BIRES 190459 5—2

FRTY oy | URY—L REETORBES L REHRITET SHE
HET—~ Perinuclear localization and asymmetric inheritance of ribosomal RNA gene
(E3X) | repeats
ER ] 2019%F ~ 2022%F IR RRERAF-HILKXF
(iZ=F) YEge BF
HRA RS S | oosnr) | AuTA Fem

(&) Chihiro HORIGOME

FTEHEE - R | RILRZEREREFHARE -

(&) HEAREGL

HERRE Eg (hahT)
v2gEcxBm| |

&1%. (BIEM | - —
] (P2 (ma A | R A

BURZEEIRELT (=)
Sy, K
g | (BEHT)
(&30

ARt - B4

BEE (600 F~800 FIEEICELEDHTIEELY,)

1J7RY—Ls RNA BIEF (rDNA) IEE XL REERIIZHELTEY. DNA ZREYHEZ(THEBHITaE—HH
EHLTLESTRLRELMEEZEF>TUVS, rDNA [ZHULVT DNA ZAREHYIMAEL S E. ZOEHUIKIEFLESE
FTBHL TR ETAEIZEYFRRENNFHEINEZENMONTIND, AL TIE DNA ZREYIMEZ (T
=t DNADZIE L TEDLSIZREILSNTLSEMBEALHNZT BEELIZ(GERET) . rDNA DIEIEEHBLIZDNT—
e cRRTLI- (GRRE2),

R 1 (DNA REHFFICHE T OZIRIE S O EERRT

DNA Z AU OIEFL~DIESH . DNA BEFEMNLIE—2a DB RICRETHAHIEERH LI, #%IE
FLTIX SUMO E3 YA —+E Mms21 IKEFMIZOE— > H T A=k Scel M SUMO {LIEERATTHN ., IBIEFEN
aE—Sav BRSNS EEFRALMICLI- GRXIETRER ) . F1-. DNA Z AR EUIOKIBE~DBELHEEIC
PR RENERE-TERM AT URH2AZ O EEBHREEIC DV THL ML= (R XA Kitagawa et af
Biosci Biotechnol Biochem., 2022) ,

AR 2 rDNA DIFMEED B DL THO— IR AR AT

BEHE 150 AE—%H5 (DNA QOE—#% 2 aE—F TRL LB ZRAL T BEEER> /Y E Rfal-mRFP &
1E1RIZ DNA DY E T DR ERZ RN T OMEBEL., BINETOTLDS, T, YAV ORBEZRALV-—HEZ(
TJO—XEHTT.DNA DFRREMIZKY . BEBOEZTHERIZHICENELDHILEALMICLI (ERIHE
Hattori et a/, Genes Genet Syst, 2023) ,




R (COMBERRLEME-RECODVTERALTLEELY,)

EM3ERRE | Changed life course upon defective replication of ribosomal RNA genes
Mei Hattori, Chihiro
Horigome, Théo
M EE4 Aspert, Gilles M4 Genes Genet Syst
- Charvin, Takehiko
RiCs Kobayashi
doi:
R— 10.1266/ggs.22- RITE 2 0] 2 3 &5 | inpress
00100
e EERE Analysis of the molecular evolution of histone variant H2A.Z using a linker-mediated complex
strategy and yeast genetic complementation
Saho Kitagawa,
Masayuki Kusakabe,
e Daisuke Takahashi,
* Takumi Narimiya, Yu =
. EEL Co ML Biosci Biotechnol Biochem
= Nakabayashi,
Masayuki Seki,
Chihiro  Horigome,
Masahiko Harata
R—2 104~108 HITE 2 0 2 2 Eo3=1 Volume 86, Issue 1
FHOCERRE
M
T M
Aty
R— ~ RATE 5
4
= EEB
HhR$L RITE A=y

WXPPER (100 FE~200 FBREECFEHTHIEEL,)

In the budding yeast, instability of the ribosomal RNA gene repeat (rDNA) is induced by the DNA double-strand
breaks. Recent studies have highlighted the importance of subnuclear positioning for repair proficiency and the
maintenance of genome integrity.

During the course of this research project, we showed that the relocation of DNA double—strand breaks to the
nuclear pore is crucial for DNA damage—induced sister chromatid cohesion. Loss of binding to the nuclear pore
prevents the de novo formation of cohesion upon DNA damage, even though the loading of cohesin at the damage
site is intact. These observations provide novel insights into the molecular mechanisms through which relocation
of DNA double—strand breaks to the nuclear pore contributes to the maintenance of genome stability (/n
preparation). Using a linker—-mediated complex strategy, we described the molecular evolution of a histone variant
H2A.Z which has a crucial role in DNA double—strand break relocation (Kitagawa et a/. Biosci Biotechnol Biochem.,
2022). In addition, we used microfluidics systems to follow the real-time life course of single—cells and showed
that rDNA damage alters their modes of life and death (Hattori et a/, Genes Genet Syst, 2023).




