and stable maintenance of genomes 2013%E9H 14-16H  fER  (FHRRHEH)
(fAfE, EW)

FH AW T4 ras 7 ay, Hi6l (20134F) HADFEYWESES, 7—7
av 7 TL 7Y a U REBS0RAE « Y BIEEE O & 2 O35 o IR 22 [ il
F—HFA4HF— 20134F12H3-6H #EH

IEH AHE, (iR HR3& . Lai Mongsing, Foiani Marco. &R 1E+-, Al &, AR 1514,
ARG, Bk A o Bh, IS 2, WE WP, Renard-Guillet Claire "Rifl:
a potential global regulator of DNA replication, DNA repair, and recombination."  £536[0
(20134F) HARD FHEWAEES, 7—7> avy 7 TDNAZEHYIW Dend-resection
LR OZER - HilHs  20134F12H3-6H R (FEAEEE) (B BW)

(il BRAE. IEFH AME TRZN SR S R RS EE 2 HI 3 2 Rifl D RN B 1) 2 BREE 7
il 53600 (20134F) HAD AV ESES T —27 > v 7, 2013812H3-6H, #iF (R
K =)

i L EH Ak TEBBHATIE 70 75 A 2T AR ORI, 36l
(20134F) HAS Y ESES, 20134F12H3-6H, i (XA ¥ —%%)

IR EA R AME TRIfIOES flildCoRafbighis. & X MEfiieo Y 7a 77
YIS BT 7 n v F URREHIBIN T & L Conety 36l (20134F)
HAS T &S, 20134 12H3-6H, M7 (KA —%%K)

Hr s B A TRIGHPHAY Y R 7 EIZ 7 + — 743123558 S 115 L oriCRAIC
MY 5 H36lnl (20134F) HALZFAEWFRER, 20134F12H3-6H M7 (KR
8 —3R)

Mong Sing Lai, Y1li Doksani, Hisao Masai, Marco Foiani “Mechanisms Controlling Terminal
Fork Integrity Following Double Strand Break Formation.”  £§36[0] (20134F) HAZ 124
YIRSy, 20134E12H3-6H, MiF (KR8 —55K)

IEFEARE: Rifl & > 8 7 IS X 2DNABH Y 4 = v 7ol 52 9 Rtk —2
vav7 PR24F1H25-27H MRS (a) (H6EFEE)
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89.

90.

91.

92.

93.

94.

95.

96.

97.

98.

Hisao Masai “Cdc7, a kinase regulating multiple aspects of chromosome dynamics” The 3rd
Japan-Korea Joint Symposium on Life Science, 2012. 2.17, Tokyo Metropolitan Institute of
Medical Science (Invited speaker)

Hisao Masai “Anti-cancer strategy targeting DNA replication factors: Cdc7 kinase as a novel
cancer therapy target.” The 14th A-IMBN Annual Conference, 2012. 3.1-3.2, Bangkok,
Thailand (Invited Speaker) (FAfF, HEER)

IEHARE TREOAR OB ER S 2 ALY 22— Pk e 202l ¢ 5 8 87
T O Brefmisiis TJEa— FDNA) PE&iE “PR2 44E7H25—2 7H, &
5

Hisao Masai “Regulation of replication program in fission yeast and human cell.” Department
of Biological Science, Florida State University, September 26, 2012, Tallahassee, Florida
(Invited lecture)

Hisao Masai, Hiroko Fujii, Naoko Kakusho, Sayuri Ito, Satoshi Yamazaki, and Naoko
Yoshizawa “Cell cycle regulation of mouse embryonic stem cells: E2F- and Emil-mediated
positive feedback regulation.” 4th Southeast Stem Cell Consortium Workshop at Florida State
University, September 28-29, 2012, Tallahassee, Florida (Invited lecture)

Hisao Masai “Regulation of replication fork in maintenance of genomic integrity” (2012
Arthur Kornberg Memorial Award Lecture) 15th A-IMBN Annual Conference, October 23,
2012, Shanghai (Invited lecture)

Zhiying You and Hisao Masai “ACTIVATION AND REGULATION OF MCM HELICASE”
A-IMBN Annual Conference, October 23, 2012, Shanghai (Invited presentation)

Hisao Masai, Satoshi Yamazaki, Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto, Naoko
Yoshizawa, Rino Fukatsu, Naoko Kakusho, and Michie Shimmoto “Regulation of replication
program in fission yeast and human cells.”8th 3R meeting, November 25-28, 2012,
Awajishima (Invited speaker) (FHf#, EF)

Zhiying You, Koji L. Ode, Haruhiko Takisawa, Hisao Masai “Identification of crucial arginine
residues on Cdtl that affect both licensing activity and interaction with Geminin.” 8th 3R
meeting, November 25-28, 2012, Awajishima (poster presentation)

Satoshi Yamazaki and Hisao Masai “Rifl regulates the replication timing domains on the
human genome.” 8th 3R meeting, November 25-28, 2012, Awajishima (poster presentation)

Koji Masuda, Claire Renard-Guillet, Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto,
Takashi Sutani, Katsuhiko Shirahige, and Hisao Masai “Role of Rifl in replication origin
timing regulation in S. pombe.” 8th 3R meeting, November 25-28, 2012, Awajishima (poster
presentation)

Hisao Masai “Regulation of replication program in fission yeast and human cells” Ist
Igakuken Symposium on “Regulation of Chromosome Cycle” November 29, 2012, Igakuken,
Tokyo (Invited lecture)

S uE, WA B OIRAK IR DB KME T RIERIRICNIC X 2 DNAKE 7 0
77 L Ol 53500] (20124F) HAD FAMFRER 7 =22 v 7, 20124:12H11-14
H fabd  (D3FER)

Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto Satoshi Yamazaki and Hisao Masai “The

functional analyses of Rifl, essential for establishment of origin firing program.”15th Annual
Meeting of the Molecular Biology Society of Japan (& A ¥ —F§5)

ARIBGR, HIRE T, Mk, SRR, 1EHAME TRE% L 72 Cdc6IZEBNAL & [H
Bl L. EBNALIZHKAE L 72 Orce (origin recognition complex) DEB™ A )b A oriP D fi;
B feEd % 583500 (20124F) HA D AR RE R, 20124F 12 11-14H @0 (R
28 —FR)

NAWE G, EHASHE, FEPoaH. e, ARSER R, A TR sk ¥
— X2 X BMrcl %/ L 7-DNAE SIS O 5 7R O @hT ) 5835081 (20124F) HA%Z
TR RS, 20124F12H11-14H @i (BRA ¥ —%3%)
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109.

110.

111.

112.

HNRFR &, HIRE -, WEEy, BIEE . s, IEHARE Te FRiflY V808
kAN Za~F SR EEI Y 4 2V 7 R X4 v ofilf, 350 (20124F) HA
DTEYESES T—2 >y 7, 20124E12H11-14H &R (85 $)

FIRE T, BIEET. IUIRER, EEE, EHAM TRif1E 7 v < F v @R EE % ]
U T ESH R S0 22 % R & 2 2R § % 15535001 (20124F) H A T4 S 7
— 7>y 7, 20124E12H11-14H & (D3EFER)

HIGEAD . FHed, WEE BE, MR OREE, B AHE TR Cde7-Dbfa ¥ F — B A
HORKEFEL - AEH - oAy F350 (20124E) HAD TAEWESES, 2012
FE12H11-14H & (KRR —FEK)

WEHANE TR 7 79 —F 05 A AV AEGBIRY S 2L —va vy
DNA#E#IZE T )L L LT @BSSHIHAE SRS v ARP 7L 20124E12H14-16
H ke (FAfrEH)

Hisao Masai, Seiji Matsumoto, Motoshi Hayano, Yutaka Kanoh, Michie Shimmoto, Naoko
Kakusho, and Satomi Kudo: “Regulation of replication program in fission yeast.” The 6th
International Fission Yeast Meeting, 2011.6.25-29, Boston, USA ({AfFafid) (AR, EER)

Seiji Matsumoto, Motoshi Hayano, Yutaka Kanoh, Michie Shimmoto, Naoko Kakusho, and
Hisao Masai: “Mrcl Marks Early-Firing Origins and Coordinates Timing and Efficiency of
Initiation.” The 6th International Fission Yeast Meeting, 2011.6.25-29, Boston, USA (poster
presentation)

Motoshi Hayano, Yutaka Kanoh, Seiji Matsumoto and Hisao Masai: “Rif1 is a global regulator
of site selection and timing of replication origin firing.” The 6th International Fission Yeast
Meeting, 2011.6.25-29, Boston, USA (IT8HFE#)

IEHAHE - 55358 "TDNA BRI 12 #5209 & U 7223 AWK @ Cde7 % 7 —XTH
I & 2 3AMINSEFHEE ) 5 9 Bl HARKERE ¥ 2/ H A A0 IR Y =
By Y RY T L HERED S A IR D 7 FEEIRFREE & RN 2011.7.21 (R
) (e EW)

Satoshi Yamazaki and Hisao Masai: Human Rifl regulates genome-wide program of DNA
replication and transcription. "Dynamic DNA Packaging Across Kingdoms: Chromatin &
Beyond" meeting (Biophysical Society), 2011.7.5-8, Asilomar, USA (poster presentation)

Valentina Aria, Mariarita De Felice, Vincenzo Sannino, Mariarosaria De Falco, Ulrich
Hubscher, Juhani Syvaoja, Zhiying You, Hisao Masai, Francesca M Pisani: “Physical and
functional interaction of the human Timeless and Tipin proteins with DNA polymerase epsilon
and the MCM complex.” Cold Spring Harbor Laboratory Meeting Eukaryotic DNA
Replication & Genome Maintenance, 2011.9.6-10, New York, USA (poster presentation)

Kanji Furuya, Izumi Miyabe, Naoko Kakusho, Hisao Masai, Hironori Niki, Antony M Carr:
“DDK phosphorylates checkpoint clamp component Rad9 and promotes its release from
damaged chromatin.” Cold Spring Harbor Laboratory Meeting Eukaryotic DNA Replication &
Genome Maintenance, 2011.9.6-10, New York, USA (poster presentation)

Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto, Katsuhiko Shirahige, Hisao Masai:
“Regulation of the origin firing program by Rifl in fission yeast. Cold Spring Harbor
Laboratory Meeting Eukaryotic DNA Replication & Genome Maintenance.” 2011.9.6-10,
New York, USA (poster presentation)

Masako Oda, Yutaka Kanoh, Yasumasa Nishito, Ichiro Hiratani, David M Gilbert, Hisao
Masai: “Regulation of DNA replication timing on a human chromosome by cell type specific
DNA binding protein SATB1.” Cold Spring Harbor Laboratory Meeting Eukaryotic DNA
Replication & Genome Maintenance, 2011.9.6-10, New York, USA (poster presentation)

Syuzi Uno, You Zhiying, Hisao Masai: “Efficient expression and purification human Claspin
from mammalian cells: DNA binding activity and novel protein interactions.” Cold Spring
Harbor Laboratory Meeting FEukaryotic DNA Replication & Genome Maintenance,
2011.9.6-10, New York, USA (poster presentation)
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127.

Satoshi Yamazaki, Ai Ishii, Masako Oda, Hisao Masai: “Human Rif1 protein, a key regulator
of the genome-wide DNA replication program.” Cold Spring Harbor Laboratory Meeting,
Eukaryotic DNA Replication & Genome Maintenance, 2011.9.6-10, New York, USA (poster
presentation)

Hisao Masai, Satoshi Yamazaki, Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto, Naoko
Kakusho: “Regulation of replication program in fission yeast and human cells.” Cold Spring
Harbor Laboratory Meeting Eukaryotic DNA Replication & Genome Maintenance,
2011.9.6-10, New York, USA (H#i¥3)

PR IEHAHE, 1LAHE: Cde7 AR 72 Tob 23l & 2 DNA &Il o 417k
FRBERE 25 70 [0]  HAEEL2AMTR 2, 2011.10.3-5, AR (— R OHASEHR)

Yoshizawa, N., Kakusho, N., Yamazaki, S., Fukatsu, R. and Masai, H.: “The maintenance of
pluripotency in mouse embryonic stem cells by Rifl, a potential regulator of replication
domains.” Joint CSH-Asia / ISSCR Conference on Cellular Programs & Reprogramming,
2011.10.24-28, Suzhou, China (poster presentation)

RS, IEHAME: Tk b Rifl ¥ Y %0EICKk57 /) 574 FDNAER Y 4 27 F
A A4 v OTHIHEERS, DNA 82 7 — 27> 3 v 7 2011,2011.10.25-27, f&Ehkd (C188
¥3%)

IR AHE, REEER Y, Abi s, BAEE T, LR E: "Dbf4/ASK V7 1= v btk 3
Cdc7 ¥ +— X OIHHALENE ) DNAEBGHIAZ 7 — 2> 3 v 7°2011,2011.10.25-27, #&
W (CTHEFE )

Zhiying You, Sara De Falco, Francesca M. Pisani, IEHAMff: "TMCM #&412 X % DNA
774 2 —XiEHOME, DNA HElfHaZ 7 — 27> a v 72011, 2011.10.25-27, f&lE

(RS

WEHAHE: EEE TEEMIE O OREREEREEZHI#H T 2 A =R s, N
AF a7 7LV A2011,2011.11.11, EESARYH T (BN, #HE)

Hisao Masai: ifFifi#i Regulation of the replication program in fission yeast and human
cells Seminar, 2011.11.25, Hong Kong University of Science and Technology (¥ f5i#iH) (4
ey IR

Yoshizawa, N., Kakusho, N., Yamazaki, S., Fukatsu, R. and Masai, H.: “The maintenance of
undifferentiated state in mouse embryonic stem cells by Rapl interacting factor-1 (Rifl), a
potential regulator of chromatin architecture in nuclei.” H A 43 1 £ ¥ % & 8 &,

2011.12.13-16, e (DIUAFER)

Masahiro Suzuki, Rima Kitazumi, Shoichiro Miyatake, Takahiko Hara, Kenji Sakimura,
Osamu Koiwai & Hisao Masai: “TdIF1, a component of a cell cycle-specific histone
deacetylase complex, is required for production of definitive erythrocytes.” HAZy F-EY)%F
S4, 2011.12.13-16, i (KA ¥ —%E)

Yamazaki, S. and Masai, H.: “Rifl protein is a critical regulator of a novel epigenetic mark,
DNA replication timing domain, in human cells.” HARZr 749 #af4, 2011.12.13-16,
M (HEIFER)

Masaki Furuichi, Tomoichiro Miyoshi, Seiji Matsumoto, Kunihiro Ohta, and Hisao Masai:
“Hsk1-dependent phosphorylation of Rec7 in the Rec7-Rec24 complex is required for
initiation of meiotic homologous recombination.” H A7 AY2Faie4s, 2011.12.13-16,

BilE (RA% —%K)

Syuzi Uno, You Zhiying and Hisao Masai: “Efficient expression and purification of human
Claspin from mammalian cells: stimulation of ssDNA annealing on Y-fork structure and novel

protein interactions.” H A% AW FAHRE, 2011.12.13-16, FiE (DIIAFEE)

Taku Tanaka and Hisao Masai: “Detection of chromosomal fragile sites: application of specific
PriA binding to arrested replication forks in living cells.” H A7 F V¥ AL,
2011.12.13-16, fifle (K2 & —FRK)
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137.

FRILEGA, [EHAME: Epstein-Barr ™7 A )L A DR IR B 1S oriP ~ D EBNAL (T
A7 L7z b ORC & Cdeo Dty HADFAYF RIS, 2011.12.13-16, it (KA
8 —3R)

Seiji Matsumoto, Motoshi Hayano, Yutaka Kanoh, and Hisao Masai: “Bypass pathways of the
Hsk1 function suggest plasticity of origin selection in fission yeast.” HAZ FAEY) AR,

2011.12.13-16, e (DIUAFER)

Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto and Hisao Masai: “The molecular dissection
of Rifl, essential for establishment of origin firing program, in fission yeast.” HAZ 4
oAy, 2011.12.13-16, BiEEe (IUEAFEE)

Masako Oda, Yutaka Kanoh, Yasumasa Nishito, Ichiro Hiratani, David M. Gilbert and Hisao
Masai: “Regulation of DNA replication timing on a human chromosome by cell type specific
DNA binding protein SATB1.” HA TAY#A2#R2x, 2011.12.13-16, B (HEHFER)

Hisao Masai, Satoshi Yamazaki, Yutaka Kanoh, Motoshi Hayano, Seiji Matsumoto, Masako
Oda, Naoko Kakusho, Rino Fukatsu, Michie Shimmoto and Naoko Yoshizawa: “Regulation of

replication program in fission yeast and human cells.” H A% T4 Y ¥ & &,

2011.12.13-16, e (FHREEEE)

Motoshi Hayano, Yutaka Kanoh, Seiji Matsumoto and Hisao Masai: “Rifl is a global regulator

of site selection and timing of replication origin firing in fission yeast.” HAZ LY FaiR

£x.2011.12.13-16, Rkt (K2 ¥ —%HK)

Rino Fukatsu, Ryo Kitamura, Naoko Kakusho, Satoshi Yamazaki, and Hisao Masai:
“Molecular mechanism of activation of human Cdc7 kinase: Bipartite interaction with
Dbf4/ASK stimulates ATP binding and substrate recognition.” H A% T-EY Aok,
2011.12.13-16, K% (KR & —FER)

mA TR, HEa EA, IEH AME, K 7L “The regulation of checkpoint proteins by
checkpoint kinase ATR and DNA replication kinase DDK.” H A4y FEY)FAaihe,
2011.12.13-16, fE¥e (FAfFHEE)

BR S, #AT M, AR SR, MEEL ZRl, v F5, 1B AHE, A i “Competition
of CDC7/Tob with Cul4-DDB1-Cdt2 E3 complex in DNA damage-induced apoptosis.” H4A<
STEYEARRSA, 2011.12.13-16, BT (LTHHFR)

EHARE: Rifl # V8 7BIZX %5 DNAEE Y 4 2 v 7ofilf 52 9 gtk y — -
vav?7 V24 1H25-27H MEREE (IE) (DUEFER)

(RISCRERE)

1.

3.

4.

FEP O SoE, i B A TER. B AHE (2012) T e A TSGR Rifl 13,
Yt fflqfiy 4 I 7R RET D) M TS, HOT PRESS., VOL31 460-462.

iy e, B ABE (2012) [Rifl # > X7 Elde N7 AERIF A IV T KA U %
IET D, EBREZ:, Current Topics 30(18): 2974-78. 2012

IR B R WIS, 1B AME (2015) [Rifl 12277 = 4 EEREE AN L TYRAEKIC
FEA L. JREmPHICERAZIHT5) AL My A ERES ELH
IR B R WA, 1B AME (2015) [Rifl 12277 = 4 EHEEEEZ BT 5 DNA

A L CRERA~GE S LER OB Z KHEIC O 0 mfil 5] A4 7 A =2 3
AL L Ea— 20154 11 A 4 H/ABA  http:/first.lifesciencedb.jp/archives/11870

(79 b Y —Fih8, tHEEHR)
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EH ARE 2014CEEROFEEVFEE 5 7 AEF ARGEE 7 L0251
K & ZF DR « WAl - A DRRIRE S HIERALFTREME £ T | ICB W THIS L a5, 2015
F1H16H HHFE—L,

T ARE EEEMT AR (7 A0 ICBWTHEER Y, STHRSE 5T
WhimFzesEtsk (7 ) L& 2 5FEa— FDNA fElOBRE] T 201542080  HiiklE
wmxfbe ¥ — HEXH—N,

IEHARE ARG FAEMTS EEIRESFE HFEWTRE VK254 T7H 2
3H HitAEK HH
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JE2— F DNA OHIFRZAAAE DGR & M2 1T 5 1%

RPN

KNEWITE IVERHE (PR 24-27 4E)E)

S SR R YN e L R O i i
AR ICT i 7 a v 5 4 PAbERE
W=

€ EA=T:0)

IRBCOT FURTHNC B 1 2 M AR R DR A - fli 2 3 A ORR & %o, ZikMEZ Al
HI2ICb o EbHELR 7R L AT, ZORMPROMAKITHORE ZE S L, T
Dtz b7 5§, KT THRERHICE T 22— F RNAIZ X 20 E& D012
RIS % & & b ic, M IEHL 2 TREAF AT R et A DA FLEE - X i o iRt 2 H Y
ELTws,

(AR E]
(1) DHBEREE 2 et iR D sme2 BIETFES T NR R BWEY A FTH S, sme2 EBiE
T & B ZE R B IC RS X 115 non-coding RNA T® % meiRNA-L %3 sme2
BIETHEICERE L7 RNA Fy F 22 0| MR OEO FLIMHARGRICEFS T2 L
ZHOE I Lz, IR Z ELOHXD TV A 2 2 GETHEL 72,

(2) sme2 BIETHEDOBNZA FBWNEDTT AN ZRLZBITT 57010, RN
GFP 74 77 VRO YFP 74 77 VDT—FRXR—A6 NNy FZ2RTHD
L., sme2 B—A A EHFHERZRT Y V87 B(smp ¥ 8278 % 1 OfFAE L
Teo FE LY VR IEDBEIMRNAFEG Y VNV ET, BHAWICHBEZRTH,
HRGBIRD 0, E 512, sme2 B — A ZAPAMC b BEE 2 Rtk A0 4+ EE D
%, BIETHEE XOEMEWNS vy b4 7 %2170, sme2 ¥4 F OXEIEHICHEL 5.
2% Smp ¥ VNV EE5OMEE L, 26D VR EDN, 4O exosome 1K
L 1B % S mRNA ORI Ei e & o8 7 E T, ) O—fil5 RNAL JEK
v truX7o~TarzueFyDBRICHELRNTFTH S,

B) FHlNEGY A P EFRT D07/ L7 4 i< 100kb LN O BFEERFE T 1lacO
JE— bz REfRICHAL BEEICNE T 2R aE) A FelET s T e —F 2 L
T, TTICHHBRD 7 A EfY 3 0fEFTIC lacO Y ¥ — MEAL 72D T, FLISH
1 0 0 2P g—4346 L 7235FFIC lacO )V E— b 2 A L 72, Z DFEHR, RO 4
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) L% AN—F 2% K9 7% LacONacl-GFP 74 77V 2 L7z, TDFA 77V I13xt
HBOWMFEED B & TRROEY A F 2 7 AR EMAY — L & LTHHTE 5%,

(4) Smp & VY RVEDOREMAEFEET A FEFRIET 272012, 3OD Smp ¥V R7EHD
KRR TH % i@?@ﬁﬁ%@@mé{ji%iAﬁ% k% ChIP-seq ik & D [FE L 7z, <
FREE IR E CEH IS b2 59, ChIP-Seq Dbt S, Hod 4 2 ok fE &0 A b
¥ sme2 1 — fJXUﬂ* b, BAFEHDYH -7, FMEL - REEFEEY A P2 eV M
77 574 F LacO/Nacl-GFP 7 4 777 ) LilAHbE, Smp ¥ V37 EHD sme2 1 —
ARALUND Ry MIREEEREEGY A P2 1 HE 3FLRAF Iz n—MlzHEE L
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