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as one of the world leading scientific infrastructures

contributes to advancement of
life science and human welfare

in the 21st century.
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What is BIORESOURCE RESEARCH CENTER 7

Bioresources are today a foundation of knowledge,

indispensable to the development of life sciences.

They are a product of knowledge yielded from science and technologies cultivated to date,
and a source of knowledge that will lead us to new discoveries.

Bioresources are experimental biological materials

that connect the past and future and offer infinite possibilities.

The very fact that they are living matter
never to be regained once they are lost makes bioresources a truly precious asset.

We collect these precious bioresources from research communities,
investigate their characteristics and store them in a state of high quality,
and offer them back to domestic and foreign research communities.
Our ultimate goal, pursued through the above process,

is to promote life sciences by facilitating the use of bioresources.

Today, the world is confronted by a host of issues that must be addressed
to maintain global sustainability—issues related to health, the environment,
and food, just to name a few.

As our contribution to resolving these issues,

we hope to acquire the trust of research communities and continually offer

quality bioresources that remain unaltered through time.

Eventually, we hope to provide bioresources that will initiate new trends in research.
This is the mission we have adopted.

Empowered with bioresource information and technologies on experimental animals and plants,
human and animal cells, genes, and microbes,

the BioResource Research Center will continue to embrace diverse challenges

for the global advancement of science.
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BREIIEELTVWET, CNSOREERRTDHICHR
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REFMBLTHAEIZT 22T« THEICEEINS ZRHN
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BLTWZEIZARDEY, AEIFINE IN1FUYV—2X
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Bioresources are research materials essential for life science
and innovation. In January 2001, RIKEN founded BioResource
Center (BRC) at the Tsukuba Research Institute as a core
organization for the bioresource infrastructure in Japan. Since
its foundation, RIKEN BRC has been focusing on the
bioresources that are widely used in the research community.
Specifically, these include experimental mouse strains,
experimental plants, cultured cell lines of human and animal
origin, genetic materials (DNA clones), microorganisms and
relevant information associated with these bioresources.
RIKEN BRC has become a unique facility that collects
bioresources developed primarily in Japan and provides them
to researchers worldwide with the generous support of the
research community. In addition to these services, RIKEN BRC
has conducted “Key technology development projects” to
ensure the stable and efficient storage and reproduction of
mouse resources, and to add high value to the mouse resources
through comprehensive phenotypic analysis. Furthermore,
RIKEN BRC has been engaged in “Bioresource Frontier
Programs” to develop new bioresources to meet social and
research needs and to promote the utilization of bioresources.
Today, RIKEN BRC is recognized as one of the three leading
repositories worldwide in each of the five bioresource
categories it maintains.

Modern society faces a variety of challenges, including
declining birthrates, health and medical issues such as aging,
infectious diseases, and intractable diseases, as well as climate
change and other problems that threaten the "Global
commons," which are the planetary environmental resources
shared by all humans. It is a critical responsibility of RIKEN BRC
to collect, preserve and provide state-of-the-art bioresources
that can help solve these challenges. Across the life sciences,
advances in genomics and the emergence of innovative
genome editing technologies have made it increasingly easy
to develop new bioresources. These bioresources are currently
deposited at RIKEN BRC. As a result of such advancements, we
expect that secondary bioresources newly developed by the
research community using bioresources provided by RIKEN
BRC will increase in the future. RIKEN BRC intends to actively

Ty -—REE

Greetings

collect such advanced secondary bioresources and make them
available to the research community again. In this way,
bioresources will circulate between the research community
and RIKEN BRC while improving their quality. We call this
“Bioresource Circulation”. Therefore, our key mission is to drive
the “Bioresource circulation” to advance life science research
and innovation. Another challenge for RIKEN BRC is to add
characterization information to bioresources. Recent advances
in measurement technologies have made it relatively easy to
obtain high-resolution and large-volume characterization
information such as genome sequences, gene expression even
atsingle celllevel, and bioimages. By providing the information,
RIKEN BRC will add high value to the bioresources. In recent
years, generative Al has advanced rapidly and is driving
transformative changes across all scientific disciplines. Big
data related to bioresources is indispensable for life science
research utilizing generative Al. Such efforts require large
volumes of high-quality data, which in turn depend on high-
quality bioresources as their foundation. Accordingly, the
expectations for, and responsibilities of, RIKEN BRC are
becoming increasingly significant.

Since its foundation, RIKEN BRC has promoted its projects
based on the three principles of “Trust,” “Sustainability,” and
“Leadership.” We will continue to uphold these principles and
strive to establish a world-leading research infrastructure for
bioresources that drives progress in the Al era. Through these
efforts, we aim to make sustained contributions to the
advancement of science and the promotion of industry. We
would like to express our deepest gratitude to the research
community for its tremendous support for RIKEN BRC's
activities over the years. We look forward to your continued
support for the operation of RIKEN BRC.

RIKEN BRC Annual Report FY2025 | 05

t
>
i
&
%
E24



SHOMRF

~
=

(OPmW) —RVUABFEN SN

FX-BR

Activities in RIKEN BioResource Research Center
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BRC on the global stage

HEHBEICHKBEINZNAA )Y —ADBEEEIF. —
E. —#EOWNBENZEEL TVWS D). BHEICETZE
BimdE (EEFHRSE) DBREICHR>TWS, BRCIE. N1 AU
YV —RICE T BEENLGHEES 2 BENICITTR > T3,
As varieties and quantities of bioresources needed for R&D
have far exceeded the capacity of a single biorepository or
even a single country, international cooperation and
competition are urgently needed. RIKEN BRC is proactively
promoting international collaboration in the field of
bioresources.

O®AMMRA

TOTIIVRARAEERMAE ) Y — ZER (Asian Mouse
Mutagenesis and Resource Association; AMMRA) &, ZEY
VRARFECIYTRIY -XFERAOfEEZ BRI LT 2006
FICRIITN, BA, FE. BE. 88 A -X~FVT70D
FEHEBEHIBML TW3, BRCIFFHIIA > N— L TE [
(2013 F2<F). F10E (2016 FFIR) RFEETITT
D ARIFPEEMN >V —> 7 L (Asian Mouse Phenotyping
Consortium; AMPC) & D&EERFEE L TEREL . 2025 F
9 AIZlZ. % 15 [8] AMMRA & AMPC Meeting % I [I&/ % >4
ANAT7AY MIEVWTEREL. POTREFMEE LT T
SN 60 BEBRBMRENBMLTco IV REERF
RIRAEET. N DY —REBONRBEIODVWTERR
Fam BRI TN, EREHEO S 545 (bICERL
7o
The Asian Mouse Mutagenesis & Resource Association
(AMMRA), founded in 2006, promotes mutant mouse
development and resource sharing among major institutions
in Japan, China, Korea, Taiwan, and Australia. As a founding
member, RIKEN BRC hosted the 8th (2013, Tsukuba) and 10th
(2016, Hakone) meetings jointly with the Asian Mouse
Phenotyping Consortium (AMPC). In September 2025, RIKEN
BRC organized the 15th AMMRA & AMPC Meeting in Kawasaki,
Japan, bringing together more than 60 researchers from the
Asia-Pacific region and France. The meeting provided a forum
for active discussion on mouse genetics, phenotyping, and
bioresource infrastructure, further strengthening international
collaboration among member institutions.

@ANRRC

TOTHREERL Y RX—% v T —72 (Asian Network of
Research Resource Centers; ANRRC) . 21 HiCICHIT 35
BB A MECEROMBEHRDO U Y — XFEFEDEHE.
BEEM 1/ N—2a > ORE. TOTHIBEORFORER L
FUEKICH 32727 OBtz om E. 2 L TEMBRICIE
ANEOBERANOFE#HZBEN L LT2009F9 BRI SN,

2025 RS T 14 QECHBEHD S 113 OEBEABML TH
D, BRC(FE 2 EA= (2010 F) TEEDHIEICATE
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A 27 & ANRRC ICHEWTHLHREEIZREZL TV,
Flo. 2012 F£H 5 2016 FE TNER—FIL > 2 —RH
2021 F£H'5 2024 FETHARBEL VX —RIFERZHED
7202022 F(ZIFFE 13 AR % BRCHR R ~ 7% > THME(F
VT4 UHR) L. 2025 FICIZE 16 BARZ XA HHRR b
CRONY IV THESN. 81 - 181 - MEHU Y —XP
ZNSDMMIERICH T2 TERMP N1 T DD DI D =B
L7cEZISRIC D WTHERPERNMITHON T,

Asian Network of Research Resource Centers (ANRRC) was
established in September 2009, for facilitating sustainable use
and development of bioresources in the 21st century, with the
aim of promoting science, technology, and innovation in Asian
regions, improving relative positions of Asian countries against
those of European countries and the USA, and thus
contributing to prosperity of humankind. As of 2025 year-end,
113 institutions from 14 countries and regions have joined the
ANRRC, where RIKEN BRC is playing a pivotal role. At the 2nd
International Meeting held in Tsukuba in 2010, RIKEN BRC
made a significant contribution to the effort of declaration of
the ANRRC Charter. Furthermore, Dr. Obata, the former
Director of RIKEN BRC, was appointed as the ANRRC president
from 2012 to 2016, and Dr. Shiroishi, current Director of RIKEN
BRC, was appointed as the ANRRC president from 2021 to
2024. In 2022, RIKEN BRC hosted the 13th International
Meeting (online format). In 2025, Thailand Bioresource
Research Center (TBRC), Thailand, hosted the 16th International
Meeting in Bangkok, focusing on advanced technologies of
animal, plant, and microbial resources and related information,
and industrial applications through biomanufacturing.

®IMPC

BT ZRFEFEH > Y — > 7 L (International
Mouse Phenotyping Consortium; IMPC) (. EFEEIZHS] -
DEICE DT IRBBERBITZED. THILEBECTHEE
BB OEEEZBEELT2011 FITHRI I NI, BRC IR
NEGHNSBEL. P YRISULRERC B TEERTH#E
ELTE e IMPC DR RIGELFHEEDRER. HRRERD
e BIRMEPRERTAICKESSEML TV, 2025
FEIZIE. BRC DARBERF — LT« L U2 —HKER IMPC
DEAFEC LT FEO—R7/ LKEEDORER] ZIREL.
BEITZEERT—F2JIII—TORIZFE LT, 2025
FIRIEIMPC (Z1F 15 OE-Hulgh 5 25 HBIA S L TV 3,
The International Mouse Phenotyping Consortium (IMPC),
established in 2011, is a global initiative to systematically
characterize mouse gene function and build an encyclopedia
of mammalian genome function. RIKEN BRC has participated
since its inception and has contributed through scientific
leadership and symposium organization. IMPC resources and
data have advanced our understanding of gene function and
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disease mechanisms, supporting drug discovery, safety
assessment, and translational research. In FY2025, Dr. Naoki
Kubo of RIKEN BRC proposed exploration of the non-coding
genome as a major objective of the next phase of IMPC and led
the establishment of an international working group to
advance this initiative. As of 2025, the IMPC consists of 25
organizations across 15 countries and regions.

®MASC

FIRBI BRI ICRI 0 B EBERE IS, 1990 FAICKE.
B, BHER EMOMEESICE > TRILINTE
Multinational Arabidopsis Steering Committee (MASC) |Z &
DHESTN TS, MASC I3 BRC. K[E ABRC. Z[E NASC
BEDEER) Y — IEHEEE LU T — 2N —ZXHEICN
Z 30 NEOMREBRARICE > THERINTH D, BRCE
BREVBERED SRBIIBRZEES LUHREEERREN
BEL TV, 2025 FEICIE. B35 EEE O XF IS
HERBENIRNILF—THEINT.
International collaboration in advanced plant science is
promoted by the Multinational Arabidopsis Steering
Committee (MASC). MASC consists of major resource
distribution and database centers, including RIKEN BRC in
Japan, ABRC in USA, and NASC in UK, as well as representative
researchers from 30 countries. From RIKEN BRC, Taiji Kawakatsu
and Satoshi luchi participate as members. In 2025, the 35th
International Conference on Arabidopsis Research (ICAR2025)
was held in Belgium.

@®ICLAC

International Cell Line Authentication Committee (ICLAC)
Z. RO FEREZMRIAZI =T OHRTZCE
BHIIC. BRC. KE ATCC. Z[EECACC. R4 DSMZ7%R Y
DOHF 11 rEOEEMAT/N > U HBENSE L. 2012 FITH
RBLIEEB TH 3. REBFIIREFRHFIE L 7-Hi2
MODIER%E EH L7z MRegister of Misidentified Cell Lines] %
NE-BELTED. [EIF 593 OMEIKEIATRINT VS,
The International Cell Line Authentication Committee (ICLAC)
began operating in 2012 with the aim of eliminating

HROPDO/NAF Y — AT > Z— (BRC)
BRC on the global stage

misidentified cell lines from the scientific community. The
Committee includes major cell banks from around the world,
such as the RIKEN Cell Bank in Japan, the ATCC in USA, the
ECACC in UK and the DSMZ in Germany. The ICLAC website
publishes a list of misidentified cell lines.

@ISCl and ISCBI

International Stem Cell Forum (ISCF) (&, #¥BigrAZZDE
BHEE C EEBZ BRI LT, 2003 FICEHRII SN -ER
B THD. BA. KE. BRE. RAVABE T HMEOEE
BN SE L. SaEMtEHHRICE T 2MRORELE &
BRI LZ#HEL TWS, ISCFETICHEWVWT, ZHEMHEA
DIFERA. MBS BECNEEY. RFEBIECICH
¢ 3 EERNRIELE/ T B & L /< International Stem Cell
Initiative (ISCI) DRILTN. Fic. SREMEBHERO/N>F
VUBEDORE CHEN - BEEMNERORBREENE L
International Stem Cell Bank Initiative (ISCBI) H‘&3I I M7=
BRC (3 ISCI B2 TN ISCBI ICZ DHEEHTH SEE L TW 5B,
To promote progressin stem cell research through international
cooperation, the International Stem Cell Forum (ISCF) was
established in 2003 with participation from 11 member
countries. Under ISCF leadership, the International Stem Cell
Initiative (ISCI) and the International Stem Cell Bank Initiative
(ISCBI) were created to standardize culture methods and
related technologies within the field. RIKEN BRC is an active
participant in both ISCl and ISCBI, contributing significantly to
advancements in stem cell research.

@®WFCC and WDCM

WFCC (World Federation for Culture Collections) |&. 4%
Mk BEARZNRE T 3EMEREYZ— - AIILFv—O
L3 eZEd3EBHNRY hT— 2 LTHEEELTE D,
¥ 7-F$5& @ WDCM (World Data Center for Microorganisms)
IE WEM) Y -t 2= FOREWENMKICET 3B
e RELTVS, MEVMMBRAREE UCM) I3 Ra BT —
2 DREP BRI - KRICE D WDCM DFRILLURE#
BEETERL TS Tlo. BRREMEEKRDT / LT
ZEMY 5 WDCM ZH0 & LEBE#ICE VW THL JCM
IRDEBHOMEY R zREL TEML T
The WFCC (World Federation for Culture Collections) has been
acting as a network organization to promote and support
resource centers of microorganisms and cultured cells. A data
center of WFCC,WDCM (World Data Centerfor Microorganisms),
provides information about microbial resource centers of the
world and their resources. RIKEN BRC JCM has worked closely
with WDCM since its establishment by providing a variety of
data and exchanging ideas. JCM has also contributed the
international collaboration of WDCM and other resource
centers for genome sequencing of type strains of prokaryotic
species by providing the largest number of strains.
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Activities in RIKEN BioResource Research Center

INTFV)Y) =Dt

IK«ZUV—X@%@%

Locations of User Institutions

~
=,

»r“
+
D]
Vi
|
R
2 yy-x _ amm
%ﬁ [ Bedr P 3 760 #P8
B L] 363 B
© i@ 2,981 #5 ® %Eﬁiﬁ% .
O REY 3,047 868 ouse Strains
v BEF 1,000 B4 ® EEREY
‘é' &t 8,151 #4p4 Plants
ae 20018 SYRH P
r ) 20=IAXDE . Cell Lines
o HEmIE
Microbes
BT

Genetic Materials

HR76E
Y=

IR

i

tan

"EN
SemEr 102088
% e ssesmm’

20014/ LU R
2026530 RME

Im«zuv—zﬁﬁwma
Number of Distribution
By

18,000

16,000

14,000
12,000
10,000
8,000
5,000
4,000
2,000
0

FY2016 FY2017 FY2018 FY2013 FY2020 FY2021 FY2022 FY2023 FY2024 FY2025

08 | RIKEN BRC Annual Report FY2025



INAF )Y — 2D
Distribution of Research Materials
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Experimental Animal Division

FX-HR

Activities in RIKEN

BioResource
Research Center

=5 HARIE () Atsushi YOSHIKI, Ph.D.

Sy rEEBE

YU RSHRRBBGFREICEDERLANILOE FOETLEYE LT BREGRROER. £ ORFIBEHR
DRRDIEDDSATHA T ARRICEML TWVD, EREVRAREIL. YUY —IOEBRIAS LUOXHRFE
FoaFINAFIY—=TFAT T+ (NBRP) OB L LT, #E - AR=Z—XITIEX 3. EENICHHBEMED
BLREHKDETILYVADOINE - 7F - @BEEZTL. BRAOHREZICRTHLTVWS, E5IC. ARIZI 2T+
PHUBETEYIRAGZHRE - FHEL. MAESKEOREETRICVNELEMARZEMRL TV 53,

Mice have contributed to life science research aimed at understanding higher-order biological phenomena, promoting
human health and overcoming diseases through various genetic modifications as animal models for humans at the organism
level. As an international hub and the core ceneter of the National BioResource Project (NBRP) by the MEXT for mouse
resources, the Experimental Animal Division collects, preserves and quality-controls internationally unique and cutting-edge
mouse models that meet societal and research needs, and provides them to researchers in Japan and overseas. In addition,
we develop and evaluate mouse strains of high priority in the research community and develop technologies necessary for

the quality control at the highest global standards.

I 2025 EDRE

Development of Technology in FY2025

(M NLFIVY—Z2DINE
KRERBYIFHEETIIERDAS - KB THEIN. &
XEEBEDHZITA)Y—IEFRQDICIEL. BACEED
FEVHEMHOBVREN DN AR SNBIZN AT EE S
TR DORBRZDAERICEBH TV, BELARILTOE ~
REETIL - BLRFHEEDRETY — L L THERIHEFS
N3, BGFREXY IR -7/ LREIIRX (FSVRPT
ZWIRIRAR Sy I T IR R, Cre/loxP. Flp/FRT.
TETY AT LEECIAVT 43 FILY TR #HYE - BHL
R—R2—IURE) #HQOII. 2025 FEIL 62 LDFTED
5274 ZE (E1K 61 1R, FHE 213 1M wU&EL. RE
BULEFT 10,554 Rt o Tco F7z. NBRP T v b DB
Br LT, Zv B0 RMAES & U E#EOERR
REDNS 27 R zZHE L. Rit 9,568 Rt (553 RH &£
VENUGFRZEZE T3 GI #9015 COBFEIL) DFE
B - BF 2 ERKESOTAOSEILRR. NvoTv
FFEL T

) NLA VY —2ADRF
RRFREOHRADIH. ERBOMBHLAZREL. F
BOZVWIURRBISERL L THER L. ZNUADRKIZ
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PR MKIERTICRERR TERZ L SICLTWB, 2025 EE. &
FEHMEYRETIF. FEYTIAD 32% IV TEERERS -
BEROREERNBIETH o e EEFTEY T RLFEETF-
REEOREEIIHEBEICLZEREEEBL. 37 2K
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Experimental Animal Division

BLEFEBEE. 14RKOY—H—ECFRERE. 35%
BDloxP 1RAE. 33ROt REXEML 7= E5t 3,031
RIRICH L TEBELIZ PR 7O I—JLEBBIEYD
FREREREYUEV I MO SRE L. T5IC. &
MEREBEOF TV II—MIED 131 RREOBREREREH
CRE LTz, RT3 BEIERIE. % - FilT0EE - R
ISR CTEXIBEMLZRE L. ILF7TL TV, 2025 FEIEH
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FALIEIC PCR T loxP BRI R - REKEHESR T B H%EENR
EERALT

F7c. BRCTIE 2025 FEENSNAA DY —IXDE5HD
mERLEZBEMNYE L7, BRCHIRBEICHEET 2 REEEYXR
IXYEIRT L (QMS) OERERMB L. HEICHL
TH. ENOXE - BHROESE - ETzED. BRC AEPEEE
F—LICLDEEEZ T

(4) N F V)Y —ZADIRH

FRARBEOBERIE. HEV I VA FBLUVEBERITUX
)Y — X %R D E B 7% one-stop shop 7 — X X — X
International Mouse Strain Resource (IMSR) H*5 7368 L«
ANDHEII 2 Z 7« DIRBEBEZZIT TV S, RHEFRE
IFFABEOEZICIG L T £iF. RERK - 157 RiEHDSE
JT L@k, fE2s - A% 7/ L DNA GEEFMERAREE
E DEHETERM) . BMEBOFEERKED 5ET L IEEE
RME L TULWS, 2025 FEIGE N 301 %12 1,294 . BH
142 412 537 =R L. REtTIFEA 760 #E. 784} 1,058
R (46 v EH) OFBEBICRTRVY —XZRML T
2025 FEIFEM D YV — I ETEA L EHRRAX 278 Rz R/t
DfIREEHRE L TERRL T

(5) FRZERAFE L T DD EED

MEBEEE LT YT ROEME T EELFIRIE Cre-loxP
SATLICBITAREDFETH -7 TFRHL (BERLA
WHREHRIR) | ORICED A, HREEKE ORI
FAkaBLl) ZAWTH#RL - EEHLTZZCICHH LT &
5. BECEIRRD 2 BRETHIET 2 FEZREL. CO
RNERNRICMZ 1B BERLR—2—<X U XZREIL

Too TORMRICED . ERFHTORERLEGFIRIEDFTE
HMEREL D EF - £MRIFMEOEREERLEAKRECE
Y2 CHHEIFFEI NS (Cell Rep Methods. 2026 Mar 30;6
(4):101369.) (K1),

HZEIRE ) Y — RO fMER L. FEREED 2o
BRC W DBEIEERFI*> NBRP [RIRE CE#HEL. VT 7H 1 +E
TORFEEN. MEBEICET25EEOEH. BRCX (IBY
1va—) NO&FE. #EAF > TBRCRESOURCE NEWS]
NI Ly OET. BRNIFERTOT —IAHEE. MR
A aZ71ICMITTLKIEREEZITo/ce AMDERE
itz B LIcHMEEBI E L TIE. 1 BOKRERE
VR=2IyTEZIFANT (K2),

EEEE LT S 2—42 2 YU AR CRREERT
PICRTR)Y —REBfgr. Tno0FERORETBRNC
LEaT7o7E#H L LT, 2006 FICRII SN, TIOTID
RERERRHFEY Y — XEH (Asian Mouse Mutagenesis
and Resource Association; AMMRA) (CRIIZHBEHDSSML
TW3, 2025 FEIFE 15 6] AMMRA & AMPC REEZ F#E L.
AKRRICIETOT « =X S ) 7#ilgx R OICERAD S
75% (B4 23%) sl (E3).

(1) Collection of bioresources

To preserve unique and cutting-edge mouse strains, we have
collected mouse strains for human disease models and gene
functional analysis tools that were developed mainly at
universities and research institutes in Japan and have been
reported in academic publications. In FY2025, we collected
274 mouse strains (61 live and 213 frozen strains) from 62
researchers and archived 10,554 strains. Most of these are
gene-modified/genome edited mouse strains (transgenic
strains, gene knockouts strains, conditional strains containing
the Cre/loxP, Flp/FRT, TET systems, and fluorescent and
luminescent reporters etc.). As a sub-center of NBRP-Rat, we
received 27 strains from the rat core center at Kyoto University
and the sub-center at The University of Tokyo for backup
preservation in FY2025 and have archived 9,568 rat strains
(553 strains and sperm collected from 9,015 G1 males carrying

GEELxu T (BETEROREL
EEERERA v FHE |

itk EBRTF—2D

e EEMERRE

BEFRRORNE

BELERO T gy

2BRETD
BIEFHEBRRA v FHIH l Cre &Y Cre &Y

3 ERT—2D )
Vlgod® (EHRER

1 XU REGCFRIFORENLIER LICEY 2AERREE

Fig. 1 Summary of research results on “Improving the Precision of Mouse Genetic Engineering

Using the Cre-loxP System”
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ENU-induced mutations).

(2) Preservation of bioresources

Mouse strains are periodically evaluated based on the usage
frequency. High-demand strains are maintained as live stocks,
while low-demand strains and rapidly growing genome-
edited strains are efficiently cryopreserved as frozen sperm in
liquid nitrogen. In FY2025, 241 strains were cryopreserved as
embryos and 277 strains as sperm, while live colony
maintenance was terminated for 140 strains. This brings the
total number of strains that are only preserved as frozen
embryos and/or sperm to 9,565. The frozen embryos are
thawed to confirm their viability. Thawing tests were performed
for 86 strains in FY2025. For risk dispersion and long-term safe
storage, we have partially transferred each frozen strain to the
backup facility in Harima Branch. Preparations for the transfer
of 772 strains, including frozen sperm cryopreserved in
FY2025, have been completed. The transfer is scheduled for
FY2026. To date, a total of 2,329 strains of frozen embryos and
7,627 strains of frozen sperm have been transferred.

(3) Quality control of bioresources

To provide mouse resources that ensure the reproducibility of
animal experiments, we perform rigorous quality control and
conduct 33 microbiological tests and 7 genetic tests,
appropriate for each strain, at each step including deposition,
cryopreservation, rederivation, and provision. The results of
microbiological tests (Health Report) and PCR protocols for
genotyping are publicly available on our website, allowing
users to review before submitting a request. At the results of
microbial quality control tests in FY2025, 32% of the deposited
live mice were positive for intestinal protozoa/pinworms. We

rederived and cleaned-up 37 strains by embryo transfer into
the barrier facility. In FY2025, we strengthened our
microbiological quality control system by obtaining

PN :
2 A VR—>2y TTORBEMEMRERMHED—HE

Fig. 2 A scene from an internship training program in microbiological tests
technology
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microbiological test results from the depositors and reviewing
the intervals between routine inspections. For genetic quality
control, we performed routine genotyping PCR of 427 strains
and examined knockout- (104 strains), loxP- (35 strains) and
Frt- (33 strains) tests. We provided optimized PCR protocols for
3,031 strains and accurate genetic modification information
on our website. In addition, we self-checked our test results for
131 strains using the genotyping check sheet. We continuously
review and expand the priority of the tests we conduct in
response to trends and advancements in research and
technology. In FY2025, we started offering a new functional
test targeting Cre conditional strains. This test uses PCR to
confirm recombination and deletions between loxP sites after
in vitro Cre enzyme treatment.

Furthermore, starting in FY2025, BRC has launched its own
quality management system (QMS) to further improve the
quality of bioresources. We organized and revised internal
documents and records and underwent an audit by the BRC's
internal audit team.

(4) Distribution of bioresources

Information on deposited mouse strains is disseminated
through our website and the International Mouse Strain
Resource, a one-stop shop database of the major international
mouse resource institutions (IMSR). We receive provision
requests from research communities worldwide and distribute
live mice, frozen embryos/sperm, recovered litters from frozen
embryos/sperm, organ/tissue and genomic DNA (in
collaboration with the Gene Engineering Division). In FY2025,
we distributed to 1,294 items to 301 domestic users and 537
items to 142 overseas users. To date, we have distributed
mouse resources to researchers at 760 domestic and 1,058
overseas academic and industry organizations in 46 countries/
region. In FY2025, 278 research papers utilizing the provided
resources were registered as associated information.

Vasubirs MURALAWA
5L 10 T A 20 o
Eutlage, < pant Lty

Yana HERAILT
-

3 The 15th AMMRA & AMPC 2025 Annual Meeting D7R X % —
Fig. 3 Poster of the 15th AMMRA & AMPC 2025 Annual Meeting
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Experimental Animal Division

(5) Research development and other activities
We have successfully visualized and quantified “leaky
expression” (unintended trace expression), a long-standing
challenge in the Cre-loxP system for mouse genetic
manipulation, by utilizing “AkaBLI,” one of the most sensitive
bioluminescence reporter technologies. Furthermore, by
developing a novel method that controls expression at two
stages—transcription and translation—we established a high-
precision reporter mouse that minimizes such leakage. This
advancement enables the evaluation of precise genetic
manipulation deep within living organisms, significantly
contributing to increasing the reliability of medical and life
science research (Cell Rep Methods. 2026 Mar 30;6(4):101369.)
(Fig.1).

To enhance the visibility and active use of our strains, we
promote the dissemination of information in cooperation with
the other divisions of RIKEN BRC and NBRP Public Relations
Office to research communities. We update the topics on our
website that introduce the strains and inform about our quality
control, and post them via RIKEN BRC X (formerly Twitter). We
also published the flyer BRC RESOURCE NEWS and some
pamphlets. Additionally, we provided on-site support at
exhibition booth and relevant materials at 9 academic
conferences in Japan. As training activities to develop human
resources involved in the bioresource project and to transfer
technology to the research community, we accepted one
graduate student as internship training program (Fig.2).

Asian Mouse Mutagenesis and Resource Association (AMMRA)
was founded in 2006 with the aim to facilitate development,
phenotyping, repository construction and utilization of
mutant mouse resources in Asia. We have worked as a founding
member. In FY2025, we hosted the 15th AMMRA & AMPC
Conference, which was attended by 75 participants (including
23 from overseas), primarily from the Asia-Pacific region (Fig.3).
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Experimental Plant Division

=5 )BT (=) Taiji KAWAKATSU, Ph.D.

Sy rEEBE

EYIIHIR EDERRERZZB3FEETHO . EYRZOREBIIREPCRIER CHIKREORERRICHDERAIRTH 5,
HEEFF2aFINAF)Y—=TFO2 o+ (NBRP) ICEIIL. KRB ETILERENDOL O X FXFTHLUI
TrAEDITHOBEF. EYEEGT. EYEEHRONRE - 77 - BRHEXRZTo TV 3, £o. RERMORREZED
3 CHICHFEBEROMMICL DIEMNA A )Y —RDMEfER L ZFHATVS, AZRII 2 =7 ¢ PEXROEHEL T,
ENA F U Y — %2 ER LICAREE Z R L AT OFRNAERICERY 2.

Plants are essential to Earth’s ecosystems, and advancing plant science is crucial for addressing global challenges such as food
security and environmental sustainability. Our division supports the National BioResource Project (NBRP) by collecting,
preserving, and distributing seeds of model plant species —Arabidopsis thaliana and Brachypodium distachyon— as well as
plant genetic materials and cultured cells. We also develop advanced preservation techniques and contribute to the functional
characterization of plant bioresources to enhance their research utility. Through collaboration with researchers and industry,
we strive to develop innovative research strategies that utilize plant bioresources and contribute to the sustainable

development of human society.

I 2025 EDRE

Development of Technology in FY2025

(M NLFIVY—Z2DINE
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HTLB,
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Experimental Plant Division
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TEMNA A VY — XOFSERIRED . FMHE. 77
M) —FEBE LOLREHICERDBATND,

2025 FE. HMHE THREBGHES O X FXFZ2zAV
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(1) Collection of bioresources

Seeds: The seed collection includes transposon-tagged lines,
activation-tagged lines, FOX lines, TF-GR lines, nuclear-
encoded chloroplast protein mutant lines, natural accessions,
and EMS-mutagenized M2 populations of Arabidopsis thaliana.
In FY2025, 111 Arabidopsis mutant lines were collected from
seven researchers. Collection of two large-scale seed resources
also continued: CRES-T transgenic lines and VP16 fused
transcription factor expression lines. Wild-type accessions of
Brachypodium distachyon are also included in the collection.
Genetic materials: The collection includes full-length cDNA
clones from multiple plant species, primarily Arabidopsis
thaliana, as well as Arabidopsis thaliana transcription factor
clones and TAC clones. Transformation binary vectors are also
an important part of the collection. In FY2025, 1,736
Arabidopsis transcription factor expression clones compatible

2 BET7ILVEEEKERENI XEEMAY% (rpc00108 SUN1001P)

Fig. 1 Mangrove callus cell line (rpc00088 L46)

Fig. 2 Liverwort azulene derivative-producing callus cell line (rpc00108
SUN1001P)
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Activities in RIKEN BioResource Research Center

with yeast one-hybrid and yeast two-hybrid systems were
newly acquired, expanding the available bioresources for
transcription factor research.

Cultured cells: The cell line collection includes tobacco BY-2, a
model cell line for plant research; cell lines from model plants,
such as Arabidopsis thaliana, rice, tomato, and Lotus japonicus;
and secondary metabolite-producing lines from various plant
species. Collection efforts focus on fluorescent protein-based
visualized lines and secondary metabolite-producing lines,
which are widely used by researchers.

(2) Preservation of bioresources

Seeds: Seeds are propagated as needed to maintain stock at
necessary levels and stored in a low-temperature, low-
humidity seed storage room. To prevent irreversible loss in the
event of a local incident, selected lines are also backed up in
liquid nitrogen cryogenic storage containers at the Harima
Campus.

Genetic materials: All genetic materials are stored at —80°C in
ultra-low temperature freezers. To reduce the risk of loss due to
equipment failure, original plates from depositors and working
plates used for distribution are kept in separate buildings on
the Tsukuba Campus.

Cultured cells: A total of 99 cell lines are maintained as living
cultures by regular subculture. To prevent irreversible loss,
multiple cultures are kept for each line. For some suspension
culture lines, backup culture on solid medium is maintained
alongside standard liquid culture. Tobacco BY-2 and transgenic
BY-2 lines are also cryopreserved in liquid nitrogen for long-
term storage.

(3) Quality control of bioresources
Quality control inspections are conducted at the time of
deposit and/or distribution, following prescribed guidelines.

3 2025 FERMHMEORSR (O41 X F X FHEHRHEDER)
Fig. 3 A scene of FY2025 technical training course (Laboratory practice on
genetic transformation of Arabidopsis thaliana)
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We perform genotyping or sequence analysis to confirm the
identity of each plant bioresource before distribution. A
barcode-based management system is used to prevent
misidentification and handling errors of plant bioresources.
Inspection results are shared with depositors and users to
improve the reliability of the collection.

Seeds: Seed resources are tested for germination rate and
screened by fDET analysis. The fDET technique uses multiplex
PCR to simultaneously detect multiple recombinant genes. For
non-transgenic lines such as natural accessions, the absence of
recombinant genes is confirmed. For transgenic lines,
transgene integration sites are also analyzed in addition to
fDET analysis.

Genetic materials: Clones and vectors are inspected by
sequence analysis to verify their identity and integrity.
Cultured cells: Plant species are identified by DNA barcoding
using the rbcL sequence to confirm cell line authenticity. When
multiple lines are registered for the same species, additional
genotyping analyses are performed to distinguish individual
lines. In FY2025, 95 cell lines were inspected, and no sample
mix-ups were detected.

(4) Distribution of bioresources

Plant bioresources are distributed to researchers at non-profit
and for-profit organizations both in Japan and overseas, in
compliance with applicable laws and regulations. Information
on all available bioresources is publicly accessible through a
plant bioresource database, the Exp-Plant Catalog, which is
regularly updated to improve content and usability.

In FY2025, 1,383 plant bioresources were distributed in total:
1,118 seed lines, 159 genetic material clones, and 106 cultured
cell lines. Of these, 1,175 were provided to 104 researchers in
Japan, and 208 were provided to 36 researchers in 11 overseas
countries. In addition, 34 original research papers using plant

4 —RNBEFEETHREL> O XFIFEME (£ FEE A
RREER)

Fig. 4 Arabidopsis thaliana plants observed in the public open day lecture,
showing wild type (left) and mutant (right)
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Experimental Plant Division

bioresources from our collection were published during the
year.

Seeds: In FY2025, we launched the international distribution
of the EMS-mutagenized M2 populations. This population
consists of M2 generation seeds of Arabidopsis thaliana
(accession Columbia) mutagenized by EMS treatment,
providing a useful resource for forward genetic studies.
Genetic materials: In FY2025, 10 new genome-editing
vectors were released for distribution.

Cultured cells: At the end of FY2025, we released two high-
salt-tolerant callus cell lines from a mangrove plant species
(Fig.1) and an azulene derivative-producing cell line from a
liverwort (Fig.2) as new bioresources.

(5) Research development and other activities

To promote the use of plant bioresources, we conducted
technical training programs, outreach activities, and public
relations efforts.

In FY2025, we held a technical training course entitled
“Training on the Construction of Experimental Systems Using
Arabidopsis thaliana, Including Transformation Techniques”
(Fig.3). Hydroponic cultivation of Arabidopsis was added as a
new module. A pilot session on epigenome analysis was also
held as a first step toward future advanced training.

For outreach, we worked with the Life Science Research
Promotion Division and the General Administration Section to
host four groups from high schools and professional training
colleges. We also participated in the TRIP Summer Event 2025
aimed at research technical support specialists. At the FY2025
RIKEN Tsukuba Campus Public Open Day, the director of the
Experimental Plant Division delivered a public lecture for
elementary school students and older audiences, attracting
about 100 visitors. A hands-on session observing Arabidopsis
plants with magnifying glasses was well received (Fig.4).
Information on plant bioresources is shared through the
facility website, email newsletters, the leaflet “BRC RESOURCE
NEWS,” and booth exhibitions at academic conferences. These
efforts aim to raise awareness of available bioresources and
encourage their use in plant science research.
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Cell culture technologies established in the early 20th century advanced life science research, and the spread of immortalized
cell lines and iPS cells has supported further progress. As a cell bank committed to scientific reliability and innovation, our
division serves as a core center of the National BioResource Project for human and animal cells by the Ministry of Education,
Culture, Sports, Science and Technology, a designated human ES cell distribution organization, and the manager of the
disease-specific iPS cell bank project supported by the Japan Agency for Medical Research and Development. We collect,
characterize, quality-control, preserve, and distribute cell resources to support reproducible research worldwide.
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Development of Technology in FY2025
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Cell Engineering Division
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(1) Collection of bioresources

With the increasing complexity and specialization of life
science research, the types of cellular materials required by
researchers have expanded significantly. Obtaining multiple
cell resources individually from various laboratories or
institutions imposes a substantial burden and can hinder the
timely progress of research. In this context, a centralized cell
bank plays an essential role by collecting diverse cellular
materials and managing them systematically, thereby
improving accessibility and supporting efficient research
activities. As research fields continue to diversify, the
importance of cell banking has further increased.

In 2025, our division accepted deposits of a wide range of

cellular materials based on requests from depositing
researchers and following the conclusion of deposit
agreements. These included human cancer cell lines, animal
cell lines derived from species such as mouse and rat, as well as
disease-specific and healthy-control iPS cells. All deposited
materials are maintained as shared biological resources under
appropriate quality control.

The total number of deposits received in FY2025 was 625,
consisting of 49 general cell lines, 115 iPS cell lines, and 461
cord blood samples.

(2) Preservation of bioresources

Longterm preservation of deposited cellular materials is a core
function of a cell bank. As of the end of FY2025, the cumulative
number of deposited cell types preserved in our division
reached 18,979 (excluding cord blood), representing one of
the largest collections in Japan.

Cultured cell lines have the advantage of being expandable
and amenable to longterm cryopreservation while maintaining
their characteristics. Leveraging these properties, our division
cultures deposited cells (Fig.1), performs quality assessments,
and cryopreserves (Fig. 2) them to ensure that they remain
available forimmediate distribution when needed. This system
not only enables stable supply but also contributes to the
reproducibility of scientific research.

In FY2025, a total of 81 cell lines—30 general cell lines and 51
iPS cell lines—were processed and prepared for immediate
distribution. These activities strengthen the foundation of our
cell banking operations and ensure reliable access to
highquality cellular materials.

(3) Quality control of bioresources
The reliability of research outcomes depends heavily on the
quality of the cellular materials used. To fulfill our responsibility

M1 FAMROBEOKRT. FEINIMIZE. RANESE - K25
BEZ1T S

2 BEZERTOREFEORTF. MEGREZRTRIAOREFNTET
$H%o

Fig. 1 A view of the culture of deposited cells. The deposited cells undergo
initial culture and large-scale culture.

Fig. 2 A view of cells being stored in liquid nitrogen. Cells can be stored
long-term in liquid nitrogen.
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as a cell bank, our division implements rigorous quality control
measures, focusing on mycoplasma testing and cell

authentication.

Mycoplasma is a major contaminant in cell culture. Infected
cells often continue to proliferate without obvious
morphological changes, yet the contamination can
significantly affect cellular properties, gene expression, and
ultimately the reproducibility of experimental results. Our
division has long incorporated routine mycoplasma testing
and distributes only those cell lines confirmed to be free of
contamination.

In addition, misidentification and cross-contamination of cell
lines remain critical issues in cell culture. Many cultured cells
exhibit similar morphology, making visual identification
unreliable. To prevent the use of misidentified cell lines,
genetic authentication is essential. Our division routinely
performs Short Tandem Repeat (STR) profiling for human cells
and DNA barcoding for animal cells to detect misidentification
and ensure the authenticity of deposited materials. (Fig.3)
These quality control measures form a central pillar of our
mission to support reliable and reproducible scientific
research.

(4) Distribution of bioresources

The primary role of a cell bank is to provide researchers with
rapid access to high-quality cellular materials. Our division
distributes cell resources only after confirming the necessary
documentation, including distribution agreements for all
materials and, for human-derived cells subject to national
ethical guidelines, approval documents from institutional
ethics committees and authorization from the heads of user

institutions.
InFY2025, our division distributed a total of 4,702 cell materials:

X3 FMEBRERR. FESNIMRIIFABRICEDS. BNEE
BEL. BREBEIN BV EEZRRLTWS,

3,353 general cell lines, 502 iPS cell lines, and 847 cord blood
samples. These resources supported a wide range of research
activities in Japan and abroad and contributed to the
advancement of reproducible and reliable life science research.
To ensure that the cells we provide are used appropriately, we
also offer technical training on cell culture. (Fig. 4)

4 £ iPSHIEDERICE T B EMTMEDREF, iPS HEEDERE
BATICRI T 2 RMEEE 217> TV 3,

Fig. 3 Animal Species Identification Test. The animal species of deposited
cells is identified based on the deposit information to ensure there
are no misidentifications.
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Fig. 4 A scene from a technical training session on human iPS cell culture.
The session covers the basic techniques of iPS cell culture.
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B Enormous amount of genome information of human and various organisms has been accumulating due to the dramatic
= improvement of the DNA sequencing ability, therefore, cutting-edge and ready-to-use genetic materials are essential in life-

science researches.

The Division collects important and valuable genetic materials of human, animal, microbe and virus origins developed in
Japanese and international scientific community, and distributes them to scientists after rigorous quality control in order to
ensure the reproducibility of experimental results. We also carry out research and development that facilitates the use and
application of bioresources. By these activities, we aim to contribute to the innovative research as well as the basic academic

research.
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Development of Technology in FY2025
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Mammalian Expression Vectors,
piggyBac®-based Vector Series

Mechanism, piggyBac®
Transposon Vector System

piggyBac Transpeson Vector _ PlogyBac

piggyBac®-based control vector

piggyBac
/ PUC TR s

AmpR

piggyBac
P TR s
+ 2 s
Excision co-trarmifection ﬁmpR
() pPCIP

p
pPCIH
5,803 bp 6,229 bp

Insertion i i 3xFLAG,
ierionl] T et piggydac  IFLAG/ |\ piggyeac
L e puror, TRES2 o HygR IRES2 y

A piggyBac® vector is

a gene engineering

tool used to permanently
insert DNA into a host
cell's genome.

Driven by an exceptionally
strong CAG promoter.
Available in two vector
versions: puromycin or
hygromycin.
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(1) Collection of bioresources

We collected 303 new strains through 48 depositions.

Some of highlights of deposited bioresources in this fiscal year
are as follows: Three control vectors for the piggyBac® system
from the group led by Dr. Hideyuki Saya at Fujita Health
University were distributed soon after deposition (Fig.1).

A fluorescent indicator developed by the group of Dr. Tomoki
Matsuda at Kitasato University for observing N-cadherin-
mediated cell-cell interactions could serve as a foundational
technology for imaging the temporal changes in cell-cell
interactions, which has been difficult to achieve until now
(Fig.2).

The “rsZACRO,” a positive light-switchable red fluorescent
protein capable of artificially turning its luminescence on and
off, was deposited by the group led by Professor Takeharu
Nagai at the Institute of Scientific and Industrial Research,
Osaka University (Fig.3).

Intercellular N-Cadherin interactions
by INCIDERs

N-Cadherin

N-Cadherin

Reversible
Extracellular

N-cadherin interaction: Yes
ddGFP pair: A-B heterodimer
Fluorescence: Yes

N-cadherin interaction: None
ddGFP pair: A, B separation
Fluorescence: None

By binding of N-Cadherin, ddGFP-A and ddFP-B
form a heterodimer, resulting in fluorescence.

2 INCIDERIZ& D N- I RAU Y OBEEERA X—2

Fig. 1 PiggyBac®vector-based control vector

Fig. 2 Intercellular N-Cadherin interactions by INCIDERs.
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With the deposition of 69 new plasmids were deposited by the
group led by Professor Mitsunori Fukuda at Tohoku University.
As a result, wild-type expression vectors were assembled for
60 of the 63 Rab genes in mice, and constitutively active and
constitutively inactive expression vectors were also assembled
for 58 of these genes. In humans, wild-type expression vectors
were assembled for 62 of the 68 RAB genes. In addition, among
the four primate-specific RAB genes, constitutively active and
constitutively inactive expression vectors were also assembled
for RAB6C, RAB40A, and RAB40AL. Furthermore, in
collaboration with Nagasaki University, the NBRP core facility
of Human Pathogenic Viruses, the development of a resource
for influenza A virus gene was initiated.

As one of the core laboratories supporting the research of
“Multimodal ECM” (Grant-in-Aid for Scientific Research on
Innovative Areas A, MEXT), we served as a gene bank to
support and promote research activities within the project,
and collected and organized full-length collagen cDNA clones,
including 35 out of 44 human genes and 44 out of 45 mouse
genes, to support and invigorate research activities within the
project.

(2) Preservation of bioresources

Recombinant organisms such as Escherichia coli and
Saccharomyces cerevisiae harboring plasmid DNA are stored
in ultra-low temperature freezers at -80°C. The freezer is
equipped with an alarm system that automatically places calls
via wired telephone, enabling prompt response in the event of
equipment failure or power failure.

(3) Quality control of bioresources

In quality control of resources, full-length sequencing using
high-throughput sequencing is operated as a standard
inspection. This fiscal year, based on the finalized complete
sequences, plasmid maps and SnapGene files for 761 new
resources were released. These include 136 piggyBac®
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resources that have newly become available for provision to
research institutions.

Furthermore, for 659 resources that were previously released
only as text data, similar files were expanded. As a result, the
total number of map listings on the web reached 1,973
resources, expanding the provided information and
strengthening the support system for users.

Additionally, we have prepared for the launch of the “Ready to
Use Maxi” service, a new high-quality, large-scale plasmid
supply service scheduled for the next fiscal year.

(4) Distribution of bioresources

In this fiscal year, a total of 978 clones were distributed to 423
organizations in Japan and overseas. Requests for
comprehensive resources, such as the Genome Network
Project human cDNA clones, were the most frequent;
compared with the previous fiscal year, the number of requests
increased by 1.3-fold and accounted for more than 20% of all
requests. The second most requested category was imaging
tools.

For domestic shipments, the number of clones shipped within
one week of request acceptance increased by 2.1-fold
compared with the previous fiscal year. This improvement was
driven by factors such as the expansion of fully sequence-
verified resources and the launch of the “Quick Order” system
using Microsoft Forms in June (Fig.4).

For overseas distribution, approximately 20% of the total
clones were provided while adapting to changes in
international shipping procedures, including U.S. tariff policies
and the global situation. Notably, 80 CEPH MEGA YAC clones—
human genomic genes integrated into yeast artificial
chromosomes—were supplied.

(5) Research development and other activities

In resource-related activities, both the collection of resources
and the identification of publications describing their use are

Benefits of Resource Quick Order

Easy
Submission

Smoother

Simple .
submission Quick Order Processing
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Fill out only document Staff supports
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Fig. 3 ON/OFF switching emission image of rsZACRO
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Fig. 4 Resource quick order image
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Gene Engineering Division

essential. To improve efficiency, we have been developing an
artificial intelligence (Al)-based system for automated
literature retrieval.

For resource collection, a two-step evaluation process is
employed: first, determining whether a publication reports
the development of genetic resources; and second, assessing
whether it includes useful research tools suitable for asking
deposition. An Al system for identifying publications that
report the development of genetic resources was developed
in FY2022 and, following operational testing, has been in full-
scale use since FY2023. Compared with the average number
(ca. 2,000) of publications manually evaluated during FY2018-
FY2021, the system has enabled the evaluation of more than
6.6 times (ca. 13,700) as many publications annually. By
assigning the first step to Al, human resources can now be
allocated more effectively to the second step.

Previously, manual evaluation required limiting the number of
publications, primarily to those authored by researchers in
Japan. The introduction of Al has made it possible to expand
the scope to include publications from overseas researchers,
resulting in an increase in resource depositions from abroad,
which had previously been rare. However, the response rate to
deposition requests remains between 12% and 22%.
Researchers who receive a request from our center are
encouraged to consider depositing their resources.

We are also developing a system to identify publications
describing research outcomes obtained using the resources
we have distributed. While efforts are ongoing to improve
retrieval accuracy, comprehensive coverage requires
processing a large volume of publications, resulting in a
substantial computational burden. To address this, we are
constructing a classification pipeline based on a two-stage
filtering approach inspired by the RAG (Retrieval-Augmented
Generation) framework, consisting of a keyword-based
retrieval phase and an LLM-based classification phase.
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Microorganisms are characterized by their multifunctional properties based on the species diversity, and they are used in a
wide variety of research including highly demanded environment and health science. Aiming to contribute to the
advancement of related research, the Microbe Division, recognized widely as JCM (Japan Collection of Microorganisms), has
been collecting, preserving, quality controlling, and distributing microbial cultures of diverse species of bacteria, archaea, and
fungi. JCM also conducts pioneering research and development such as exploitation of new microbial resources including
symbionts and fastidious microorganisms, and their identification, classification, and characterization.
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Development of Technology in FY2025
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Fig. 1 Cold Evaporator system, updated in FY2025, for storing liquid
nitrogen and supplying it to liquid nitrogen storage tanks.
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(1) Collection of bioresources

Every year, JCM has received a large number of microbial
strains deposited by domestic and foreign researchers. More
than 730 deposited strains from 14 countries were registered
in FY2025, and about 70% of the depositions were from
overseas.

One of the key characteristics of microorganisms is their
species diversity and their functional versatility, and therefore
there is a need to establish a collection of diverse microbial
species. JCM holds the world's leading collection of “type
strains”, representative strains for microbial “species”, of
bacteria, archaea, and yeasts. Type strains are highly valuable
resources whose physiological properties and genome
information are well characterized, and actually account for a
significant proportion of distributed strains. JCM also plays a
pivotal role with respect to the exsitu conservation of microbial
diversity.

2 BREAZRFFERT TOMEMRORERT

Fig. 2 Freezing preservation of microbial strains in the liquid nitrogen tank

RIKEN BRC Annual Report FY2025 | 27

R B SHEE a



e

1]
7]

]

IR

FX-HR

Activities in RIKEN BioResource Research Center

(2) Preservation of bioresources

The collected microbial strains are usually stored safely and
reliably using two kinds of preservation methods: freezing and
lyophilization. In the freezing method, long-term stable
preservation in liquid nitrogen tanks (Fig. 1 and Fig. 2) and
preservation in ultra-low temperature freezers are conducted.
The latter is used to create a replenishment of the lyophilized
strains for distributions. Most of the strains are backed up at
the RIKEN Harima Campus, a remote location, to ensure their
safety. At the end of FY2025, the number of JCM holdings
exceeded 34,200 strains.

(3) Quality control of bioresources

JCM conducts thorough acceptance tests of collected
microbial strains to verify their growth, contamination, and
authenticity. In FY2025, over 11% of the deposited strains were
found to be unacceptable. JCM corrected about 40% of them,
and only valid strains were registered and preserved. Similar
quality tests are conducted at the time of preservation of
strains. These quality controls contribute to the accuracy and
reproducibility of research using JCM strains.

To improve the efficiency of the quality control, JCM tries to
introduce a rapid and simple identification method using
MALDI-TOF MS spectrometry, which also enable to distinguish
different strains in the same species.To this end, JCM is working
to expand the reference data library of microbial strains.

(4) Distribution of bioresources

In FY2025, over 4,900 strains were distributed from JCM, 24%
of which went to 30 countries overseas, and 27% to for-profit
organizations. More than 530 original scientific papers
including those of highly impacted cutting-edge research
were published by users. JCM strains are also used in over 140
published patents, contributing to the solution of problems
and the creation of innovations. For the convenience of users,

3 HBHE L L TER#H L 72 Viscerimonas tarda JCM 35195" D45 L
REIEMTRE

Fig. 3 Gram-staining microscopic image of a newly described genus and
species, Viscerimonas tarda JCM 351957
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JCM provides microbial strains in culture upon request and
microbial genomic DNA in collaboration with the RIKEN BRC
Gene Bank.

JCM exhibits taxonomy, physiological characteristics, genome
information, related publications and some basic information
through the on-line catalogue database, which are
continuously updated. Links to relevant information in various
public databases are also provided. Furthermore, JCM
publicizes strain lists for searching, sorting, downloading,
thereby facilitating the access for microbial strains. The JCM
website also allows users to perform sequence identity
searches (BLAST searches) against the genomic sequence data
of JCM strains. These features not only promote the use of JCM
strains but also contribute to enhance the research utilizing
them.

To date, JCM exhibited images of the colonies grown on plate
media and micrographs of more than 10,000 strains in their
catalog data. This allows users to compare the morphology of
microbial strains when culturing them.

(5) Research and development and other
activities

To enhance the value of the holdings, JCM has been working
on genome sequencing of the strains. The genome sequence
data is made publicly available through public databases and
shown as catalog data of the strains. In FY2025, with support
from the NBRP “value creation technology and data
development subprogram”, JCM began genome sequencing
of prokaryotic type strains whose genomes have not yet been
examined.

To promote the utilization of microbial resources, JCM is also
analyzing useful functions based on genome information.
Carbon fixation by microorganisms is a function important for
understanding the global carbon cycle and realizing a carbon
dioxide low-emission society. By searching the genome

4 BREREODE - 88 - DBICEHY B RMHED KT

Fig.4 A scene from the technical training course on the isolation,
cultivation, and classification of gut bacteria.
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sequences of JCM strains, we found numerous strains that
possess relevant genes. Regarding the fixation reaction known
as the Calvin-Benson cycle, we found approximately 300
strains possessing the relevant gene set; however,
approximately half of these had not previously been reported
for this function. Conversely, in several strains previously
reported to have carbon fixation ability, no relevant genes
were detected in their genome, suggesting the possibility that
they possess unknown carbon fixation pathways.

In oleaginous Rhodotorula yeasts, comparative analyses
revealed genome structural variations in several strains, such
as chromosomal translocations, likely arising during laboratory
cultivation, suggesting the importance of quality control at
the genome sequence level.

JCM has also conducted research and development to expand
microbial resources and establish accurate taxonomic
information. As an example of achievements in FY2025, in
conjunction with the description of some new species isolated
from termite guts, we reorganized the genus Lactococcus and
proposed the genus Pseudolactococcus, and similarly,
reorganized the genus Dysgonomonas and proposed two new
genera, Viscerimonas (Fig. 3) and Indolivaga, with each being
approved internationally as a valid name. In addition, we have
described new species including new genera for isolates of
human gut bacteria, archaea from hot spring, and fungi from
plants and lichens, and incorporated them into JCM collection.
JCM s also engaged in public relations and outreach activities,
to communicate with users by introducing microbial resources
in mail news and through exhibitions at various academic
conferences. To promote the use of microbial resources, JCM
opens technical training courses every year (Fig. 4).
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information, and 3) Big data analysis and its visualization.
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Information is an essential element of bioresources as the basic infrastructure for promotion of life science. The Integrated
Bioresource Information Division in the RIKEN BioResource Research Center (BRC) aims to facilitate broad, effective, and
efficient use of bioresources for R&D in science and industry. As one of the BioResouce Infrastructure Divisions with a core
mission of RIKEN BRC, our division has three pillar activities: 1) Integration of metadata, international standardization of
bioresource data and development of cross-resource search, 2) Improvement of the BRC website as a tool for disseminating
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TONYT—PRHEET>TWVWS, £ ELA B LT 2022
FICBE LIRERYT — X BT FE EcohNet DRFEICE IS
T BHROMET I —T e OHEBMEEZED. BERNY 3 )
DERICDBRITTce TDOIB2HIETL R ) —X%ZITLN
BB OB L HENERELCHEE LT

. VSV REICEELLHERIFESR (K4 AL
T, VY —IBARICEY 25/ 0BEaH o RREE ki
L7co COEBREFRL T EERT MDD ZITUL.
{EZRAEOERZEBICE VT, BXBEANEZ > TWBHE
ORISR LTco CHUIRSBRIBANRIAEFNZIHTESE
(FLY RDFE) THDEEEMNL D B,

(1) Expansion of the Integrated Database of
Bioresources

To increase the added value of bioresources, promote their
utilization, and enhance the cross-search function, we
expanded the integrated database of bioresources (https://
knowledge.brc.riken.jp). In FY2025, in addition to the routine
updating of the resource catalog, we automated the data-
processing workflow required for these updates, enabling the
catalog to be refreshed more frequently than before. As part of
this expansion of the integrated database, we also curated

REHRE

Integrated Bioresource Information Di

bioresource characteristic information by utilizing the
Chemical Entities of Biological Interest ontology (ChEBI) and
biological process terms from the Gene Ontology. Based on
these achievements, we concluded a memorandum of
understanding (MoU) with the Korea Bioinformation Center
(KOBIC), thereby establishing a framework for mutual use of
resources and international collaborative research, with our
database serving as a hub for Asia and the global community
(Fig. 1).

In addition, in the development of the mouse genome
variation database, we released long-read genome sequence
data for five mouse strains associated with the MoG+ 3.0
database (https://molossinus.brc.riken.jp/), which  was
launched last year, through the DDBJ Sequence Read Archive
(DRA). Furthermore, in collaboration with the Laboratory for
Experimental Animals, we initiated ultra-high-accuracy
genome sequencing of three strains derived from Asian mouse
subspecies. We also worked to strengthen the integration of
human genome information.

(2) Website maintenance and expansion

In FY2025, we carried out regular tasks such as implementing
security measures, updating the mouse resource catalog,
analyzing access logs, distributing email newsletters to users,
supporting website updates for divisions and teams, and
disseminating information through social media. Regarding
email newsletters, a total of 41 mailings were sent to 112,096
recipients, including newsletters distributed by the five
Divisions and those issued on behalf of the Center. Through

Collaboration with BioOne Is started

Knowledge graph in RIKEN BRC

RuBRC

e of the world
frastructures,

science and human welfare in the 21st
century.

1 BBE/NA A 1EFRIERE KOBIC ¥ D MoV Z .

vt sanonr” e 144,538 mm

L

i

—

B8 MOU signing ceremony at KOBIC on 2025.12.18

F—FUNERPIRERBRCONAF )Y —RIEREBEDONAF VY -T2V by FS 3w I THSBioOne Zi@ L THIET %o

Fig. 1 An MoU was concluded with the Korea Bioinformation Center (KOBIC).
Openly available BRC bioresource information will be disseminated through BioOne, Korea’s one-stop shop for bioresources.
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Activities in RIKEN BioResource Research Center

these efforts, we provided continuous and effective
information to the research community. For social media
outreach, in addition to disseminating website news and
related information via X, formerly Twitter, we newly began
operating a Bluesky account. We also established an integrated
information dissemination framework by utilizing a

distribution tool.

In response to the Center’s organizational restructuring, we
terminated, launched, and revised each division’s websites as
needed. We also created new web pages to highlight services
such as rapid resource provision under institutional
comprehensive agreements, designated donations, and the
BRC’s unique resource quality control initiatives.

Additionally we provided support for operational issues,
including assistance with the redesign of the website of the
Gene Engineering Division and coordination with NBRP
information for the operation of the genome browser for BAC
clones.

Furthermore, in collaboration with the Center’s divisions, we
initiated discussions for the prototype development of a web
system for customer service to greatlyimprove the convenience
of procedures related to bioresource use, including the
acceptance of deposition and distribution requests, progress
management, and the execution of material transfer

agreements (MTAs) (Fig. 2).

(3) Large-Scale Data Analysis and Data
Visualization Technologies

As part of our efforts to develop future ecosystem prediction
technologies under environmental change, we worked to
improve the usability of Energy Landscape Analysis (ELA), a
mathematical analysis method developed by our division. This
method has shown that outdoor biological communities
change in accordance with the calculated level of stability, and
it is expected to contribute to data-driven prediction of
changes in ecosystems and biodiversity, which lie at the core
of environmental change. In FY2025, we organized and
launched a portal website for ELA (https://elaportal.org). The
portal provides software packages in both R and Python, the
two programming languages most widely used in the data
analysis community. In addition, toward the demonstration
and validation of ELA and EcohNet, a time-series data analysis
method developed in 2022, we advanced collaborative
research with multiple research groups. These efforts led to the
publication of three related papers. Two of these studies were
also announced through press releases, helping to widely
communicate the effectiveness and social significance of
mathematical analysis technologies.

Planning Work for the Development of a Web System for Customer Service

Inguiries Bioresource

p i database I Interface
RII’.E.N B RC : :: n:‘:agement
BRC staff | i

N
\
1
1
1
1
1

Viewing History
users

I

1 Request of bioresources A ' i
— \ .

Drafting

I
1 =
I Cloud- contracts ——
1 —
-' based “ 4,000MTAs/year
: SRS (8,000users/year.
1 70%,/year increase )

Sending and Receiving Resources \
~

Sending and L i
Receiving Inquw/les only: 35,000
—_— Resources users/year
3, ’I,

Serves as the core of DX for the bioresource program, significantly enhancing convenience for both users and the BRC.
* Enables web-based handling of user inquiries, deposit and distribution requests, progress management, and MTA execution
* Prevents procedural errors, improves user convenience and operational efficiency at the center, ensures security, and

facilitates record-keeping and statistical data generation

X2 FBAEGN (BO) Web X7 LDEERK

FPEGHZ Web b L. FHREDLLMENEREFHZ L EHIC, BHREBZRRLFT,

Fig. 2.Conceptual diagram of the web system for customer service

This system supports web-based inquiries, requests, progress tracking, and MTA procedures, improving convenience, security, and

operational efficiency for users and the BRC.
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# ELA FORTAL
& Home

Welcome to ELA portal page!

By brcicaps snstyih (ELAY b 3 ' for analyzing an arergy breicape
ruprusented a6 3 waighted netwark (Fig. 1

Figese 1. & schematic Ilavtration of ELA,

3 ELAR—&JLR— (https://elaportal.org)
SREZDEAEXRFAOT7I IV XL LEF SN 3 Energy
Landscape Analysis (ELA) Dt/ Ny — 3B, RS EFHEA
FxETo>TWVWD,

Fig. 3 ELA Portal page (https://elaportal.org)

This page provides the ELA analysis package and explains how to
use it. Energy Landscape Analysis (ELA) is expected to serve as an
algorithm for predicting the future of ecosystems.

op&;

i
We also continued the development of an automatic extraction ;»:2

technology for resource development-related publications X \//\—$§E‘Z =
using our cloud-based computational analysis platform (Fig. Members

4). By leveraging this platform, we analyzed distributions of ﬁ
. . . . ®=EE [Head of Integrated Bioresource Information Division]
word vectors and successfully identified regions in the e
. . . i & Hiroshi MASUYA, Ph.D.
semantic space of chemical terminology where the NUMber Of oo
@ THZEE [Research Scientist]
T 3EK Tatsuya KUSHIDA, Ph.D.

otential “seeds” of emerding trends LLIB% & 42 Yuki YAMAGATA. Ph.D.
} I .
P 9ing $57K K Kenta SUZUKI, Ph.D.

@ HEHAEE [Senior Research Scientist]
&% 75 shigeru IWASE, Ph.D.

® FAFHAZTER [Research & Development Scientist]
= H Z17 Toyoyuki TAKADA, Ph.D.

pul

publications is increasing. These regions may represent
research fields expected to expand in the future, that is,

Cloud-based computing infrastructure =
= AR sotaro TAKANO, Ph.D.
Programmatic text processing Rl e
Public (optional) @ FH3EIAZTE [Research & Development Scientist]
Iterature data | ||| 5 FPLggem = e A e o ans /LB H2EB Norio KOBAYASHI, Ph.O. (55) (concurrent post)
n
i = Processi| —_
tAhpaIts prinies * g (fomalm?:; e ;ﬁamﬂeﬁ‘éamm ® 77U =ZHAILXRY T | [Technical Staff I]
o jtu
P etk TS 1118% B4 Masanobu YAMAGATA
(e.g. PubMed g leaming discrimination | T—————————1| e s
| LLM etc.) .
Eenbrll g f @® TV =AIXE YT Il [Technical Staff 1]
“ ey rnRent 3R B3 Naomi YUHARA FIF AHE Daiki USUDA
contractors, etc. B B F Keiko KURIHARA AR FRFE Yuri NAMIKI
e FHZE 1BK Yuta Inaba
Can be executed entirely on a local terminal browser | | 0 s
(no environment settings required) . TR~ [Assistant]
T K HCF Yukiko WATANABE
4 727 LOHRRITEBROHE ® /X— k&A1 < — [Part-time Worker]
T N OVN; . ata NI C B8 T s S, N
EXTER PLEORMET - SEAMIOICREL, TEI HLE LLIFA 3 Tatsuya YAMADA Y% 2 —ER Shoichiro SHINDO

\VIB: 'S FET GLIEER . P
" TA ?FHL JEHLIER Web 7 77?LT%T§“§H? Magdaline Akinyi Otieno
Fig. 4 Overview of cloud-based computing and analysis infrastructure T

Automatically acquires publicly available full-text data and performs @ FHE4E [Student Trainee]
text processing and Al-based processing entirely within a web Magdaline Akinyi Otieno Mariama Keita

browser.

RIKEN BRC Annual Report FY2025 | 33



FE-HR

Activities in RIKEN

BioResource
Research Center

mETEXZEZEIZ=VE

Support Unit for Quality Management
2=y hU—4— RIEE

Masatomo KOBAYASHI, Ph.D.

Sy rEEBE

EBREDFICH T I2MERROBIREEZBRT Z7OICIE. ARICERTZ2N1FY —XOREEENNABDREL
%%, BRC I3, EIEHRIED 1S09001 ICED MBEETES X 7L (QMS) ZHECHMEMDOU Y —RIZEA L. RENK
mEBALEEER LT CORBZDHCICRETERRI- Y I, 8. BNV EGFZLEDEBSHRENIFY
YV —RUCRELLIDRBEO QMS 2853 %, TLTBRCHRETILETONAF Y —RZWHRELTID QMS Z &
BYI38IC&D. FAT7HA1 I AMBEORRICEIT 5,

Quality control of bioresources is crucial to ensure the reproducibility of research results in life sciences. We have implemented

quality management system in accordance with the international standard ISO 9001 in manufacturing cell and microbe
resources. Our effort has brought out dramatical improvement in the resource quality. Based on this achievement, we have

started developing an original quality management system (QMS) that is optimized to entire bioresources including animal,
plant and genes. Application of advanced QMS to our bioresources will greatly contribute to the development of research in
life science.

7 & || H R I B

2025 FE LRI D 2025 F£ 5 B 22 HIZ. AR

I 2025FE DR

Research & Development in FY2025

(M IHEDOREEES X T LOIBE

ISO9001 DFREEICED L= QMS ZEB T B 7= ICid. &
SEEREIC K AR RUBHOBEEZZE LAKRT 2 R
BEOBETH S, CDIHBEBEDXT P a—ILICEHET
NXEECEROERETOIMBELNHD. LML, Z1T7HA
IV RAMEDO2RBRRICHT 2721 1F. WX ICIMA
EHEOTOCATMHENICEEL. AR=Z—INORE L%
K23ZehRDEND, £ TH5HPRIAETIL
1SO9001 ICED W= QMS IC/NA 7F 1Y —XBE D%
KB IiCED. NAFHUY—=XUTHEE L IZHBE D QMS
EBEL. BRCOLUY—XIEHET S & L 2025
FEIE. BEHMICESDVWTERE 7O IDHE LB LT
BMICED 0. THHER) ¥ THEBE) OEERS
HIT2HENREEE (TQM) DEXFEHEHFAATME
DQOMS ZHE L foo £ L TI1S09001 DRI % K £ L 7=
20256 B10H&ENDEUY —IXADEAZRBEBLIZ(E1),

(2 TR AV FLE a—NEREEEDRE

Y —XEWRETIZIMEDOQMS TlE. E>&—L
Ea— QOB5EEIITHXIXYELEa2—) CAREEE
PDCA YA V)L EICIE DT HBLELZRTICEEEST
BFAEFZEIELHAREE THEEI a2 L (B2),
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HEECHMEYMEREZEZXER E L TIS09001 ICED<
NAEZAY L Ea—ZRAELE, REERERICIE. HED
QMS THRE T2 5 AREDOAPEETZ 2026 F2 5LD 3
BIZHNTTRELIE. WTNORREORIEEICS WV TH.
BHERELDSFLIBHEINFAIN—ICEI DB SN E
EF-LCEEEAORREECOBT. FRAERCERD
DT h N T

B) MBIRI AV P AT LOSARES

HBEDQMS DIREILAT R ICHD. FhEhREH
VIBRE. RREVHRE. ELFMHHEREZAKC TS
3EDAYN—H, 2025 F 7RO REEEZEI=-Y
I b, BEOABEEAREICSVTQMS BEXEDE
fBIcEF LT

(4) ESHFETOMD A
TEEBECOREICIDA D SA VTSI F—%H
#E L7
HBF : 2026 £ 1 B 15 H 13:00-16:00
JERE [ JISZ7252/7253.
LRGERE KIS L 7o GHS ZE#L SDS ERZICD W T
AT - FIAEK (SDS HRAENRR)



mEEEXEIZ=V I
Support Unit for Quality Management

—7 @EmHE
Setem | NeRPESHEE Oheak Do/Act . _Check
o x| FRAORES = [trs—Lta—
&S - ENE dn B E BT 8t %1 o T
] BM&EE& Ha-=vru—45—f an BTEA
m H BB &t
REBM, RE-F (| . gﬂi’i% = Do/Act SEEE Do/Act
BREE| eesonmcEn | &7 0"
ALy RUER £5 - B FEBTEHA EImEH
| EBE (BEHEEY) |
— N

o . Check Do/Act Check
1 MENREEER KB L 7 BRCIHE D QMS 2 ME®DQMS OH & TDPDCA B UL
Fig. 1 BRC’s QMS that incorporates the ideas of TQM Fig. 2 Envisioned PDCA cycle under the QMS unique to bioresource
project

(1) Establishment of QMS specialized for following  Divisions:  Experimental ~ Animal  Division,

bioresource Experimental Plant Division, and Gene Engineering Division.
Passing the Surveillance Audit and Renewal Audit is the top They began organizing the quality management system (QMS)
priority for the operation of QMS based on 1SO9001 documentation for each Division.
certification. Therefore, maintenance of QMS documents and
records had been carried out in accordance with the date of (4) Compliance initiative -
Audit. On the contrary, continuous review of product lines and In cooperation with the Tsukuba Safety Section, we held the -
manufacturing processes is necessary to keep pace with following online seminar: %
rapidly changing research trends. From this point of view, BRC Date: January 15, 2026 13:00-16:00 IEE
has decided to revise our QMS by reflecting the characteristics Lecturer: Haruhiko Kikkawa 4:’%
of bioresource project. Title: Creating SDS that comply with the Amendment to the >
To begin with, we adopt the strategy of Total Quality Industrial Safety and Health Act k
Management (TQM) that emphasizes the coordination of
Policy Management and Daily Management. On June 10, 2025,
we abandoned our 1ISO9001 certification and began applying
this approach to all biological resources.
(2) Holding Management Review and Internal

Audits
Management review and internal audits continue to play a
crucial role as checkpoints in the PDCA cycle. These events
serve not only to point out areas for improvement, but also as
an opportunity to share best practices among Divisions. The X > )N—HERK
34th Management Review was held on May 22, 2025, and Members
reviewed the performance of Cell Engineering Division @nd oo
Microbe Division during the previous fiscal year. After the ® 1= k'J—4— [Unit Leader]
expiration of 1SO9001 certification, The 26th Internal Audits /P#A I Masatomo KOBAYASHI PhD.
were held from February to March 2026 and conducted to @ X /X— [Member]
examine the performance of each of the five Divisions for the S5 & Kanae KURITA
relevant fiscal year. Auditors from each Division attended the B 15 Naoko ISOMURA

7Kk A ZEF Kumiko MIZUKOSHI
BRF Bt Toshiya IIDA, Ph.D.
J=H% 7718 Rikiya ENDOH, Ph.D.

Audits, and they communicated with the participants on the
audited side to exchange opinions and information for

improvement. S5 7&TY Shino IWAKI
X T 2EF Yoko MORISHITA
(3) Changes in the organizational structure of FRER #)3% Hatsumi NAKATA
QMs Z2EB 7% Hiroshi ABE, Ph.D.

ATH E3E Takehide MURATA, Ph.D.

According to the application of QMS specialized to bioresource
MAZ F = F Makiko SUGIMOTO

project, one new member has joined the Unit from each of the
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HeaRETITF

Sy rEEBE

A

=5 H.LF &HEF @) Kimiko INOUE, Ph.D.

FHRE

TIBRERAN S| EHANE T, CD

to maintain reliable bioresources.

B DEEIR. ZEHNSWRED. BR. HE. R, BUUALCOARY F 2R TETL. EEMEEELCTIOY
—EQBRRIE (ST A7)l CHENhET. HEIE IBF - FF - BzAL
TERETERMCT /L s TET / LM ZREL. 51701 7IIICE T 3SR EMIRROMBEREZ BI5 I HITH
HECLTHRICKRBEINE Lo INSOMBELSEBONIMREZEIL. NMF VY —XOBEREN DREN L
- etz 3aELRETERMOBIICEMRL T,

Our life begins with fertilization and progresses through changes such as implantation, birth, growth, and aging, and this
cycle is passed on to the next generation through the germ cells. This sequence of processes is called the “life cycle”. In our
laboratory, we aim to elucidate various life phenomena throughout the life cycle using developmental engineering
technologies. Furthermore, based on the knowledge, we develop more advanced developmental engineering technologies

I 2025 E DR

Research & Development in FY2025

(1) ShEMNBAE - EEEFORGFREFEDHRE

(1) BEBFT T RIEFEENMEL . RTHEFH RIS
EhH B, BERETOIINRBEZHAT. JF1 OINE%
BHELIREREYTRINS. REETFEE 4D JF1 HROD
EFHEoNT. RiE-mE LRI SBEFINESN.
RIGEINRICK D2 RMAEEN R EE R 5N, (2) FEFEICE]
EHE. RZEIND -80°CIRIFDZMHFIRFTZ 1T o oo 20%IM0
BEBSOHIF RCIFEIBEST D LEFRANESN. 34
B -80°CICREFELIIIFA B HEFHESNIH. REH
e HICEFRIMET L.

(2) 2B OMERRICE|TS Y REFOEEERER

FRIZDAHEFEET D Y REEICIE. BREEGFICMR
BROETGFHEFEETZH. ENSHEED TF X508
XZ5 LT ICEDESICHET I HRICEBRIN TV
B olce XTRADEFR[ABIT B Y REBEET
FO/vITIRITRAEHEAEDE. Y RBERELGTFOM
ENDEFE BT LTce DRER. Uspdy ° Uty hMEH 1 X
CHBEELRLCOUEICBE T 3T TR BERLARILD
MENESGNRFEE L TBRTESZ e RSN, &F
ElE. YU REREICE TR E2ERBEDRENEBEADIG
BrfFIN S,
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(3) E#HEo O—> (SCNT) RICHII3A—F7 7

o —EtEDREF

F— b7 7O—E. HRBARXR NI BREEDHE - BFE
TRHEBTHD ., MHEOEELREICHEBED ORI TH
%o SINTIETlE. A—rT7 70— —H—TH3 L3 DIE
BHHNZRERCERLTHEADLTED, Flux 7O0—7 %A
WA TAX— Y JBIFTIE. BE. 5% 36 RE
BRICRBICER 24— b7 7O —F%H. SCNT L TIEEE
PHBRERICCEEFZEHBEOSN R o7, BLFHRIRR
MOER, 7— b7 7P —%&IZHIET 5 mTORCT JFHEN
SCNTEETITEL TWA A REIN. CAA -~ T 72—
EMHETO—RTH 30l TRE I N,

(4) FIREMET ILORR
d=ITUNLAZ—DIRFIFE. BEROBEFCHEHETS
ZEHHIBENTWVWD, 22T FAIDOIRF - B FEME X
VINVBETH S Juno EREKLIENLAZ—EEH LIt T3,
FO DI 5 FEATRTREIZHRD. ZDOEBRBERELT
EAZIETIE. NAXAR—BLUYITRDBEFVITNEHT
BLAED . Lo T NARZ—D Juno i, BESLUVERE
BEOBFEORMEICHNATHZCHBAGMI LT, RIE.
TNZNOMEICELZTI/EBOREZEDH TLS,

(1) Development of reliable cryopreservation
techniques for embryos and gametes

1. We successfully performed ovarian transplantation between

mouse subspecies. Immunodeficient mice receiving fresh or




1 Juno /v O T NLREZ—IF (). VF& HFEE (k) &
WM (KR DERINZD. /v I T RBFTIERSN
AN AN

Fig. 1 Juno-deficient hamster oocyte (right). Following IVF, wild-type

oocyte (left) forms male pronuclei (arrows), but the knockout oocyte

has no pronuclei.

frozen-thawed JF1 ovaries produced JF1-derived offspring,
demonstrating the feasibility of ovarian cryopreservation for
strain preservation.

2. We optimized storage conditions for unfertilized oocytes at
—-80°C. HTF medium supplemented with 20% FCS improved
offspring production, and live pups were obtained from
oocytes stored for up to three months.

(2) Functional analysis of Y chromosome genes
in sex differences

The Y chromosome contains multiple genes besides Sry, but
their contribution to sex differences remains unclear. Using
comprehensive phenotyping and knockout mice for multiple
Y-linked genes, we found that Usp9y and Uty contribute to
variation in body size and organ weight. We also established a
statistical framework that represents individual sex differences
at the organismal level, providing a basis for integrative
analyses of mutant phenotypes.

(3) Analysis of autophagy activity in somatic cell
nuclear transfer (SCNT) embryos

Autophagy is essential for early embryonic development.
SCNT embryos showed fewer LC3 foci than fertilized embryos,
indicating reduced autophagy. Live imaging with Flux probes
revealed that, unlike fertilized embryos, SCNT embryos
exhibited only a gradual increase in autophagy activity. Gene
expression analysis further showed elevated mTORC1 activity,
suggesting that aberrant mTORC1 signaling contributes to
impaired autophagy.

(4) Development of animal models

Golden hamster oocytes can fuse with sperm from other
species. To investigate this mechanism, we generated Juno-
deficient hamsters. All five FO females were infertile, and zona-
free oocytes failed to fuse with either hamster or mouse sperm
in vitro. These findings demonstrate that hamster JUNO is
essential for both homologous and heterologous sperm

Integrative Develop

fusion. We are currently identifying the amino acid residues
involved.

X N\N—1ERK

Members

@ Z= R [Director of Bioresource Engineering Division]
# £ BZEF Kimiko INOUE, Ph.D.

@ E(EHFZTE [Senior Research Scientist]
B35 Z 1B Shogo MATOBA, D.V.M., Ph.D.

() gﬁ'—cﬁgﬂi [Senior Technical Scientist]
B E ASE Narumi OGONUKI

@ 358 [Research Scientist]/ Bz > % —f= [Deputy Director]
/& ZEB Atsuo OGURA, D.V.M., Ph.D.

@ FRIEFERED [Special Temporary Technical Scientist]
5 B2 5] Keiji MOCHIDA

@ FHFEZTE [Research & Developmental Scientist]
SFH B AER Kohtaro MORITA, Ph.D.

@ FREE [Postdoctoral Researcher]
fiRE 25 52 satoshi FUNAYA, Ph.D.
Hyeong-Ju You, Ph.D.

® 77 =HILZXA Y T Il [Technical Staff 1]
8 35%8 F Michiko HIROSE =& 11 255K Ayumi HASEGAWA
Z & 18F Toshiko TOMISHIMA

@ 7 RA b [Assistant]
BRER ST Ayano TSUKAHARA

@ EEZTA [Visiting Scientist]
E 15 8 Tadashi BABA, Ph.D.
858 18 Osamu KAMINUMA, D.V.M., Ph.D.
A% 7 Arata HONDA, Ph.D.
I B F] Masashi HADA, Ph.D.
58 [5F Yoko KUROTAKI, Ph.D.
Z5 T ZS2 Nami MORISHITA, Ph.D.
AIE % Aya UCHIDA D.V.M., Ph.D.

@ KEREUY—F « 7Y I b [unior Research Associate]
JEER B ¥ Takaki TATEBE BFFR B£ Syun TOKITA

® EHE7OU 5 LT IA B [International Program Associate]
Pham Dinh Quoc

@ B RXFa—F b)Y —F+— M [RIKEN Student Researcher M]
FH BN Yusuke SENDA

@ /N— kXA < — [Part-time Worker]
S BBAE Fumio IKE, Ph.D. B4 B# F Yukiko DODO

@ THEL [Student Trainee]
&' 7% Mitsuru NAGO

TR S Sk H HF b S
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YEIF b MNERRFREEET BN C L. 5 700 REBEEICRAERND DEBHNRRIREBT TS v b7+ — LEEE,

RABRT I ARBGFREN Y ARMORRABHZRMEL TWVD. COBTICEIDITR)Y — IO NMHEEZ ML
TE. VY —RERBIUVHNNEBRBHBICTS T %, THICEEBYYARIREEIFTI Y —> 7 L (IMPC International
Mouse Phenotyping Consortium) (C5EIL T. Y7 ARFUBITEHERZEICE L CEFEmMZIT S,
We have established a systematic and comprehensive phenotyping platform containing about 700 parameters based on
insights into human diseases, and have performed various phenotyping analyses on the mouse resources deposited mainly
at the AER. We cooperate with the international large-scale projects, including the Asian mouse phenotyping facilities, and
have joined the International Mouse Phenotyping Consortium (IMPC) to contribution internationally to the improvement of
mouse phenotyping analysis. Finally, we contribute to the infrastructural development of mouse resources to enhancing their
value by correlating mouse phenotypic data with clinical data for human disease.

I 2025 E DR

Research & Development in FY2025

MIVRIIV=ZYIIRATLDER
RINBBITRBED S DRBEZ (T RET T ARHKOEA.
BREEREERRURE. I5ICT7 — 2T CATADT—
BFERETO—EDAESGZERL TV,
OREBEA KA
b MEREET /LB R ISR IE SPF (Specific Pathogen
Free) TDERATH B, NEHEEHSDTITIBAICE L
Tk MERAI Y ROMEYN - BECENREETBREICT
BI-DEINZE - SRENBEEICLDWMEM OV —=>T
AR Do FEBELFREORRERARICYT / LAF v
VI EBRRBOECHNE S ORERZTREL TW 3,
@YU R Zy U ERE R
BEXRENA TS (THRENA TS0 RUA
X=S VIR EREECH VTV RBRNA TS50 >
Lo THERIhTW3,
ANIRIIZ Y URERE
BARY VIV Zv I TIEHH 8 F 3 BETICEKEN 601
RRICOVWTY IRV Zy IRREBEZRT L TW5,

(2) YO ARBFBRET—FIN—FEHE

NURIUZwICBIT 2 RFALBITEREEI 7~
1) s —< 3 > Pheno-pub (http://phenopub.brcriken.jp/) %
ARAEL. FIREOREMZSH TS,
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(3) EREEEK

EEY U ARREEFIVY —> T L (IMPO) IZBE L.
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(4) RITBYEEITIASTRA R
SERMRITE. EILEEL Y 2RI T B 1cOIC AT
Btz BWITEREIR S AT LOBEFEEZT->TWVWS (K1),

(1) Management of a system for the Japan
Mouse Clinic
We operate a system for the Japan Mouse Clinic based on a
sequential process: receipt of an investigation request,
introduction and production of mouse resources,
comprehensive phenotyping, phenotypic data analyses, and
publication of the data on our website.
(DSystematic introduction and production of mice for the
Japan Mouse Clinic
We are conducting a system for introducing mice to the
Japan Mouse Clinic based on microbiological, genetic and
mouse housing conditions. The introduction of mice to the
facility is performed by in vitro fertilization (IVF) using fresh
or cryopreserved sperm from a male or cryopreserved
embryo. We also perform whole genome scan to verify the
genetic background of the mice. Finally, congenic mouse
strains with a uniform genetic background are required for a
comprehensive phenotyping.
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Mouse Phenomics Division

B1 YUXOTHRBRECW/ENICHE L. BRICH B4 3AMERE
ZRAEEICRITY 5 T LM

Fig. 1 We have developed and implemented a comprehensive behavioral
phenotyping system for mice that precisely evaluates brain function.

(@Construction of a pipeline for ‘Fundamental Screening’,
‘Behavioral Screen’ and ‘On-demand Screening’ at the
Japan Mouse Clinic
We have constructed a “Phenotypic Platform pipeline 1” in
the Japan Mouse Clinic for ‘Fundamental Screening’. For a
behavior-oriented pipeline 2, a multidirectional assay
platform is usually required to evaluate behavioral
characteristics. We have also established an additional
pipeline as an on-demand phenotyping screening which
includes morphological phenotyping using the contrast-
enhanced X-ray CT.

(3Results of the Japan Mouse Clinic
A total number of 601 mouse strains have been phenotyped
at the Japan Mouse Clinic as of March 2026.

(2) Development of a database providing
phenotypic information from the Japan
Mouse Clinic

We have developed an application called “Pheno-Pub”, that

displays the phenotypic information of various mouse

resources screened at the Japan Mouse Clinic (http://
phenopub.brc.riken.jp/).

(3) International contribution
We have participated in the International Mouse Phenotyping
Consortium (IMPC), which aims to identify the function of each
protein-coding gene in the mouse genome. In this project, we
systematically analyzed new knockout mice using the
standardized phenotyping protocols.

(4) Research & Development

We are developing behavioral analysis systems based on
artificial intelligence to assess complex social behaviors and
motor functions (Figure 1).
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iPSC-based Drug Discovery and Development Team
F—LFsLvg— FLEJRA (B HaruhisaINOUE, M.D, Ph.D.

Sy rEENE

BRC Tld. BABRKEBDEBESANSHIIINIEERENIPSHREZNAF )Y - LTRELTWS, KERNE
BYiPS MREEAER T2 T, BEMTKREREZBFREL. KEXAZXLMEE - AIEEREZMET S CHEFIhTL
%o YF—LTIEBRC DHHFRRAIREDEBIFER iPS HAZ/N\ > 7 DEBIFER iPS HEH 5 B4 REEMIZE ER L
BRI S 2 AR AL L TR oo REBMEOEGFRIE. XV NNVBLAN)L., Mg % B L. fRREfRe - EIJ%F#%%

DI DEBER A= FFEL TUL S,

At RIKEN BRC, disease-specific iPS cells established from patients with various diseases are provided as bioresources. By
utilizing disease-specific iPS cells, the reproduction of disease pathology in a culture dish, accelerated exploration of disease
mechanisms, and development of drug discoveries are expected. Our team works to establish methods to prepare and
analyze various cells from disease-specific iPS cells of RIKEN BRC's largest disease-specific iPS cell bank. By analyzing gene
expression, protein levels, and cell function, etc,, of disease-target cells, this team develops fundamental technologies for the
elucidation of disease pathomechanisms, drug discovery and development.

2025FEDER

Research & Development in FY2025

(MNLFVY—=RE22—0iPS gz BW7-8l

. mEAROERRHTOMR

BRC Tld. ARMRABEENEILI N TULALVK 300 FHE
DEBD IPS HIEEREL TV, EBAERICIEELTVS
FREDSEUEEAN—LTWD, EF—LTIE. 5D
REBREMN IPS Mfah 5. KRBICERT MEEERL. 8l
E - REAROEBRTMOBREEITS DI, iPS HigEE
Fifr. DMEFERM. RREMENR - 7y . B XD
)—Z VO RMOBEEZITo TWVWS, AFEEIF. KEEEM
iPS HIEEZ BWe W ILF A — LB R EICDOWVWT, BE¥ES
THELT

(2) RAMt - —fRb%Z BiE L I AIRE IS 2
HERRN PSRN 5. RRICEET MEERL.

@%-r EFRZE O BB ORIHE TS BRIEUT TH 3.
a) iPS MEBIDHENS - IAKEE, RBICEET 3L FRT
BHFEET 3.

b) LTS L /il % - BRI THE L, ZOERY
B MWRORRAORE L £ DEROFEERHY 5.
O TORBEEERICL T, TOEEERET ZNEER

EY B0
EF—LTIE. LEOBRTO. HHERCHEFED:SD
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FEEIE. 3D T VB AVWEEERICOVWTES
THEKRLT

B)FPhTFI7 - L iPS HIFRRDIFEL

'J% R DOEBRIMORAREZITS OIS VAT

cHREEREEOHFAMEZED D, AL - — KL%
E?‘Ebf:%‘]ﬁ&ﬁi@ﬁ'ﬁ%@f:&)t:\ HRHSEEL L EOH
EMREZED B, FEIC. AR FEMEORBRMDORE:
SRR - —fixtZ B L /cAIREMORREDOERICOV T,
-, ®iftEE - BEETO CCICK - T RO
BREECPNMNHARITETTECCZBIET,

AEEF. BEREZE. XYF v —hE CHRERE =
EELTco BFE (FY M-z )LRIAGKEH) COHE
MRO—MzFRERLI. (K1 BEERRBEDOS 1Tt
A X=T VT ER)

(1) Using iPS cells of RIKEN BRC to develop
infrastructure technology for drug discovery
and development

At RIKEN BRC, iPS cells of approximately 300 kinds of diseases

for which an effective treatment method has not been

established are being stored. This covers more than 50% of the
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Next Generation Human Disease Model Team
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Fig. 1 Live-cell fluorescence images of lipid membrane fluidity Members

F— LT+« L %74 — [Team Director]

VAN .
diseases the country has designated as intractable diseases. #J:’”RHar”h'sa'NOUEMDPhD ___________________________________________

Our team develops basic technologies for iPS cell culture BEZEEAZE A [Research & Development Scientist]
technology, differentiation technology, pathomechanism E =f£ Mika SUGA Ph.D.

analysis, and screening methods by preparing disease-target e
Y J y prep 9 g $FRIHAZEE [Postdoctoral Researcher]

cells from these disease-specific iPS cells. ftht IED T Risako NAKAI Ph.D.
In 2025, our team presented at an international CONfErENCE ON o
multi-omics analysis using disease-specific iPS cells. TYZAINZLZY Tl [Technical Staff 11]

3HE) 1| B8 Ran SHIBUKAWA

i ; 27K BISE Takeshi NIKI Ph.D.
(2) Innovating the technology that will open an FHB L Yaya TAKETSUNA

avenue for practical and general uses T

Our team is working on the study aimed at improvement of T RA K [Assistant]
the stem cell culture system, differentiation method, and & JE FFEF Makiko YASUI
application of effort for practical and general uses. E%Eﬁ%%[v|s|t|ngSc|ent|st] """""""""""""""""""""""""""""""""""""""
In 2025, our team presented at a conference on neural tissue 24F BF Keiko IMAMURA M.D., Ph.D.
fabrication using 3D bioprinting. JERE 272 Takayuki KONDO M.D., Ph.D.
=2 F 1B Norimasa MIYAMOTO Ph.D.

(3) Bridging diseaseOspecific iPS cells and 365 E—EB Shin-ichiro KITAJIRI M.D., Ph.D.

academia / industry in the field of ZH E4C Yoshinori YOSHIDA M.D., Ph.D.

translational reserach $57K BRER Ikuro SUZUKI Ph.D.

J]\HK T35 Kazuhiro KOBAYASHI Ph.D.
AN A& A Tomohisa KATO Ph.D.

SHF 2% Kiminori IMAMURA Ph.D.
LI 3 5] Kenji YAMAMOTO M.D., Ph.D.

B3 BB Taro OKUNOMIYA M.D., Ph.D.
fluorescence images of lipid membrane fluidity)

B B AW [Visiting Technician]
B H & F Kayoko TSUKITA
75 J£3F Yohei NISHI

FHME4E [Student Trainee]
AIA BRJE Seifu MURATA
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JREREE [Agency Staff]
LB 7 Yoshiki SHIBATA
P92 P75 F Akiko KADOTANI

JN— k& A < — [Part-time Worker]
4> R > Suong DANG Ph.D.

In 2025, our team continued to collaborative research with a
Food company and a venture company. We presented at a
conference on part of our collaborative research with a
company (Suntory Wellness Limited). (Fig.1 Live-cell
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iPS Cell Advanced Characterization Research Team
F—LT7csLo4— A BE @) Toshihiko SHIROISHI, Ph.D.

Sy rEEBE

fatkz FRY %

HF—LTId. ERIFENIPS MEKICH LT, 2L (RERERMERCESHEEADZLEOTM) .. KERRE
BLTFRNEOREBITZEET 5. £, 7/ LRERMEZFAL T, (1) EEFENPSHRICH T3 ERRRE
EFZEEEGFICEL LM (isogenic control cell). (2
FREBAFER iPS MRENR) . Q) BERENRTY IFDEEBEFENICY—h— (HEAT—H—%) ZRFITSMIiPS M

) EREGF e RERRERTFICESR L oMtk (NITIER

The mission of our team is to characterize disease-specific induced pluripotent stem cell (iPSC) lines, which were deposited in
RIKEN cell bank, for their differentiation potency (esp. targeted cell types in each disease) and genomic sequence (esp.
responsible genes in each disease). Also, we aim to generate genetically modified iPSC lines including mutation-introduced
iPSC lines from healthy-donor iPSC lines, mutation-corrected iPSC lines from disease-specific iPSC lines, and reporter-
introduced iPSC lines. Through these research and development, we will provide the information accompanying to each iPSC
line and the cell lines that we will develop through RIKEN cell bank.

2025FEDER

Research & Development in FY2025

(1) EBIFEMN PS KD IFIERBITCREETIL
.4 i

2025 FEE %, @ Wolf-Hirschhorn (WHS) fEEEfSEE 44
43 (Shimizu et al,, Human Cell 2025). @ von Hippel Lindau
(VHL) fREBE 38D CRER) ICDVLWT. HESFER iPS 1
fenBECEREE. 2OLEE. 7/ LIERBIT S ORI BRI %
ErELe (®1).

WHS SE1REE 1. 4 BREBEROERICH ITEIRKICE>T
5IFRIINZIERT. HFRARORERR ICERY 245
HMWEERE TR T, BF—LTIF 4 BOKEERER IPS MRk
IR LTI 2oO7 L1 CNVERETV. REED 4 BR
BERLEORKEHEZRTE LT, TDER. WHS BERKD
iPSHRREICE VLT 4 BREKICATOFESEIREDHSN. &
KEIENEBEBTER S ZEHBESMIR oo RKBEEIC
SFENZARMAEEF (WHSC1. WHSC2. LETM1) D
HWLANIIFEEEBRIPS Mk LB L TERIETLT
BORBLANJILIFED TR > TUW e, T 5O hiPS iz
ICBIT22FMABRIR/NNZ—VEFANRS=H. RNA-seq b=
VRO T b= LBIFEREL T, COBITOER. WHS
RN hiPS HRETIE. BEE R L T 28 BEOEGTTFH
BEICERL. 3EDEGFIERICETLTVWEZ N
BoMcm o2l BREMETLIEELGRFICH T S Gene
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VHL &l MBI iRz i LcSHEISTomE
FE. S LUBEMEET SEE TRET 2ECHERETH 5.
AR TIE. VHLREEFEN iPS iz BV IFREET
TIORREZBIBLI. BEERRKOD IPS M. VHLFEE
FFERY IPS MERZICXT L. BEYE - RCRMEERE TH D Venus-
Akaluc Z#EA$ 5 Z ¥ T, £ERATHIEMBZOARILHE
BRI ABEBEETBREETIILERRL. £ETILICED
BERROMBERMEIZ. BEE LB L TY U XEREHER
TICH T B HAETERENBE ICE <« MESFERBEZ T
B3R EINT,

(1) Characterization of disease-specific iPS cell
lines and pathological model analysis.

In FY2025, we analyzed the following disease-specific iPS cell
lines. 1) Wolf-Hirschhorn syndrome (WHS) for 4 patients
(Shimizu et al, Human Cell 2025) (Figure 1), 2) von Hippel
Lindau (VHL) disease for 3 patients (unpublished).

WHS is a disorder caused by a deletion on the short arm of
chromosome 4, resulting in characteristic facial features due to
abnormalities in the development of neural crest cells. We
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Fig. 1 Characterization of WHS-specific iPS cells (HPS3003). Pluripotency
was confirmed by teratoma formation and immunofluorescence
staining.

performed microarray CNV analysis on four disease-specific
iPS cell lines to identify the deletion regions on chromosome 4
for each patient. The results revealed heterozygosity on
chromosome 4 in iPS cells derived from patients with WHS,
and it became clear that the deletion regions vary among
patients. The expression levels of representative genes in the
deletion regions such as WHSC1, WHSC2, and LETM1 were
significantly reduced compared to iPS cell lines derived from
healthy individuals, with expression levels approximately
halved. To investigate the overall expression patterns in these
hiPSCs, we performed RNA-seq transcriptome analysis. This
analysis revealed that, compared to healthy individuals, 28
genes was significantly upregulated, while that of 63 genes
was significantly downregulated in WHS-specific hiPSCs. Gene
Ontology and pathway analyses of downregulated genes
suggested that they are involved in “neural crest
differentiation” indicating a potential defect in NCC
development in these cells. These results suggest that this
cellular resource is useful as a model system for elucidating the
pathogenesis of WHS and developing new treatment (Figure
2).

VHL disease is a hereditary disorder characterized by a high
incidence of multi-organ hemangiomas primarily affecting the
retina and central nervous system as well as renal cell
carcinoma. We developed a mouse subcapsular kidney
transplantation model that enables the visualization of
transplanted cells in vivo by introducing Venus-Akaluc, a
fluorescent-luminous fusion protein, into iPS cells derived
from healthy individuals and VHL disease-specific iPS cells. This
model demonstrated that patient-derived vascular cells
exhibit significantly higher proliferative capacity in the
subcapsular region of mouse kidneys compared to healthy
controls and form hemangioma-like tissue.

iPSHRR = RAF I ARAT B ZE T — L

iPS Cell Advanced Characterization Research Team
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Fig. 2 Comparison of comprehensive gene expression of iPSCs between

healthy individuals and WHS-patients. In patient-derived iPS cells,
the expression of genes associated with NCC differentiation was
reduced.
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Next Generation Human Disease Model Research Team

AF— LTI IBEERE. MisER. £EZEFRL L. HaMBENMKEIVEBERNRIC BEREETILIVIORAE

CIREFHMEZIT D, BEDOREBEZHBHMCHRT B, 7/ LRERNZAWVWT. EbOT /L - NUT Y MERICED
WEETILN T ZEERT 3, YU XOEBRFEMINICH - > Td. BRC OEIFIZEMBIT TS b7+ —LEFERT S
EEDHIC. BRKRIARE OEH L TREX D Z X LORBYBREMYE OXNEIETHEEHET 5, CHICED. 528 -
B AIROEBRC RBAEERMEICERL. £ MREBTTIIMRORRBICES TS x2BIEY.
Our team develops and evaluates disease model mice for high-burden conditions, including intractable, age-related, and
lifestyle diseases. Using genome editing, we generate sophisticated mouse models based on human genomic and variant
information to recapitulate key aspects of patient pathophysiology. The resulting mouse models are analyzed through the
standard phenotyping platform built at BRC. In collaboration with clinical researchers, we elucidate disease mechanisms and
evaluate the pharmacological efficacy of potential treatments. Through these efforts, we contribute to the advancement of
preclinical research that forms the foundation for diagnosis, treatment, and drug discovery.

2025FEDER

Research & Development in FY2025

() HERGHAROTIZO77—SZBAVWETLIL
R

FERRY T AEBLRMIE. EENLRBATIICITE
RBIAZ—UVRKRBAEEZELTED . KERZHOREEED
ERUEZERTZLTEERIY —XTH 3. KEEIL
C57BL/6 (B6) it & AAREFET Y ZHED IF1 RiFEx AL\
ERMEEOTERTHBZYI/OT 77— DIEEEICRIFTEIE
HZ R D LR SIS L, RIBAEMITOER. JIF1 R
R TIE B6 R L LB L THRMIMA MEREK S & U—EBD A
HROBODEEICDRD o o IMAXRYIOT77—2
IE M1 ERIBICH T 2 RIGEIME < « RAEREDHE] S
n3EEHLrH -7z (K1), THIC. B6. JFI. BLXUZED
F1 /A« 7'V w R%&ER U7 RNA-seq fR#TIC & D, JF1 TIEHE
KRHFICEET IEBCFHORBEABRICEVW EAHBEL
Too BESFINA TV w RERBWZT7 LILSFENFEIT (ASE)
BRITICED. CNERERECHRBHICEHLZELFEHORE
EDELN ds FIHRFOZERICERT 3 RBIN
o (M2), KIALHREIZ. XUV RBERHICEITIERELS
DEHREEEOBCHEBZRESNCTIHDOTHD., BE
ERRIEMERBOEAZ X RS 72O DH -0 MR F it
35D THS (Yoshida et al., 2025),
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(2) FHEMEMERIZRIELEE (ALS) ETILIY Y XA DR
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MNEZDEITRRZHX E L TAK LT (Dinhetal, 2025),

TEBITICE VT, ATOREY Y RIE. BHIAICIZESR
THo2HDD. 18 ¥ B DO SHMEICE LW GEBEAERER
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RNz, BBFHETTIE. BEERIAICE TS ChAT BB
B a—OYBOBEREGRDZHR L. EILFHIETIC
BLTIE BT T ADBEICEWTTDP43 XNV EBL
NIVDOBEEREFERE Lic—A. BICELWTIZRZEDZEL
IFERDENEN o TNBDIERIX. Tardbp 3° UTR 1
L 7= HIRGIEA. IIESERFECHEBRBICKRE L TEET D
WS TESER - MRS RN 2895 e 2@ L NIV TSR
LTcHDTHD. ALS DFWEA 7O R =B LIcFToAA
BEEOEBR YR D1E S,

(1) Analysis of Macrophage Phenotypes and
Gene Expression Regulation Based on
Genetic Diversity

Wild-derived mouse strains possess unique phenotypes

distinct from standard inbred strains, serving as invaluable

resources for understanding individual differences and
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Fig. 1 Representative cellular morphology under non-treated (NT) and
LPS-stimulated conditions for B6 and JF1 macrophages. Scale bars,
100 pm.

diversity in disease susceptibility. This year, we investigated
theimpactofgeneticvariation on the function of macrophages,
key players in innate immunity, using the C57BL/6 (B6) and
Japanese fancy mouse 1 (JF1) strains. Phenotypic analysis
revealed that JF1 mice had significantly lower peripheral white
blood cell counts and altered leukocyte fractions compared
with B6. In addition, JF1-derived macrophages showed a
weaker response to M1 polarization stimuli, consistent with a
reduced inflammatory response (Fig.1). Furthermore, RNA-seq
analysis of B6, JF1, and their F1 hybrids showed that JF1
macrophages had markedly lower expression of genes
involved in glycolysis, a metabolic pathway essential for M1
polarization (Fig.2). Crucially, allele-specific expression (ASE)
analysis in F1 hybrids demonstrated that many of the
expression differences in these immune and metabolic genes
are driven by cis-regulatory variants (Fig.2). These findings
highlight the genetic basis for diverse immune responses
among mouse subspecies and provide new insights into the
mechanisms underlying individual variations in infectious and
inflammatory diseases (Yoshida et al., 2025).

(2) Phenotyping of an ALS Mouse Model

The cytoplasmic aggregation of TDP-43, a hallmark of
Amyotrophic Lateral Sclerosis (ALS), is closely linked to the
disruption of TDP-43 homeostatic regulation. This year, we
published our findings on the physiological and pathological
significance of the 3' untranslated region (3'UTR) of the Tardbp
gene using a targeted deletion mouse model (Dinh et al.,
2025).

In behavioral analysis, heterozygous mice showed no overt
abnormalities in early life but exhibited mild motor dysfunction
at 18 months of age or older. Histological analysis revealed a
significant reduction in the number of ChAT-positive motor

Fig. 2 Comparison of glycolytic gene expression between B6 and JF1
macrophages (left). ASE analysis in macrophages derived from F1
hybrids of reciprocal crosses (right).

neurons in the ventral horn of the spinal cord. Furthermore,
biochemical analysis detected elevated TDP-43 protein levels
in the spinal cords of aged mice, whereas no such changes
were observed in the brain. These results demonstrate that the
regulation of Tardbp expression via the 3'UTR exhibits both
age- and tissue-specific dependencies in vivo. These insights
into the spatiotemporal regulation of TDP-43 are crucial for
understanding the pathophysiology of ALS and provide a
foundation for therapeutic strategies targeting early-stage
pathogenesis.
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Transcriptome-Epigenome Research Team
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The diversity and functions of cells and tissues that constitute living organisms are governed by precise and complex
regulatory mechanisms of the genome. To understand these mechanisms, it is essential to accurately measure various
epigenomic modifications and gene expression patterns in a cell-type-specific manner. Our team employs state-of-the-art
transcriptomic, epigenomic, and 3D genome analyses while also developing novel analytical technologies. By utilizing diverse
bioresources ranging from model organisms to iPS cells, we aim to elucidate the gene and genome regulatory mechanisms
underlying diverse cell types and disease-specific states through both experimental and computational approaches.
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(1) Establishment of Diverse Platforms for
Epigenomic and Transcriptomic analysis

In FY2025, we established a research team including technical
staff and students, and developed a range of transcriptomic
and epigenomic analysis platforms that form the foundation
of our activities. We introduced various state-of-the-art
technologies, including multiple modalities of single-cell
transcriptome analysis, enhancer RNA (eRNA) analysis, and
ultra-low-input DNA methylation analysis. These platforms
have been utilized not only within BRC but also for collaborative
research with universities and other research institutions. At
the same time, we are also developing our own analytical
approaches, including methods for 3D genome analysis and
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Fig. 1 Epigenomic modifications and 3D genome architecture that
regulate gene activity within the cell nucleus.

computational frameworks for single-cell data using novel Al
models.

(2) Functional characterization of the non-
coding genome in reproduction and
development

By leveraging the aforementioned advanced transcriptomic
and epigenomic analyses, we are working to identify high-
confidence candidate enhancer regions that play critical roles
in early embryonic development and germ cell formation in
mice. For selected candidates, we have generated knockout
mouse models targeting specific enhancers and have observed
phenotypes such as defects in spermatogenesis, thereby
confirming their functional importance.

(3) Linking non-coding genome function to
phenotypes

The International Mouse Phenotyping Consortium (IMPC), in
which RIKEN BRC participates, has systematically accumulated
phenotypic data from knockout mice targeting all protein-
coding genes in the mouse genome. As the next phase, we
have proposed an international project focusing on the non-
coding genome, incorporating large-scale epigenomic
datasets, and have contributed to the establishment of a BRC-
led working group. This effort to link non-coding genomic
elements with phenotypes is highly challenging and remains
largely unexplored; however, it is expected to contribute to the
establishment of essential genomic information platforms for
next-generation genomic and precision medicine.

Fig. 2 Single-cell analysis instruments and servers for data analysis,

including deep learning.
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Developmental Genome Plasticity Research Team
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How the fertilized egg orchestrates the formation of multicellular organs and entire organism, while establishing the germ
cell lineage to ensure the continuity of life, is a central question in developmental biology. Our team seeks to understand how
early embryos achieve this extraordinary developmental genome plasticity by dissecting epigenetic remodeling,
transcriptional network activation, and the functional roles of non-coding genetic reservoirs. We also explore the evolutionary
diversity and conservation of developmental programs through cross-species comparative analyses. These studies will reveal
how non-coding genome functions regulate genome plasticity during germline development and provide new insights that
ultimately contribute to reproductive biology and regenerative medicine in mammals.
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Research & Development in FY2025
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(1) Analysis of ZGA regulatory mechanisms
mediated by species-specific ERVs

A fertilized egg represents the beginning of a new life in the
next generation that arises through the fusion of an oocyte
and sperm. In the fertilized egg, extensive chromatin
remodeling induces genome-wide transcriptional activation
known as zygotic genome activation (ZGA). Through this
process, developmental control mediated by maternally
stored factors is replaced by regulation using the embryo’s
own genome, thereby enabling the acquisition of totipotency,
which supports autonomous embryonic development.
Intriguingly, MERVL, a murine retrotransposon whose
interspersed copies were expanded in a mouse genome-
specific manner, during biological evolution, is transiently and
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Fig. 1 Atechnical platform for functional analysis of transposable elements
interspersed throughout the genome

specifically highly expressed in the cells at totipotent state.
Previous studies, including our own, have shown that this
totipotent-stage-specific transcription of MERVL contributes
to the regulation of totipotency in mouse embryos and
functions as a regulatory factor that initiates embryonic
development. However, because MERVL is a mouse-specific
ERV that evolved uniquely within the mouse genome, it is
highly likely that other species-specific transposons contribute
to embryonic development in other organisms, including
humans. In this fiscal year, we developed a technical platform
for functional analyses of transposable elements, including
ERVs, whose functions are difficult to investigate using
conventional gene-targeting approaches, such as TALEN and
CRISPR/Cas9, and generated high-quality annotations of
transposable elements and non-coding genomic regions in
the human, golden hamster, and mouse genomes (Fig. 1).
Through transcriptome analyses, we compared the
transcriptional dynamics of ZGA during early embryonic
development in humans, hamsters, and mice. These analyses
revealed that both the gene sets transcriptionally activated
during ZGA and their expression patterns are highly divergent
across species. We also found that these expression programs
are regulated by transposons that were acquired in a species-
specific manner in each genome. These findings suggest that
species-specific transposons may have convergently evolved
to contribute to the creation of species-specific gene
regulatory networks (Fig. 2).
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Developmental Genome Plasticity Research Team
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Fig. 2 ERV-driven mechanisms underlying species-specific ZGA regulation
during early embryonic development
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We provide a broad range of support services to ensure the smooth operation of BRC’s  activities, including its projects and
research initiatives, by serving as a liaison between BRC and external organizations and by coordinating across BRC’s

constituent laboratories.

In addition to performing administrative and secretarial duties in our respective affiliated laboratories, we collaboratively
support the Center-wide activities, including the planning and management of regular scientific meetings and academic
conferences open to the broader research community in which BRC participates.
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Research & Development in FY2025
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(1) Licensing Negotiations and Support for
executing MTA

We conducted licensing negotiations with overseas
organizations holding intellectual property rights related to
bioresources. We also worked with the bioresource divisions
and the Center Director to coordinate and revise the terms of
Material Transfer Agreements (MTAs) for the coordination and
execution of comprehensive MTAs with external organizations.
Through these activities, we supported the broader utilization
of bioresources by performing the following responsibilities:



1.Acting as a point of contact for inquiries and requests
regarding the execution of MTAs

2.Serving as a point of contact for executing comprehensive
MTA with external organizations

3. Coordinating MTA clauses in deposit and distribution
agreements in line with the policies of individual bioresource
divisions and the Center Director

4. Proposing and executing license agreements, executing
license agreements and preparing reports on bioresource
distribution for submission to rights holders

(2) Support for the Planning and Management of
Research Conferences

We supported academic exchange within and outside BRC by

assisting with the planning and management of research

conferences organized or co-organized by BRC. In fiscal year

2025, we supported the following activities:

1.Serving as the secretariat for the international conference
“The 15th AMMRA & AMPC Meeting”

2.Supporting the 35th Annual Meeting of the “Molossinus
Colloquium,” which promotes academic exchange within
the domestic mouse genetics community

3. Assisting with the promotion and management of BRC
seminars, the BRC colloquium, BRC Research Progress
Reports, facility tours, and related events (Fig. 1)

4. Supporting the organization of quarterly progress report
meetings held by each Resource Division

(3) Secretarial Support for the Center Director

and Newly Established Teams

We coordinated the Center Director’s schedule and supported

the smooth operation of meetings and related activities. We

also provided temporary secretarial support for newly

established teams until assistants were assigned, facilitating a

smooth launch of their research activities.

1. Coordinating schedules and supporting meetings for the
Center Director, BRC Executive Board, and the Research
Promotion Division

2. Providing temporary laboratory secretarial support during
the launch of the Transcriptome-Epigenome Research Team,
the Developmental Genome Plasticity Research Team, and
the Microbial Genomics RIKEN ECL Research Unit

TUA—RE
BRC Director's Office

%3\ BRC #EES

kintonesARXES 3A4H(H)16:00 FEBFERHR—IL

ki

BEBBEUVLE, TOETIBRIDESREOVLET .,

FEEF12R6B NS ADIEEolckintoneld. 3AKR TN —ER TLEY.
FBORITURA, AL TH TORARY, SEOMEREICOVTELEIBERITLENSTECRDELR,

intoneZ AN TVBIREDS @RS 1 RTHRBUVRE, [ETHTEI M INBREE D EI ? |

—RICEEBEEEAN?

Speaker: kintonezZiALEA
ER : fiaRRRRER - HEES

1

BRC#EER (L. BRCOSIREDEEDTY .
BRCICHHEUI R ZLIZL T B0

kintone T T& 3 NMATR D33 75 8D

BRCOWIZE - EF (O BRZFIEFOWLARD
TR - AERED
JUTYYRTSHLRWAR Y- REICTHRHIEE N

kintone

H-RE
info-brc-seminar@ml.riken.jp

BRC EELK R 2 —

Fig.

1 Poster for a BRC colloquium
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This unit has developed the RIKEN Integrated Plant Phenotyping System (RIPPS), which automatically analyzes plant
phenotypes in response to environment. Using this system, we are trying to elucidate the stress response mechanisms in
plants. Furthermore, as a platform for plant phenotyping, we are evaluating plant traits and collecting data using RIPPS in
collaboration with researchers inside and outside RIKEN. We are working on phenotypic analysis in collaboration with BRC
and other collaborators and are accumulating and releasing data that will contribute to the development of plant science. The
unit also belongs to the CSRS and contributes to the promotion of collaboration with the BRC.
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Research & Development in FY2025
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(1) Improvement of plant phenotyping system
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operation of newly installed RIPPS systems at the BRC and the
CSRS, and further improved the system control software (Fig.
1).

(2) Establishment of a crop-evaluation system
using CRIPPS (Crop-type RIPPS)

The 120-pot type RIPPS developed for the analysis of

Arabidopsis thaliana can be used for analyses of early stage of
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Hirai Research Collaborative Group (Mass Spectrometry and Microscopy Unit)
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Fig. 1 Initiation of newly installed RIPPS device

middle-size plants such as Brachypodium, Quinoa, and Micro-
Tom. We have also developed a crop-type CRIPPS for the
analysis of larger crops such as soybean that require stronger
light for growth than Arabidopsis. The CRIPPS is equipped with
LED light with continuous wavelength that emulate sunlight
and can analyze 42 large pots. It is also equipped with an
automatic fertilization system with precise pump control,
which enables adjustment of nutritional conditions according
to plant growth. This year, we performed a comparative study
of soybean cultivars using CRIPPS and identified drought-
tolerant lines that exhibited little yield reduction under dry
conditions (Fig. 2).
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Fig. 2 Estimation of drought tolerance of soybean cultivers

Soybean growth (top) and yield changes (bottom) in response to
drought.
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(FAEAY LI AREF—L)

Ichihashi Research Collaborative Group (Holobiont and Resilience Research Team)

&va
/ 4
v /

l—

F—LF«Lo%— THiS Z2EE @) Yasunori ICHIHASHI,Ph.D.

Swyia rEEBE

EMRIRVEREZNMNT TER L. £RBERICEISL TS, TOBETABIZEEEZRBAL. BAROEGOLHEAZ
FALTEBRZEEL TS LH L. EFTREBRNDBEBNANS OREHEZSISEC L TWVWS. AEHNE
ReXLTHDTHL. ANREBADBNYT 57coiC. LB - 18 - MEVMOEMRZS XA TLLNILTHRAL, TV
7V MR ED B, BERBPEAREOUTINT—IILRTFT—2%FAL. NN T+—<IY>X - AVEa—
TAYTBELLEION-V VR - YA IV RICE D REBMBOEFNGEREICER S 2.

Over billions of years, organisms have evolved and adapted to their environments. Humans harnessed this natural ingenuity
by inventing agriculture, leveraging life's mechanisms to produce food. Yet, recent excessive interventions in ecosystems have
led to numerous environmental issues. Instead of dominating nature, our aim is to harmonize with it by understanding and
engineering the intricate soil-plant-microbe systems at a systemic level. By utilizing real-world data from agricultural and
natural environments and employing high-performance computing, our convergence science aims to contribute innovative

B—HHEENVHCS\T - 7N mOst

solutions to environmental challenges.

2025FEDER

Research & Development in FY2025

(1) UZI7=IL R F—2EUF L Soil Bank 1518 D HEE
BN AVEBENRELIEUTILT—ILRTFT—2%HWN
TRERGICEET 2EMMEETEEML LI, TORER. (X
tiﬁﬁ%%ﬁiﬁ(: KO TEBRENENTZEEZSNTET:
« EBRICIFENOBBICEDL 5. HIBRAEZINAE
IEMS?MJBU’Cmbiﬁ%ﬂtiz*ih‘ﬁﬁw; CUTILT—=L
R F—2EEOEEMEHREINT .

THIC. IEMEYMENRBERERPNICEIE TS T+
EDRE C LTHETZEMICEEL. 2E 3143
DOTEFEY > T IE BV ERE DR Z R L 2. T DFER.
TETAIONA A — LT — 2D 5 TEYIBLFERCBED
[REMRYE . ERLREBERE TARETHS CEES
M LTz IS EYIBEE RO ETETEBEDE WA F2HA-
EHOREBEFEBROFFICES T3 TRENTEINT .

NSDMATHEB Y L THEY Y I EERBICINE:
REL. REBEBREBTARERF BN )Y =2 LT
GRS % Soil Bank BB ZHEL TW3, /e, MERET
A2 T2 b Soil Memory % 3@ U fe 3B H > 7 )LINERFI DS
FICHWOEATWS,

QRQEBETFISANLYALEWEYM) Y —XFAH
Soil Bank ZEB LT, BET DRIV VELUVEHR
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WEW)Y —AEEREHEL TWVWS, BETIHILYAVT
. REFBEZARE LIEFTAETILORE CIREEZ ED.
BRZBRERMPREEHRETICEITZ>IaL -3y
BEBLICERDEATR, RE. ER7 1 —INOBITEZED
BLIBHIT. TRXFBAOBRAZHEEL TW5S,

WMEYIY —XBEHETIF. 7—NXF25—HIER
Entrophospora pallida DB B#EEICAKII L. EYR DL RIE
ENRERR L. BEFEREZED D DT, FELHR
X DEFeERmEED TS,

I5IC. WRIRIBAFMEY DFZR £ LT, Ktedonobacteria
% & U Vulcanimicrobiota PIIC B § 2 FiiRAR M D BEIZE
CIRNT R EDTze XY LEEITIZE D BEX% chromid
REBEALL XY MDA ZAKHECTFOERS LUHELICE
BRREZRLTWVWR xRl TEMEYDREHRD
EREMERC L THVWIEEEIF O ZBS M LT,

(1) Real-World Data Acquisition and
Development of the Soil Bank Concept

Using field-scale Real-world datasets collected from citrus
orchards, we conducted integrated analyses combining soil,
plant, and environmental information to quantify the
complexity of agricultural management systems. Although
organic farming has often been assumed to increase soil
carbon accumulation, our analyses showed that management
systems with reduced fertilizer inputs exhibited higher soil
carbon levels regardless of whether the fertilizers were organic



H Soil is not just a substrate — it is a long-term archive of ecosystems
SOI I Ba n k | We will systematically collect and preserve soil samples

- @ -

Information Resource

.‘
§

e 4

BioResource Discovery
Isolating high-value microbes for next-gen stimulants.

Agricultural Digital Twin
Predictive modeling for crop stability and optimization.

1 Soil Bank #DE, TEMEYE =B L TREERERF - #
Fil. BET ORIV A U OHEMERREANERT %,

Fig. 1 Overview of Soil Bank concept, linking environmental information
stored in soil microbiomes to agricultural digital twins and microbial
resource discovery.

or chemical. These findings demonstrate the importance of
real-world data acquisition for understanding sustainable
agriculture.

We also investigated the possibility that soil microbiomes
function as along-term “memory” of environmental conditions.
Machine learning analyses using soil samples collected from
314 sites across Japan demonstrated that diverse environmental
parameters, including soil physicochemical properties and past
weather conditions, could be predicted from soil microbiome
data. Furthermore, differences in microbial life-history strategies
appeared to contribute to the retention of environmental
information across both short and long time scales.

Based on these findings, we are advancing the “Soil Bank”
concept, which aims to systematically collect and preserve soil
samplesasanew type of bioresource containing environmental
information (Fig. 1). In parallel, we are promoting a citizen-
science-based sampling framework through the “Soil
Memory” project to enable scalable and community-driven
soil collection.

(2) Agricultural Digital Twin and Development of
Microbial Resources

Building upon the Soil Bank platform, we are developing both
agricultural digital twin systems and beneficial microbial
resources. In the agricultural digital twin project, we further
improved prediction models for soybean cultivation by
integrating soil and environmental datasets into crop growth
simulations. The system is now entering the practical
implementation phase. In addition, we have started conceptual
development of a next-generation digital twin model for rice
cultivation.

For microbial resource development, we successfully isolated
and cultivated the arbuscular mycorrhizal fungus Entrophospora
pallida and confirmed its plant root growth-promoting effects.
Field trials are currently ongoing, and a manuscript describing
this novel species is under preparation.

We also continued exploration of microbial diversity from

MIBEEMR I IL—F(ROEF > b LU T Y AR F— L)

Ichihashi Research Collaborative Group (Holobiont and Resilience Research Team)

extreme environments and isolated novel lineages belonging
totheclassKtedonobacteriaand the phylumVulcanimicrobiota.
By integrating shotgun metagenomic analyses with genome
analyses of cultured strains, we discovered that large chromid-
like extrachromosomal elements play important roles in the
accumulation and evolution of secondary metabolite genes.
These findings highlight soil microorganisms as a highly
valuable and largely untapped source of future
biotechnological resources.

X IN—FKERK

Members

F— LT« L2 A2 — [Team Director]
™45 220 Yasunori ICHIHASHI,Ph.D.

fHZS & [Research Scientist]

5ER 1ESF Shuhei YABE,Ph.D.

11 E— shinichi YAMAZAKI, Ph.D.
¥ Ehs Chongyang YANG, Ph.D.

R4S BIRFZTE PD [USPS PD Researcher]
AHE B4 Nao OKUMA,Ph.D.

KRR ZE [Postdoctoral Researcher]
%R H#ﬁ Fuki FUJIWARA, Ph.D. (2025 £ 10 & D)

BRI X Fa—F bk + 1 —F 4 — [RIKEN Student Researcher M]
)11 @ Rin FUTAGAWA FF41 JB Asahi NOMURA

T ZHILRE Y T |l [Technical Staff 11]
BEZS 5K Yui NOSE Ah BBZE soyoung PARK, Ph.D.

EEBMZEE [Visiting Scientist]

FR A Tsuyoshi ISAWA /\SR B Takahiko KOIZUMI,Ph.D.
B %25 /& Tomohisa SHIMASAKI,Ph.D.

K3 ERAE Iwao OHTSU, Ph.D. 1|0 BEBF Hideaki KAWAGUCHI

FHZZIEET [Research Consultant]
/7% 51— Hiroichi SATO

TR [Assistant]
EIEB E? Mayu NANBU

IN— I* R A < — [Part-Timer]

#2HH BEF Akiko TSURUTA R TKHE Tamao NAKATANI
32 BF Hiroko TSUTSUMI FAH 3 F Keiko TANAKA

3R B Megumi SAKAGUCHI
R a)L BFNAXR A ZZ L Tajul Md. Islam
E#8 1 3 2 Hiromi TAKAHASHI

EBH [Intern]
H £ $2AKER Kentaro INOUE L — 7 — 7K77 > LE HUU HOAN

FHZE4E [Research Fellow]
AR BB Shunta KIHARA

FHE4E [Student Trainee]
B FNE Kazuki MURASHIMA  #t | [ Riku MURAKAMI
R A — Taichi WASHIO

RIKEN BRC Annual Report FY2025 | 55

S—HHRHEHNVHCS\UT - 7N mOs



PUERSERE

FX-BR

Activities in RIKEN BioResource Research Center

R

I Experimental Animal Division

Article

Nakashiba T, Sugiyama T, Iwano S, lwama M, Yoshiki A,
Miyawaki A, Abe K. Assessing leaky expression of Cre-
dependent DNA constructs in the mouse genome using
sensitive bioluminescent reporters, Cell Reports Methods,
101369 (2026), peer-reviewed, 10.1016/j.crmeth.2026.101369

Hang A, Shao A, Shea M, Roux MJ, Imai-Leonard DM, Adams DJ,
Amano T, Amarie OV, Berberovic Z, Bour R, Bower L, Leonard
BC, Brown SD, Cho SY, Clementson-Mobbs S, D'Souza AJ,
Dickinson M, Eskandarian M, Flenniken AM, Fuchs H, Gailus-
Durner V, Heaney J, Hérault Y, de Angelis MH, Hsu C, Jin S,
Joynson R, Kang YK, Kim H, Masuya H, Nam K, Noh H, Nutter
LM, Palkova M, Prochazka J, Raishbrook MJ, Riet F, Salazar J,
Seavitt JR, Sedlacek R, Selloum M, Seo KY, Seong JK, Shin H,
Shiroishi T, Sorg T, Stewart M, Tamura M, Tolentino H, Udensi U,
Wells S, Wurst W, Yoshiki A, Meziane H, Yiu GC, Sieving PA,
Lanoue L, Lloyd KC, McKerlie C, Moshiri A, Consortium ft.
Ocular Phenotyping of Knockout Mice Identifies Genes
Associated With Late Adult Retinal Phenotypes, Investigative
Ophthalmology & Visual Science 66(6), 64 (2025), peer-
reviewed, 10.1167/iovs.66.6.64

Briere A, Vo P, Yang B, Adams D, Amano T, Amarie O, Berberovic
Z, Bower L, Brown SD, Burrill S, Cho SY, Clementson-Mobbs S,
D'souza A, Eskandarian M, Flenniken AM, Fuchs H, Gailus-
Durner V, Hérault Y, de Angelis MH, Jin S, Joynson R, Kang YK,
Kim H, Masuya H, Meziane H, Nam K, Noh H, Nutter LM, Palkova
M, Prochazka J, Raishbrook MJ, Riet F, Salazar J, Sedlacek R,
Selloum M, Seo KY, Seong JK, Shin H, Shiroishi T, Stewart M,
Svenson K, Tamura M, Tolentino H, Wells S, Wurst W, Yoshiki A,
Lanoue L, Lloyd KC, Leonard BC, Roux MJ, McKerlie C, Moshiri
A, Consortium fT. Systematic Ocular Phenotyping of Knockout
Mouse Lines Identifies Genes Associated With Age-Related
Corneal Dystrophies, Investigative Ophthalmology & Visual
Science 66(5), 7 (2025), peer-reviewed, 10.1167/iovs.66.5.7

Ogawa E, Oikawa T, Ayabe S, Miwa T, Mizuno S, Nozaki T, Kosaki
K, Yoshiki A, Tamura M, Takenouchi T. Haploinsufficiency of
Runx2 restores the cranial sutures in a mouse model of Pdgfrb-
related craniosynostosis, Human Molecular Genetics 34(22),
18561864 (2025), peer-reviewed, 10.1093/hmg/ddaf148

TERRMEER, MERE. B FAEBEREMDER /N7 )
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Y — 2 DBEGREEIE, BIO Clinica 40(9), 45-48 (2025), B iE

Rahmawati NY, Dinh TT, Oikawa T, Shinogi A, Ikeda K, Kadota M,
Tamura M, Amano T, Yoshiki A. Luminescent mouse model of
endometriosis: three-dimensional morphology of lesions and
cytokine profiles, Experimental Animals 74(4), 419-428 (2025),
peer-reviewed, 10.1538/expanim.25-0044

Takada T, Miyazawa H, Yamagata M, Tamura M, Yoshiki A,
Toyoda A, Noguchi H, Masuya H. MoG+3.0: expanded structural
variant visualization and integration of genomic data from five
newly analyzed mouse strains., Mammalian Genome, (2025),
peer-reviewed

Dinh TT, Imura C, Shiokawa M, Ayabe S, Yoshiki A, Inoue H,
AmanoT. A partial deletion of the Tardbp 3 “UTR affects TDP-43
regulation and leads to motor dysfunction in mice,
Experimental Animals 75(1), 25-61 (2025), peer-reviewed,
10.1538/expanim.25-0061

Presentation

Masuya H, Yamagata Y, Yamagata M, Furuse T, Ayabe S, Shibuya
H, Kadota M, Suzuki K, Kushida T, Tamura M, Yoshiki A, Niimi K,
Fujisawa S, Shimogori T. Al Model Development for Daily
Mouse Behaviors in RIKEN AGIS Project, AMMRA 2025,
Kawasaki, Japan, September 18-19 (2025)

BEEES T, RO)ISX PFIEER, BERESE SHEN, XF
=i, HARE NAEEER, FLEXETF. Establishment of
embryonic stem cells from wild-derived strains of mice, The
15th AMMRA & AMPC Meeting, )| |I&, Japan, September 18-
19 (2025)

Dinh TT, Ayabe S, Yoshiki A, Inoue H, Amano T. TDP-43
dysregulation and motor impairment in mice carrying a partial
Tardbp 3 °UTR deletion, £48EIB AN FEMFRFR, #E/||
27, Japan, December 3-5 (2025)

Kubo N, Oguchi A, Masuya, Amano T, Kawaji H, Kasukawa T, Oki
S, TakadaT, Ogura A, Murakawa Y, Tamura M, Yoshiki A, Shiroishi
T. Phenotypic Annotation of the Mouse Non-Coding Genome:
A Next-Phase Proposal for IMPC, the 15th AMMRA & AMPC
Meeting, JI[I&, Japan, September 18-19 (2025)

ARER, NOREF, BIEEE, XEFER, )RR, #)1H#
t, B, SEETT, FEEEF, NEEER, #1134, B ES,
EAE, MARE. XU IARFUBRORLS -7y ~EL



TH/ > A=T 1 >4 ) LOWRERR, B48RIBEDF4E
YMESER, #EM, B4, 1283-5H (2025)

BEER. BLFUIEVIAMREE LUVZOETRESED
FEFEE@E LN F )Y — REBEEE, £350EOT X
AMER, B, B, 11825-26H (2025)

BEEEk. BYRBRDBXIRTBLEARRIVEA AT RS 1> -
PREPAREH A RS »ICDWT, dLiBEARFFDIHMESR, HLIR,
BHA, 5829H (2025)

HEEREDR, P B — SEIRE, ZRER SR 20T/ L
REZAW/ v I UIVRERICE T BEmEERE,
B2OHARREYF SRS, BwEHE BE 5821-23H
(2025)

Ayabe S, Sato K, Mizuno S, Nakashiba T, Nakata H, Takada T,
Inoue K, Mochida K, Amano T, Masuya H, Tamura M, Ogura A,
Shiroishi T, Yoshiki A. Expansion and Value-Addition of Mouse
Resources by RIKEN BRC/NBRP, The 15th AMMRA & AMPC
Meeting in Kawasaki (2025 AMMRA & AMPC), Kawasaki, Japan,
September 18-19 (2025)

BEER. BREMOSVEYRRICEMIZINIF IV =X
X TEEBNAL Y X —H3EFT 5898[E&E4 =, Online, 78
10H (2025)

Ayabe S, Nakata H, Nakashima K, Hashimoto T, lwama M, Miwa
Y, Yoshiki A. Genetic quality control for genetically engineered
mouse models, 2025 Annual Meeting of the Asian Network of
Research Resource Centers (ANRRC2025), Bangkok, Thailand,
October 9-10 (2025)

FREPE, BHET FILEF, WL, SKF.BRCYUR Y
—XFBEDOEKEIEY X T LB, BACIBHRERSY R v
cD— o2, fYeH, BHA, 1289-9H (2025)

Takada T, Usuda D, Kushida T, Mitsuhashi N, Moriya Y, Chiba H,
Amano T, Tamura M, Yoshiki A, Toyoda A, Noguchi H, Kasukawa
T, Masuya H. Enhancements of the mouse genome variation
database MoG+ for supporting advanced biomedical research,
E72EBAEREBYFRER, BHET, Japan, May 21-23
(2025)

=AML, Susan BM, IHEX, THERM, EAF, BRESL, A
S, BIERE. WILERRFEL Y ~OY— (MP) D BAEER,
BesHAAARREFRFMESR, FBH, BE, 7825-27H
(2025)

Masuya H, Furuse T, Ayabe S, Kadota M, Suzuki K, Yamagata Y,
Takada T, Kushida T, Tamura M, Yoshiki A, Niimi K, Fujisawa S,
Shimogori T. Toward The Development of Al that
Comprehensively Learns Daily Behaviors of Mice and
Marmosets, The 38th International Mammalian Genome

MEFHK

Publications

Conference, Glasgow, United Kingdom, April 6-9 (2025)

LB, ZILR. EFE. K2 EEEE. ZHEE.

MRS, BREEMRALL R—K2—ICkDFHELIETT X
7 LICHBITBCret®EZMIDNAI Y R RS bD U — O I,
FABEIHAND FEYMFRER, #E™, HA, 1283-5H (2025)

Nakashiba T, Sugiyama T, lwano S, lwama M, Yoshiki A,
Miyawaki A, Abe K. Assessing leaky expression in Cre-
dependent DNA constructs using sensitive bioluminescent
reporters, Z554B|BAGBFRFMER, EE™, BAE, 128
10-12H (2025)

fhEERHE. Assessing leaky expression in Cre-dependent DNA
constructs using sensitive bioluminescent reporters, £525[8]H
FBEERZFRME, MA™, B, 3819-208 (2026)

I Experimental Plant Division

Article

Yoshino K, Tanaka R, Yoshida S, Numajiri Y, Teramoto S, Kitomi Y,
Uga Y, Kawakatsu T. Biomarker genes for model-based
prediction of drought-stress perception levels in rice, BMC
Plant Biology 25(1), 1216 (2025), peer-reviewed, 10.1186/
s12870-025-07175-5

Presentation

HRE, H>CT, HNBF, FIESERE, BT, )BT, 120
BRCODExp-PlantAZ O ADFR Y —ZXDEME N
(2025), HAEYF2EHESIEIAE, &M, Japan, 9518-20H
(2025)

FHREL, )R IBMBRCOEXp-plant 1 X O T AD /N1 7 1
YV —BEROEMICOWT, Fe7/EHAENEBRFRER, &
=, Japan, 38 13-15H (2026)

PFIREZR, #RE, IWWIES, KETF, MILETF, HEZAKEE,
BERLC, EE—, FI1BE. BE2 O X FIFOERERR
BERRFEEICED 2 E@ETTDIREK, H67[0HABYERE
FLESR, W, Japan, 3813-15H (2026)

NSRRI BIT 331 T« ToOF > O, $48[0]
HEADFEMERESR T+—FL2F13, #E BHE 128
3-5H (2025)

Ahsen G, Shiraishi K, Tonosaki K, Okamoto S, Kaga A, Kuroda R,
Matsuoka J, Toyoda A, Kawakatsu T, Maruko C, Takahashi K,
Okazaki K, Okada M, Fukai E. Essential Contributions of
GmDDM?1 to Epigenetic Stability and Seed Development in
Soybean, FE67EIHAEMEIEFRER, RER, Japan, March
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13-15(2026)

Fukuda H, Fukuda A, Sakamoto T, Kawahara Y, Naito K,
Kawakatsu T, Yonemaru J, Ogawa D. Uncovering Agronomically
Favorable Genotypes in Temperate Japonica Rice through
Haplotype Analysis of a Japan-MAGIC population, £567[5]H &
EMERFRFR, ®R, HAE, 3813-15H (2026)

Nomura Y, Shinozaki Y, Kawakatsu T, Kojima M, Takebayashi Y,
Sakakibara H, Edura H, AriizumiT. Integrated Analysis of Tissue-
Specific Transcriptomes and Transcription Factor Binding Sites
Reveals Jasmonate-Mediated Fruit Set In Tomato, Plant and
Animal Genome 33, San Diego, United States, January 8-14
(2026)

RHLAEE, RIRE, /"B T, R TIREAE, LOER, SHE K
FHAEEE, A, i, )| R B A X EBX U XT
LOMEGHREBICRIZ2 O F U7 I EU T 1« DEAL,
Fe7CHAEYMEIEFRER, BE, B4, 3813-15H (2026)

AHLRRE, (RIREE, FREMAF, ILCOERE, REEX, SHEM, H
BERL, ISR, T8z, 7OV ViEMLERERICK S 1%
EEXIZATFLOVOIF VT IEIE D T4 OFM, BE
BE¥ R £148CEER, dbiEE, HA, 9810-11H (2025)

Yoshino K, Tanaka R, Yoshida S, Numajiri Y, Teramoto S, Kitomi Y,
Uga Y, Kawakatsu T. Biomarker genes for model-based
prediction of drought-stress perception levels in rice, Plant and
Animal Genome 33, San Diego, United States, January 9-14
(2026)

INABEL, BEREHE, BE R, EREMET, )BT, EBHBRC
ICH T ZIEYEEMAE) Y — A DUNE - 121t - MEEEICE
T 32025FEE DY, Fe7/MHFENERFRES (RRE
), BWE, BA, 3813-15H (2026)

MR, FIdD2 X AU NAAX—H—EEFZAL
TeFIEDR ML RE2HT, HABREFERH1480#ER, LR,
HZ, 9810-11H (2025)

INRREL, BERERE, RE R &MET, MEZE, #AX
F, BEEAT, )BT, 2025FE DEMBRCICH VT S 1BYIE
i) Y — XD - 1B - REEIE, FHRBHAEYN
1F70/00-%2@F) ks, #F, BA, 985-7H
(2025)

Book

INREEL. FEY D IEENRE - BB OBERRE £ESWCBE
DEH, AR ENE, 4-33,348-349, (2025)
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Cell Engineering Division
(RIKEN Cell Bank)

Article

Kasai F, Fukumoto K, Saijo K, Nakamura K, Miyagi Y. Normal
human cell strains characterized by the properties of
mesenchymal stromal cells: implications for the fundamental
features of cultured cells, Human Cell 39(1), 33 (2026), peer-
reviewed, 10.1007/s13577-025-01338-0

Nishigaya Y, Takase S, Sumiya T, Kikuzato K, Hiroyama T,
Maemoto Y, Aoki K, Sato T, Niwa H, Sato S, lhara K, Nakata A,
Matsuoka S, Hashimoto N, Namie R, Honma T, Umehara T,
Shirouzu M, Koyama H, Nakamura Y, Yoshida M, Ito A, Shirai F.
Discovery of potent substrate-type lysine methyltransferase
G9a inhibitors for the treatment of sickle cell disease, Eur J Med
Chem 293, 117721 (2025), peer-reviewed, 10.1016/j.
ejmech.2025.117721

Presentation

Nakamura K. Efforts to Expand Cell Materials and Enhance
Quality Control at the Cell Bank of the RIKEN BioResource
Research Center. 2025 Annual Meeting of the Asian Network of
Research Resource Centers (ANRRC2025), Bangkok, Thailand,
October 9-10 (2025)

A, MROMEAN SHEER - BELFAREET S
BOIBHDY A T RFEE FEREFTC@FELD 836, o<
(&, B4, 11822-22H (2025)

AR, (CFYEFHEICERRIEE AR VY — X Zin vitro
EFI), BIBEIEREEBFARARY VRIT L DRERD
E2YBEFMETIDRNAAIY —REETILRDRH
R0, B=, BHA, 3810-12H (2026)

Gene Engineering Division
(RIKEN DNA Bank)

Presentation

EEELR, P EH— 2NN, S RiER S SR/ L
REZBW/ voA VR IRERICEITRECREEHE,
FROHARRSYFERES, &EHE, HBA, 5821-23H
(2025)

Ayabe S, Nakata H, Nakashima K, Hashimoto T, Iwama M, Miwa
Y, Yoshiki A. Genetic quality control for genetically engineered
mouse models, 2025 Annual Meeting of the Asian Network of
Research Resource Centers (ANRRC2025), Bangkok, Thailand,



October 9-10 (2025)

Miwa Y. Elucidation of fibrosis-specific collagen fibril structure
with collagen imaging technique, The 10th RIKEN Life Science
Retreat, Numazu, Japan, January 19-19 (2026)

ZBRER. N1 AOR2REHEEIE ~$Eléi%73“%DoT$5
TRVWRETS~, RWEARLZEREHTIEEMRS,
£, B4, 1816-168 (2026)

=&{E%. HaloTag D invivo 6 ~A5—7 VA X—=2 >
NUZ~, % 48 MAAXADFENMER ST b HT7 I+ —
TPromega Dynamic Connection), #&, HZA, 1283-3H
(2025)

ZERER SEATESIROLAEA BLHRDIHDOTF 1T
D AGEE TROFRCBERC) $4E, o<, BAE 118
29-29H (2025)

SHRER. BN OAIRFER, BrAEDLHOY I IV XE
B TERrEQe@EEey $10, o<, BZE, 1188-8H
(2025)

SRER NAF/ZA4 71 I IFOBRBERIZMAH
IhDIC<VWON?, EHEE DAY for ACADEMIA
2025(EFA2025), R, HA, 1285-5H (2025)

SEER OS5 VA X—T VN K BERHEEDERR, 2025
FEISTE ENTERAES, ML, HA, 98527-28H (2025)

ZHER BEAITOHNS ! HSBVERBBVWNIFTOR
2REEHL, TEEGTHhH S | ISRVWEBBULNTTOR
SREH I FZFEHEINAF - LFERRIICE T Z5BER
Online, 9811-11H (2025)

—HRER BFR HYB, NEEK REIEF. I5—4 > 1 X
—JUIETILN T RICKL IGMERIEDOARE, $£350€0
X AMER, HEA, HA, 11825-26H (2025)

ZHER ABIEF, EE2— BFIEEA, REEE. 5 -4
AA—=D D TEMICE > TREENTHMMEERENR IS —
T4 T VILIEE, BB AELFERAR, FEH, BHE,
1183-58 (2025)

Miwa Y. Analysis of Accumulating Errors in NCBI International
Nucleotide Sequence Database, ANRRC2025, BangKok,
Thailand , October 9-10 (2025)

FIFER, =HER N 7—2RBALIERBEY / LAAD
BELEFEOT YTy TEA, F48RBADFEYFESR
i, B2, 1283-5H (2025)

Righi—, 82—, FIHER, ANERE, MHKR, HHEX,
BHEXE, RREF, BREZE, TARE HERKSE, ZWER.

MEFHK

Publications

BBRCAAZOY T — R IERERIEEEEDNAL YV — izt
FoEEl, r—d—0B>YRI T L2025 RAE, A, 10
H20-208 (2025)

miLFEz, BREZ, Xii—, BHAE ERTET, &)
HF. METAEEONFBZHFERSEIBHRY
RDMkit-jp, F—TJ—DH> >KRIDL2025 ERE, BHAE, 10
H20-20H (2025)

Nakashima K, Miwa Y. Development of tightly controlled
expression system to elucidate highly toxic genes, during
establishment of SARS-CoV-2 genetic resources, Joint Meeting
of JSCB 77th & JSDB 58th, Nagoya, Japan, July 16-18 (2025)

Kijima J, Sasanuma S, lida T, Nozaki S, Miwa Y. Maintenance of
ECM Resource in RIKEN DNA Bank- Collagen Full-length cDNA
Resources, International Symposium on Multimodal ECM-
Toward Elucidating ECM Dynamics—, Gotemba, Japan,
September 3-4 (2025)

Miwa Y, Kijima J, Sasanuma S, lida T, Nozaki S. Qualitative
Analysis of Collagen Fibril Structure in Fibrosis Based on Fibril
Imaging New Technique in vitro and in vivo, International
Symposium on Multimodal ECM-Toward Elucidating ECM
Dynamics—, Gotemba, Japan, September 3-4 (2025)

SERER. AIESALEBXMESERY X T LOREL
DNANY J¥FEADEE, NBRPA VS >T—ovavy
2025, Online, 7825-25H (2025)

=ER{ER, BEIR, AIBIEF. Visualization and analysis of in
vivo collagenfibrils in the whole body of model mouse, Joint
Meeting of JSCB 77th & JSDB 58th, Nagoya, Japan, July 16-18
(2025)

Z8HER. N1 7 (BLTFRRE) ONRERE, 22REES
EEICHY 3 ARMELAMER, BT, AE, 7811-118
(2025)

=&5fE7%. Collagen Imaging Research and Development of
Genetic Resources for ECM Research, SFUEAFEZ A1 71 /N
—>ayEMTIOJ S LA —TF >t =+ —, Tsukuba, Japan,
June 12-12 (2025)

=8ER, KBIEF. EY - £SRZEST L O EFERICHEIS
TN« BHA A= VT DO OBYRERDO BN, F
4O EREFREMLFEF MR, B, HA, 6827-27H (2025)

RER, NFRH, ZEEE, REESE, )IIENR, BHHE.
HEFEER SHAY 7 7 1) > Clh6DIBHMIRIBN D5 TEER
RN, BAELE T +— 7 LE58AMEHRER, TES,
B, 983-5H (2025)

|E, BHHER BEYE SREEE, NIER, B
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SUMO ERERRIEEIH'BES ¢ 2 DHERRRAEKEIEOEF
BN, BRELE T +— 7 LE8EMEHRER, TE
™, B4, 983-5H (2025)

REETE, EREF, BlEF, =H{ER. Schizosaccharomyces
pombe decatenation N7 Z—3/ 1) — X DIBE, BREETFE 7
74— 2 LB58EMRRER, TEH, HA, 983-50 (2025)

BRAEESE. %A DNA DI £ D % T 31448, ST e
T IRT 4 U ADFE ¢ e Bl 5E8O] R T B
=, B8R, BA, 981-2H (2025)

KEHi—, NIBIEF, =8iER. > avoauNIR4ES / L
DIVEI OS5 —4 > Cg25cDBRY LLE R4 & ZRABM DR,
ARELFERE7/OAR, HERERESN, HA, 8520-23H
(2025)

BIFEH. AT 7—20 in vitro Ny —S >0l & 3EBR
BEA, #2121 KBERZES, &, B4, 6812-13H
(2025)

KIEIEF, BBE— RALES, BIHEH, ZHRER. 15—
TERMDMAY Y —XOEfE, H57EBAREESEMFEFM
£, KBk, BZA, 6 37-88 (2025)

ZEBRER BER KBIBEF. 74 TVILAX=SVFETIL
T A% AW RIRERMNT, 55570 HAESEBFESFMAS,
PHET™, B4, 6 57-8H (2025)

I Microbe Division (RIKEN JCM)

Article

Fujita N, Hashimoto A, Ohkuma M, Hosoya T, Kakishima M.
Microbotryum crypticum, a new anther smut fungus on Silene
miqueliana from Japan, Mycoscience 67(1), 1-9 (2025), peer-
reviewed, 10.47371/mycosci.2025.10.001

Maruoka N, Kudo R, Igai K, Shimizu M, Yuki M, Ohkuma M,
Hongoh Y. Discovery and genomics of H,-oxidizing/O,-
reducing Deferribacterota ectosymbiotic with protists in the
guts of termites and a Cryptocercus cockroach, ISME
Communications  6(1), ycag002 (2026), peer-reviewed,
10.1093/ismeco/ycag002

EFESW. -7 O RICESHRVEREEBIEL T ~BERIC
$ 1T BMALDI-TOF MSHUREIFE DIRIK & 588 ~, BABHEHE
455 53(10), 333-340 (2025), IR

Ban S, Endoh R, Hayashi M, Ito J, Uehara Y, Kota A, Yamashita K,
Horiyama M, Miwa K, Oowada T, Yaguchi T, Tanaka K, Ohkuma
M. Large-Scale Expansion of the MALDI-TOF MS Library for

60 | RIKEN BRC Annual Report FY2025

Comprehensive Identification of Yeasts and Filamentous Fungi
in Clinical and Sanitary Contexts, Medical Mycology Journal
66(3), 113-123 (2025), peer-reviewed, 10.3314/mmj.24-00031

EREFPER, WOSBAT, B, ARBRRE. RAA X - I URKEN
FEERH 508 - BE SN FARBETHE L HEETHEE
ICK2MEMER, Bl 112(3), 97-102 (2026), E&HiA,
10.2355/tetsutohagane.tetsu-2025-052

Kanno N, Ohtani T, Oda N, Kato S, Ohkuma M, Shigeto S.
Domain-Level Classification of Archaea and Bacteria Using Al-
Assisted Single-Cell Raman Spectroscopy, ACS Omega 11(10),
16913-16921 (2026),
acsomega.6c00460

peer-reviewed, 10.1021/

Tanimoto K, Kato S, Tokunaga K, Hamamura N, Ohkuma M,
Mitsunobu S. Percent-Level Copper Mineralisation Promoted
by Copper-Tolerant Iron-Oxidising Bacteria in Circumneutral
Mine Drainage, Environmental Microbiology 27(12), e70212
(2025), peer-reviewed, 10.1111/1462-2920.70212

Hisatomi A, Ohkuma M, Sakamoto M. Hominimerdicola
intestinalis sp. nov. and Ruminococcus sporogenes sp. Nov.,
isolated from human faeces, and reclassification of
Ruminococcus albus Hungate 1957 as Hominimerdicola alba
comb. nov., Int. J. Syst. Evol. Microbiol. 76(2), 007091 (2026),
peer-reviewed, 10.1099/ijsem.0.007091

Yamamoto Y, Shirouzu T, Hashimoto A, Ohkuma M.
Neostagonosporella sasae (Phaeosphaeriaceae, Pleosporales), a
newly described species from bamboo leaves in Japan,
Mycoscience 66(3), 171-179 (2025), peer-reviewed, 10.47371/
mycosci.2025.03.001

Kobayashi Y, Ohkuma M, Aoki K, Tanaka N, Takashima M.
Chromosome-resolved genome assemblies of Rhodotorula
toruloides reveal abnormal chromosomal evolution under
artificial culture conditions, Scientific Reports 16(1), 1732
(2025), peer-reviewed, 10.1038/541598-025-31366-7

Nishihara A, Kato S, Ohkuma M. Exploring the Diversity and
Metabolic Potential of CO, fixation Mediated by RubisCO in
Prokaryotes in the Japan Collection of Microorganisms,
Microbes and Environments, (2026), peer-reviewed, 10.1264/
jsme2.ME25035

Tsukamoto Y, Sakai HD, Takano Y, Koga T, Nishihara A, Kawai S,
Yoshizawa S, Ohkuma M. Caldiplasma sukawensis gen. nov., sp.
nov., and Cuniculiplasma thermophilum sp. nov., mesophilic,
acidophilic,  cell-wall-less, archaea of the order
Thermoplasmatales, isolated from extremely acidic hot spring,
Systematic and Applied Microbiology 49(2), 126686 (2026),
peer-reviewed, 10.1016/j.syapm.2025.126686



Takahashi K, Hisatomi A, Mori K, Yuki M, Noda S, Hongoh Y,
Ohkuma M, Sakamoto M. Reclassification of the genus
Dysgonomonas and description of Dysgonomonas reticulitermitis
sp. nov. and Viscerimonas tarda gen. nov., sp. nov. from the gut
of the subterranean termite Reticulitermes speratus, Int. J. Syst.
Evol. Microbiol. 76(1), 007031 (2026), peer-reviewed, 10.1099/
ijsem.0.007031

BREAEE. IBEABRCICMOD ANk Z FIMAE L IcARZTRR D
BFBICOWVWT, BAMEYERZERSE 41(2), 89-92 (2025),
Ang A, Robert V, Hisatomi A, Hirasaki M, Maeno S, Ohkuma M,
Sakamoto M, Chatel J, Endo A. Corrigendum: Faecalibacterium
langellae sp. nov. isolated from human faeces, Int. J. Syst. Evol.
Microbiol. 75(7), 006838 (2025), peer-reviewed, 10.1099/
ijsem.0.006838

Kanaya R, Maeno S, Hisatomi A, Ohkuma M, Sakamoto M, Endo
A. Apilactobacillus pseudapinorum sp. nov., isolated from
polyfloral honey, Int. J. Syst. Evol. Microbiol. 76(1), 007027
(2026), peer-reviewed, 10.1099/ijsem.0.007027

Goto-Ito S, Kato S, Takahashi M, Sakamoto A, Yamagata A, Lee
Y, Ehara H, Sato M, Toyooka K, Ohkuma M, Ito T. Structural
analysis of a symbiotic system involving a Nanobdellati
archaeon by cryo-electron tomography, The Journal of
Biochemistry 179(1), 21-30 (2025), peer-reviewed, 10.1093/jb/
mvaf049

Yamamoto E, Hisatomi A, Miwa K, Sakurai N, Koizumi A,
Ohkuma M, Tsuchihashi H, Sakamoto M. Proposal of two novel
species, Allocoprococcus similis gen. nov., sp. nov. and
Faecalimonas hominis sp. nov., isolated from human faeces and
genome-based reorganization of the genus Coprococcus, Int. J.
Syst. Evol. Microbiol. 76(1), 007011 (2026), peer-reviewed,
10.1099/ijsem.0.007011

IRANR., £ FEEHEODEZIAR NI F )Y —IE
fii, Microb. Resour. Syst. 41(2), 37-44 (2025), Z&Ft

Aoki K, Ohkuma M, Sugita T, Kobayashi Y, Tanaka N, Takashima
M. Nuclear division phenotypes in Sporidiobolales and
Trichosporonales, Microbiology Spectrum 13(11), e01327-25
(2025), peer-reviewed, 10.1128/spectrum.01327-25

Kobayashi Y, Tanaka N, Matsutani M, Kurokawa Y, Aoki K,
Ohkuma M, Manabe R, Takashima M. Whole-genome based
phylogeny and comparative genomics of Sporidiobolales and
related taxa of Basidiomycetes, IMA Fungus 16, €141626 (2025),
peer-reviewed, 10.3897/imafungus.16.141626

Moriyama T, Endo C, Isagi Y, Tanaka C, Ohkuma M, Hashimoto
A. Trizodia silvestris sp. nov., a novel species of cyanolichen from

MEFHK

Publications

Japan, Symbiosis 96, 53-66 (2025), peer-reviewed, 10.1007/
$13199-025-01059-w

BAk. RIEERREHEZIOLEEOMBRINOREDEH
ICDWT (£D2), BAMEMERFERES 41(1), 10-14 (2025),
&t

Okamoto T, Sarr PS, Asai H, Tsujimoto Y, Nishigaki T, Takai T,
Rakotonindrina TV, Rakotonindrina H, Andriamananjara A,
Nishihara A, Ohkuma M, Kondo M. Continuous farmyard
manure application increases nitrogen fixation capacity of
soils and relative abundance of iron-oxidizing diazotrophs in
nutrient-deficient paddy fields in Madagascar, Plant
Biotechnology, (2025), 10.5511/
plantbiotechnology.25.0414b

peer-reviewed,

Hisatomi A, Yoshida T, Hasunuma T, Ohkuma M, Sakamoto M.
Difficult-to- culture micro-organisms specifically isolated using
the liquid-liquid co-culture method - towards the identification
of bacterial species and metabolites supporting their growth,
Microbiology 171(7), 001581 (2025), peer-reviewed, 10.1099/
mic.0.001581

B EEBEREZAALALBEEEOANBRERE O -
BEL HALBEFREE 36(2), 67 (2025), EFE

Nakagawa S, Yagi H, Suyama T, Shimamura S, Yanaka S, Yagi-
Utsumi M, Kato S, Ohkuma M, Kato K, Takai K. Exploring protein
N-glycosylation in ammonia-oxidizing  Nitrososphaerota
archaea through glycoproteomic analysis., mBio 16(6), e€03859-
24 (2025), peer-reviewed, 10.1128/mbio.03859-24

Abe K, Yuki M, Imagawa Y, Hisatomi A, Ohkuma M, Sakamoto
M, Noda S. Genome-based reclassification of the genus
Lactococcus and two novel species Pseudolactococcus
yaeyamensis gen. nov., sp. nov. and Lactovum odontotermitis sp.
nov.isolated from the gut of termites, Int. J. Syst. Evol. Microbiol.
75(6), 006803 (2025), peer-reviewed, 10.1099/ijsem.0.006803

Uchijima T, Kato S, Tanimoto K, Shiraishi F, Hamamura N,
Tokunaga K, Makita H, Kondo M, Ohkuma M, Mitsunobu S.
Custom-made medium approach for effective enrichment and
isolation of chemolithotrophic iron-oxidizing bacteria, FEMS
Microbiology Ecology 101(6), fiaf051 (2025), peer-reviewed,
10.1093/femsec/fiaf051

Ang Li Xuan A, Robert V, Hisatomi A, Hirasaki M, Maeno S,
Ohkuma M, Sakamoto M, Chatel J, Endo A. Faecalibacterium
langellae sp. nov. isolated from human faeces, Int. J. Syst. Evol.
Microbiol. 75(6), 006804 (2025), peer-reviewed, 10.1099/
ijsem.0.006804

IRAYER. BRMEOREEY =N L IcEREEEER—
INVENBZIILO E LIBERMEOEFERK—, tFL
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44 63(6), 281-287 (2025), BRE

EH ST, KBERH. HF9Microcaldota FINMEIE SN B £ TD
S, WIRERIBEYIF 255 23(2), 26-33 (2025), &

Koike K, Murotomi K, Hamajima M, Tourlousse DM, Hisatomi A,
Sakamoto M, Sekiguchi Y. Complete genome sequences of
Sellimonas intestinalis JCM 30749T, Sellimonas caecigallum JCM
35759T, and Sellimonas catena JCM 35622T and JCM 35623,
Microbiol. Resour. Announc. 14(4), e01282-24 (2025), peer-
reviewed, 10.1128/mra.01282-24

Presentation

EFEND. BRESCISEAN ? TODBEEERICE S, $207
EERIEMESYS, #E B4, 7811-11H (2025)

Endoh R, Kato S, Ohkuma M. Current Status and Efforts to
Achieve a High-quality Lineup of the Yeast Collection in RIKEN
BioResource Research Center-JCM, ANRRC2025 & CAS-ANSO
International Conference on Microbial Power, Bangkok,
Thailand, October 8-10 (2025)

BTRE, REMX, BiS S, BRI%, Robert B, Tanja W, XLLLSEA.
irE MR RfiPatescibacteriota DA RERERE, BAMLEY
FRFREIBEIAR, R, HA, 957-10H (2025)

BREFMER, ILAE, HHEM,  KBEREM.  Candidatus
Methanogranum caenicola Kjm51atkDEES KU/ L
%, BAWMEMERFRE31EAR, B, HE, 9818-20H
(2025)

BREFFER, LLAFIN, BHEM, KRR FRAX X ERT—F
7 Candidatus Methanogranum caenicola Kjm51atk D& H &
U7/ L, BAMEYERFRE38EIRR, B, AX, 9
H7-10H (2025)

BB, FLEEST, JTES, I8 AR, KA, ANES
—. MREAHEACClostridiaflfiE DRER 7/ L/ BIE DR
BH, BAMEMERF = RN EEANRKEMEAR F2 - AR
BB NS VAR T L, RR, BA, 382-2H (2026)

RIS, REERE, KBEEXE. Nanobdella aerobiophila % €7 )L
& L 74t 54 Nanobdellati 7 — % 7HZE DO BB, BARME
MEBRFR RRMEEANKEEMER F2 - AR
RNRS VRIT L REYOF - A ieMIRER), B, B4, 3
HB2H (2026)

IRAFER. Fric7a b SERNMAEODBEICE T, FEE R HEH
TR/ 20255FENHEBERICEIEFABEANSTRE R
HIREEHSHTEZS(6), BR, HA, 3H30H (2026)

B, KRR, IRAER. FRFRABEODBEE €
DORFEFOMER, BRARE(CFR2026FEAR, RES, B,
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3H9-12H (2026)

ABH, KREERt, RAER b rREEHLSHBEINL
Hominimerdicolal@ ¥ Ruminococcus/@ D¥EE, HAMEYE
BRER NSTHEEARENZR F& - ARERBIK Q>
VIRT T L T O TR A Re R, R, B4, 382H
(2026)

FIERSRAR, KBEEH, ABH, KRERD, RALR, FHIZE.
LactococcusBDBREBE L O7 VERD S B L ILEBED
21, BAMEYNERFE S NS EEANRERZERF ¥ - i
TERRBIA NB VR I U L TEYOF =R aTREMIRRR,
RR, B&, 382H (2026)

SREEHD, ABEED. IBFABRC-ICMDIAE Y%= F) B L 7o FRZE
REOERFMABICOVWT, BAMEMERERE31LEAR, B
&R, B4, 9818-20H (2025)

INEEEIER. BUEEMEREYN%RDT / LIEROERE ~ICMH
S AR R MEMRDFIER~ NBRP A > 51 > T —0 >
3w 2025, Online, 128 (2025)

Kato S, Suzu K, Ohkuma M. Recent attempts to improve
usability for strain selection at JCM, ANRRC2025 Annual
Meeting, BangKok, Thailand, October (2025)

MEEEIE, $5= =, ARERRE. JCM BLAST BRZEROLREH L UD
BRAT I DICMK—ERADEN, HEAMEVMERFES
F31Ek%, HHAK, B, 98 (2025)

Nishihara A. Ecology and diversity of thermophilic nitrogen-
fixing bacteria in a terrestrial hot spring, 18thSymposium on
biological nitrogen fixation with non-legumes, Oxford, United
Kingdom, August 30-30 (2025)

FARERIEY, MBI, KRBl XIRRE T/ LEFZ 5
ELIRBRIRNA A VY — RTHVT BHRREBEEHE D
RRIRER, BAMEMERFRE31EIKRS, Tokyo, A, 98
18-20H (2025)

BARBUK, KEERRAD, ZHREE, VAR, BREA, S8EEF. 18
FREBBOZONKRIFEDIAE, F48LHADFEYFER
£ #5E, B, 1283-5H (2025)

NIRaTE, BB A, BAREK, KERD, 5 EEF EBhER
LRIVDG J LfRFC K B 3BFEEERRhodotorula  toruloides
BROREBRIEGESE RN, F48EIHAD FEMERER, #
B, B, 1283-5H (2025)

ERF, 2IRE, SREDS, B BHET, RREAEF, HE
[F, Lo N, KEERRth, AEA—. > O 7 U BBAREEYIMixotricha
paradoxa® RO E 7 > FARDFEDEE, BAREEYFRE
EBlA=, 78, BA, 118288-1281H (2025)



HNEH, BHERET, EMK, BEE 8558 NLEE &
BARr, REEERth, AEH— MEMBRICHEHRETS
Alphaproteobacteria® Lt Y/ LRI L (S E B DOELE
Ro#E, BAREEYFRBLIAR, #i8 BA, 11828
H-12H1H (2025)

FERWD D, FEEE, A2, N LR, KRERW, AfHM—. >0
7 U BBARE DRI IR E EMIPyrsonympha grandis DA = 5 2
R, BAMEYERFSEISMRRAASR, ®R, BF, 98
7-10H (2025)

HNZH, BmERE, =M, e S8 NLEE
Rz, ARERRtD, A — MEERICHERETS
Alphaproteobacteria QLB / LT C A BERFDIEE, H
AYEMERFREBLERRAR, BR, BA, 987-10H
(2025)

S, FUEBET, TTAIES, U/ IHARR, KRER, REH
—. Clostridia #llC & 2 FARMEAEERHEORR L INK
L 7OE XD, BARMENERFREIBEREAR, B
=, B, 987-108 (2025)

RBHEER, LR, FEERK, KOTR, BRHFE, KRR, £
RAMF, AWM. 7/ LEERHN 5 TS5 X2 FoEEEE TR
T3, BAMEMERFREIBEIRRAS, BR, BF, 98
7-10H (2025)

RS, FERE, SREEH, IRAER, BREFEX, MEEIE, =
B, B, BREIED, HKEEE HE" K TTEF &
WETh, ABEE. IBIIBRC-ICM(D2024 FEEEFNIRE, BAWM
EMERFREIILAR, KRR, BAE, 9518-20H (2025)

BARBK, KEERtD, ZHRE, /Wi, BREA, S 8B&F. 18
FREBROZIHEOWME, BAMEYERFZLE3EAR, R
=, A&, 9818-20H (2025)

INRATE, AR A, B, KRERt, S B8 F. RBELA
DT L7+ > 7&K DHIER L f=Rhodotorula  toruloides
RERICE T2 REBEHEEERE, BAMENERFZRE3E
A%, BR, HA, 9818-20H (2025)

DD, BREFRER, KRERRt, HP A, LS, ILAKRE.
BN INF D5 BB L 7-Qipengyuania sp. 483 #RDRIR
DEFN AR CEYOTEE R LR OKE, B AMEYME
REREIIEAR, BR, HA, 9518-20H (2025)

MERETE, BHES=F, SCAH D &, FEE, RALR, ARE, K
AEERtE. IEMCMTHRA Y 2 HEEREREY DT/ LIER
e, F48LBEADFEMFRER, 5 BZE 12A3-5H
(2025)

ABH, KEERD, IRAR. FREFFEEICLSE MNEA
MEODE 20255FEHAILBEFRAFDIAAEIF— F
WIESK R, B4, 11813-14H (2025)

MEFHK

Publications

BEHEz. BUERERDSOBELCENTES T —F 70K
fEt, BARRBIFRE7EIRE, R, B4, 98 (2025)

Schwarzer S, Sakai HD, Hackl T, Nunoura T, Kurosawa N,
Ohkuma M, Quax TE. Symbionts and Invaders: Exploring the
Nanobdellota-Metallosphaera-MTIV4 system, Thermophiles
2025, Miinster, Germany, September 7-11 (2025)

B[S, REERSD. JCM 1R Paecilomyces Bk DD BFHIEE
E C BIFEE RS OME, BAMEME RFERE31EAR, B
REHERKX, B4, 9818-20H (2025)

B, ABH, Hak S8, HFRIEF, AMB8—, KRR
1, I|AFR. Y b O7 ) h 5 BBl L B R EROEEH
& Dysgonomonas/@ D EEMRES, BAMEME RFERE31
ElK%, BR, B4, 9818-20H (2025)

ABH, KRR, IRAJCR. & MERIFREF MR OFHRF
HFFEERICOVT, BAMEYERFREINMEAR, ®R, H
A&, 9H18-20H (2025)

IRANR. £ FEEHEOPEENMAR N A1) Y — XEfE
(ZREZEHRE), HAMEMERESRE31MAS, BR, H
A&, 9818-208 (2025)

MEEETE. BREIRICE T3 THMEMT -2 —1DERR
BYiREI DR, BAMENERFREIBEAR, /R, BE, 9
A (2025)

IRANR. ICSPE AL TFv—aL U 3y, BRMEYERES
REIBERRAR, BR, HA, 987-10H (2025)

Nishihara A. Co-evolutionary history of life and the Earth,
Linking Earth's Past to the Habitability of Planets, HZ, 68
25-27H (2025)

Nishihara A, Tsukatani Y, Azai C, Ohkuma M, Nobu MK. Broad
phylogenetic analysis of the nitrogenase-oxidoreductase
family reveals the evolutionary timeline of nitrogen fixation
and photosynthesis, The 15th Asian Symposium on Microbial
Ecology, Korea, May 28-30 (2025)

Nishihara A, Tsukatani Y, Azai C, Ohkuma M, Nobu MK.
Unraveling the evolutionary history of photosynthesis through
large-scale genome analysis, H AR E R FEE2025F K
£, Japan, May 25-30 (2025)

MAEEIE, PEERE, ERTE, P)IIMIETF, EEFi—ER, KRERD.
FHRFREEITT —F 7 SRK02 ROEMARIT, $37EIEAK
Archaealf i B ER, IR B, HA, 7817-18H (2025)

HGE, AR, IRANLR, EERE RERC. BBREER T
o Lz FMBRMIE O TR MEE, BAILEEFR2025
FEKRR, WG, BA, 7H4-6H (2025)
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ABH, SHEM, EZHA, REERD, IRA R RRIELIZEL
ICE > TIESNEHIEEERNAEBOET TR F DR,
HALBEFER2025FEAR, U5, BA, 784-6H (2025)

ABH, KAERRt, IRAYER. Isolation of gut microbes using
liquid-liquid co-culture and discussion of symbiotic
relationships, 598l H AMIEF iR, 2R, BHA, 5829-31
H (2025)

IRARR. AILF¥—L 0 3> & ICSP &SeqCode, 5598[g]
HAHEFESHRS, R, B4, 5829-31H (2025)

Book

Sakamoto M, Endo A. Faecalibacterium, Bergey’s Manual of
Systematics of Archaea and Bacteria, (2026)

Sakai HD, Itoh T, Kato S, Naswandi N, Suwanto A, Ohkuma M,
Kurosawa N. Microcaldota, Bergey's Manual of Systematics of
Archaea and Bacteria, Wiley, (2025)

Sakai HD, Itoh T, Kato S, Johnson MD, Shepherd DC, Nur N,
Suwanto A, Ghosal D, Ohkuma M, Kurosawa N. Microcaldus,
Bergey's Manual of Systematics of Archaea and Bacteria, Wiley,
(2025)

REBEF, IRAN R BB - HEETE - VE. REFE =X
BREZIM ZAERL Y1 70NMA—LHAEEETON
d—JL, F11t, 172-181, (2025)

IRANR. HEODTE L d, REEFRIM ZFEABELT <1
IONA F—LHERE IO N O—)L, F14, 22-28, (2025)

Integrated Bioresource
Information Division

Article

Tanaka N, Miura K, Ozaki A, Kozawa Y, Tamura M, Ogura A,
Matoba S. Quantitative dissection of sexual dimorphism in
mice through Y-linked gene knockouts and multivariate
phenotyping, Scientific Reports 16(1), 2190 (2026), peer-
reviewed, 10.1038/541598-025-33814-w

Miyamoto H, Ito S, Suzuki K, Tamachi S, Yamada S, Nagatsuka T,
Satoh T, Udagawa M, Miyamoto H, Ohno H, Kikuchi J. A putative
research model for sustainable fisheries driven by noninvasive
diagnostic imaging, The Innovation Life 3(3), 100155 (2025),
peer-reviewed, 10.59717/j.xinn-life.2025.100155

Liu S, Nishida N, Cheng F, Tokunaga N, Munne R, Yamagata Y,
Kozaki K, Utsuro T, Matsumoto Y. Better Generalizing to Unseen
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Concepts: An Evaluation Framework and An LLM-Based Auto-
Labeled Pipeline for Biomedical Concept Recognition,
Proceedings of the 19th Conference of the European Chapter
of the Association for Computational Linguistics (Volume 1:
Long Papers) 1, 3718-3734 (2026), peer-reviewed, 10.18653/
v1/2026.eacl-long.172

Hang A, Shao A, Shea M, Roux MJ, Imai-Leonard DM, Adams DJ,
Amano T, Amarie OV, Berberovic Z, Bour R, Bower L, Leonard
BC, Brown SD, Cho SY, Clementson-Mobbs S, D'Souza AJ,
Dickinson M, Eskandarian M, Flenniken AM, Fuchs H, Gailus-
Durner V, Heaney J, Hérault Y, de Angelis MH, Hsu C, Jin S,
Joynson R, Kang YK, Kim H, Masuya H, Nam K, Noh H, Nutter
LM, Palkova M, Prochazka J, Raishbrook MJ, Riet F, Salazar J,
Seavitt JR, Sedlacek R, Selloum M, Seo KY, Seong JK, Shin H,
Shiroishi T, Sorg T, Stewart M, Tamura M, Tolentino H, Udensi U,
Wells S, Wurst W, Yoshiki A, Meziane H, Yiu GC, Sieving PA,
Lanoue L, Lloyd KC, McKerlie C, Moshiri A, Consortium ft.
Ocular Phenotyping of Knockout Mice Identifies Genes
Associated With Late Adult Retinal Phenotypes, Investigative
Ophthalmology & Visual Science 66(6), 64 (2025), peer-
reviewed, 10.1167/i0vs.66.6.64

Briere A, Vo P, Yang B, Adams D, Amano T, Amarie O, Berberovic
Z, Bower L, Brown SD, Burrill S, Cho SY, Clementson-Mobbs S,
D'souza A, Eskandarian M, Flenniken AM, Fuchs H, Gailus-
Durner V, Hérault Y, de Angelis MH, Jin S, Joynson R, Kang YK,
Kim H, Masuya H, Meziane H, Nam K, Noh H, Nutter LM, Palkova
M, Prochazka J, Raishbrook MJ, Riet F, Salazar J, Sedlacek R,
Selloum M, Seo KY, Seong JK, Shin H, Shiroishi T, Stewart M,
Svenson K, Tamura M, Tolentino H, Wells S, Wurst W, Yoshiki A,
Lanoue L, Lloyd KC, Leonard BC, Roux MJ, McKerlie C, Moshiri
A, Consortium fT. Systematic Ocular Phenotyping of Knockout
Mouse Lines Identifies Genes Associated With Age-Related
Corneal Dystrophies, Investigative Ophthalmology & Visual
Science 66(5), 7 (2025), peer-reviewed, 10.1167/iovs.66.5.7

Nagasaki M, Katayama T, Moriya Y, Sekiya Y, Kawashima S,
Teraoka R, Machida S, Matsubara T, Hashimoto H, Asakura A,
Nagano A, Yamashita R, Takada T, Mitsuhashi N, Kamada M,
Ohkawa Y, Tokunaga K, Kawai Y, Nagasaki M, Katayama T,
Moriya Y, Kawashima S, Machida S, Matsubara T, Nagano A,
Yamashita R, Takada T, Mitsuhashi N, Fujisawa T, Kamada M,
Satoh D, Hachiya T, Ohira M, Kuroki Y, Severino P, Owusu SP,
Huangfu Y, Doi A, Hara Y, Kawashima M, Kawai Y. JoGo 1.0: the
ACTG hierarchical nomenclature and database covering 4.7
million haplotypes across 19,194 human genes, Nucleic Acids
Research 54(D1), d1159-d1173 (2025), peer-reviewed,
10.1093/nar/gkaf1232

Liu S, Nishida N, Munne R, Tokunaga N, Yamagata Y, Kozaki K,
Matsumoto Y. MA-COIR: Leveraging Semantic Search Index
and Generative Models for Ontology-Driven Biomedical
Concept Recognition, Proceedings of the 63rd Annual Meeting



of the Association for Computational Linguistics, Student
Research Workshop 4(1), 596-607 (2025), peer-reviewed,
10.18653/v1/2025.acl-srw.39

Takada T, Miyazawa H, Yamagata M, Tamura M, Yoshiki A,
Toyoda A, Noguchi H, Masuya H. MoG+3.0: expanded structural
variant visualization and integration of genomic data from five
newly analyzed mouse strains., Mammalian Genome, (2025),
peer-reviewed

Yoshida K, Takada T, Muratani M, Amano T. Allele-specific gene
expression in F1 hybrid mice reveals structural variants
affecting macrophage characteristics, Scientific Reports 15(1),
37846 (2025), peer-reviewed, 10.1038/s41598-025-21643-w

Yamagata Y, Kyoda K, Itoga H, Fujisawa E, Onami S. SSBD
Ontology: A Two-Tier Approach for Interoperable Bioimaging
Metadata, Lecture Notes in Computer Science 16141, (2025),
peer-reviewed, 10.1007/978-3-032-09530-5_19

Onami S, Kyoda K, Yamagata Y, Itoga H. foundingGIDE
Deliverable D6.1: Report in metadata model overlap and gaps,
Zenodo,(2025),non-peer-reviewed, 10.5281/zenodo.16794786

Kadoya T, Suzuki K, Terui A. Linking energetic instability to
compositional changesin biological communities, Proceedings
of the National Academy of Sciences of the United States of
America 122(17), 2422701122 (2025), peer-reviewed,
10.1073/pnas.2422701122

Kushida T, de Farias TM, Sima AC, Dessimoz C, Chiba H, Bastian
FB, Masuya H. Federated SPARQL query performance
evaluation for exploring disease model mouse: combining
gene expression, orthology, and disease knowledge graphs,
BMC Medical Informatics and Decision Making 25(Suppl 1),
189 (2025), peer-reviewed, 10.1186/512911-025-03013-8

Presentation

FARMEK. Harnessing reservoir computing for ecology:
prediction, understanding and beyond, 5573[E| B R EREF %,
R#R, Japan, March 11-15 (2026)

SE I AR, Djordje B, MEEE, SHAMEK. MEH SBEEA !
KHAETINEEEHE T2BHEQERICHEITT, F73EH
AERFLKRE, RET, B4, 3811-15H (2026)

SEILAR, HAEKR MEESE @Ry hU—I8KTT
LT 3 RERF BB ZSEHLEFAAEN, $200BES S
LENMFERER, AFEE™, HAE, 384-6H (2026)

Itoga H, Kyoda K, Yamagata Y, Fujisawa E, Wu Y, Yamamoto H,
NakamuraT,Wen C, Sugawara K, Onami S. SSBD: Global sharing
of bioimaging data, RIKEN BDR Symposium 2026, "Biological

MEFHK

Publications

Horizons: Innovative Explorations into Life's Mechanisms and
Dynamics", Kobe, Japan, March 2-3 (2026)

REHE, KBRS, LSRR, SRS, V-1 3, ILExE
XNERE, VI F I AL, KBE— EEII a7 rIC
KBAA—TU VI T—REBOHE, FAEEMNERNZI R
BIAZEAM R, 7, B2, 12823-24H (2025)

Suzuki K. Intersection of Dynamical Systems Theory and
Statistical Science: Inferring Systems’ Stability and Causality,
"Life Science X Informatics" CeLiSIS International Symposium,
Kyoto, Japan, December 11-11 (2025)

Takano S. Resource Niche Partitioning Shaped by Microbial
Growth Strategies: Insights from Metabolic Models, "Life
Science X Informatics" CeLiSIS International Symposium, 52 #R
™, Japan, December 11-11 (2025)

#9158, Walker S, &2/ 1135, Thalhath N, 1SEX07T, Agrawal S,
SHRE1T, MEREE, JIIBES. fantabio Y XTL X Mk
BEEHIHICET 3T —4~R—2Z, B48EIHADFELESR,
SR, B, 1283-5H (2025)

AFRER, NOEETF, MEBE, XFEAC, )IIBREE, 1)1
1, HE, SES1T, F EEETF, NEIEER, AT, BRES,
EARE WMERE. XU ARREBFORERZ 22— v el
TD/ >A=FT 4 V74 J LOEEER, F48RIBANFE
MEFSER, #EH, B, 1283-5H (2025)

BELAR AAEX. £ MIERICE T 2K EERF L
TOMEE/NEBOREMY, B4 BEADFEYFZLER, BE
™, BZ, 1283-5H (2025)

SHE17, ARXE, LBRER, BEER MEEE. XU X7/
LZRFT—ZR—Z MoG+3.0 DA 5% D RER, $48[EH
AOFEYMFRESR, #EET, HA, 1283-5H (2025)

SHEE1T. MoG+3.0 4/ LREMESHIC K 2 EEZEBERE
EML7=F7-2ER, £35mE0> X AMES, HAAKX, H
7, 11825-268 (2025)

Takano S, Okamoto A. Functional Role of Bacterial Extracellular
Vesicles as Mediators of Horizontal Gene Transfers in the
Human Microbiome., The 5th Annual Meeting of Society for
Gut Design, online, 11 819H (2025)

WA EREF U N—5E, EoOIEMRmECERET + —
S L, )| B =HEREE LB, B4, 1186-8H (2025)

Kushida T, Usuda D, Yamagata M, Kobayashi N, Shindo S,
Yamada T, Yamagata Y, Masuya H. A Semantic Web-Based
Infrastructure for Purpose Driven Retrieval of Life Science
Bioresources, International Semantic Web Conference (ISWC)
2025, 2R, Japan, November 2-6 (2025)
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Yamagata Y, Kyoda K, Itoga H, Fujisawa E, Onami S. SSBD
Ontology: A Two-Tier Approach for Interoperable Bioimaging
Metadata, 24th International Semantic Web Conference
(ISWC2025), Nara, Japan, November 2-6 (2025)

Kyoda K, Yamagata Y, Itoga H, Fujisawa E, Onami S.
foundingGIDE: Toward Metadata Harmonization Across
Bioimaging Repositories, GIloBIAS Bioimage Analysis
Conference 2025, Kobe, Japan, October 26-31 (2025)

Itoga H, Kyoda K, Yamagata Y, Fujisawa E, Yamamoto H, Wen C,
Sugawara K, Onami S. SSBD: Global sharing of bioimaging
data, GIoBIAS Bioimage Analysis Conference 2025, Kobe,
Japan, October 26-31 (2025)

Masuya H. A Project to Develop an Al Model for Comprehensive
Learning of Daily Behaviors in Mice and Marmosets, The 10th
AFLAS Congress & The 18th Academic Conference on
Laboratory Animal Science and technology of China,
Hangzhou, China, October 21-23 (2025)

*EIJIIT’EJ@, Walker S, £&)115, Thalhath N, S E %151, Agrawal S,
HE1T, MEXE, JIIIRFEEL. fanta.bio: EEEMICEDL 25

/AWzZIszh%ﬁt%?%?—&N—Z,h—j—

DB >RTT142025 RRES, BA, 10820-208 (2025)

REHE, LERE, RE@T, BERE  KBREB—
foundingGIDE: X 27 —RBAFNCLBNAFA A=V T T
—21)Y—XOEBREE, b—J—DH> VRY T 1L2025 %
=, B, 10820-20H (2025)

LB RS, EHE], RERI, BEiax, KRB—JO0—-N1NL
BNAFTAAX=D VT 7 —2BEERMERRICHIT /=SSBD
F>baOY—RRORDEA ~—d—0RIVERITL
2025, WREEX, HA, 10520H (2025)

KRB, REME, LSRR, BERE, [LEAES, Wen C, B
[RBE, RIRIE—. SSBD: NAM A A X—=J > JF—20s7O—N
ILAERESR, b—d—0BY VRTT L2025 RREAHK, HE,
104208 (2025)

Kof—, BER— BHE A, PREE, FHERSE, HEEX,
FEAE RREF, SRES, TARE HMEEE Z8HER.
BBRCAZ O T — R IERIRIBEMEEDNA vV — RIgHzE
BOEENL, f—d—0BR> VRI T L2025 "HE, B, 10
H20-208 (2025)

Masuya H, Takada T, Usuda D, Yuhara N, Kurihara K, Namiki Y,
Iwase S, Suzuki K, Yamagata Y, Kasukawa T, Kawaji H, Oki S,
Kushida T. Data Integration Platforms Supporting Life Science
Research, ANRRC2025, Bangkok, Thailand, October 9-10
(2025)

MEREER. YU XEBTHORMTE T T )L FERETE~EH
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AGIS7OY TV bDO—EBE L T~, B13EEREIHRIFES >
RO L, RmET, HA, 9826-26H (2025)

Ayabe S, Sato K, Mizuno S, Nakashiba T, Nakata H, Takada T,
Inoue K, Mochida K, Amano T, Masuya H, Tamura M, Ogura A,
Shiroishi T, Yoshiki A. Expansion and Value-Addition of Mouse
Resources by RIKEN BRC/NBRP, The 15th AMMRA & AMPC
Meeting in Kawasaki (2025 AMMRA & AMPC), Kawasaki, Japan,
September 18-19 (2025)

Kubo N, Oguchi A, Masuya, Amano T, Kawaji H, Kasukawa T, Oki
S, TakadaT, Ogura A, Murakawa Y, Tamura M, Yoshiki A, Shiroishi
T. Phenotypic Annotation of the Mouse Non-Coding Genome:
A Next-Phase Proposal for IMPC, the 15th AMMRA & AMPC
Meeting, JI|I&73, Japan, September 18-19 (2025)

Masuya H, Yamagata Y, Yamagata M, Furuse T, Ayabe S, Shibuya
H, Kadota M, Suzuki K, Kushida T, Tamura M, Yoshiki A, Niimi K,
Fujisawa S, Shimogori T. Al Model Development for Daily
Mouse Behaviors in RIKEN AGIS Project, AMMRA 2025,
Kawasaki, Japan, September 18-19 (2025)

Matoba S, Tanaka N, Miura K, Ozaki A, Kozawa Y, Tamura M,
Ogura A. Quantitative dissection of sexual dimorphism in mice
through  Y-linked gene knockouts and multivariate
phenotyping, SOX2025—7th International Workshop on SOX
Transcription Factors—, Karuizawa, Japan, September 8-11
(2025)

SEL AR, BAEE, PRBE, s EREEDL DD DM
HDESD : JHMRER ORI — 2 BIBESL 1 F I 7 X, The
38th Japanese Society of Microbial Ecology (JSME) Annual
conference, RREE, HZA, 987-10H (2025)

RE#ME, KRB, (LR, BEGE, |LABE, BFEE, U
I VF T VA, KIRIE—. SSBD: VBRI & HE (B
TB3T—RTSY T H—L, 2025 AN F A>T 4%
T4 U RERES IIBMP2025 H130EMERBRIESK
=, %4E, BA, 983-50 (2025)

217, EREYTIIADIRILXY S/ LZROD
Bﬁéﬁw, 20254 E DICPHAER iR, TREK, BHZ, 858-8
H (2025)

RBE@sn, RE#E, LSRR, BEEE, LEABER, Wen C, B
[REE, KOBIE—. SSBD: NA A A X—=T > FF—2D7O—N

JL7aHE, 2025 FEDICPHRR AR, RRHFHAHK, B, 8
A8H (2025)

IR AC, RE#HE], KRBT, BIRRE, KRIE— N1 1 X
—UVT ART—ROEHECERMEEDHS F> O
O 18R, 2025F EDICPHIR AR, RR, B4, 848H (2025)

REHE, LR, RERT BEERxE KRE—



foundingGIDE: NAF A X—=U 2T F—RRT MUIZET
BAAT—REDEE L ERE, 2025FEDICPHERRAR,
BR, HA, 8H8-8H (2025)

= HAET, Susan BM, #iHER, TIERE, SAF, BRES, A
i, MEREE. WAEXRRAL Y rOY— (MP) DEAEER,
FeSEIHANLKEEFZRFMER, FEH, BA, 7825-27H
(2025)

WEZE. Frontiers of data science and databases in life
science, %48 AAMRERIF AR, R, Japan, July 24-27
(2025)

Kyoda K, Itoga H, Yamagata Y, Fujisawa E, Yamamoto H,
Sugawara K, Wen C, Onami S. SSBD: a public repository and
database for bioimaging data supporting open science and
global data integration, Joint Meeting of Japan Society for Cell
Biology 77th and Japanese Society of Developmental
Biologists 58th, Nagoya, Japan, July 16-18 (2025)

BAEA YA IONTT—L - EYBEO T RILF -7
BRAT & DR, 40 YOS T S EESIRE#AZ &,
XRX, HA&, 6518-18H (2025)

Takano S, Umetani M, Nakaoka H, Miyazaki R. Growth history
under starvation influences subsequent reproduction in a
clonal bacterial microcolony, $98[oAAMEY SR, &R,
Japan, May 29-31 (2025)

BHER, BEARE, LSRR, SEST, IWICES, MERE.
DA I ABERERE T T T DEBREBREETT LB DR
66 &, 2025FEF ATHEEFRLEAS (88390, KBrm, B
7,5 B27-30H (2025)

Takada T, Usuda D, Kushida T, Mitsuhashi N, Moriya Y, Chiba H,
Amano T, Tamura M, Yoshiki A, Toyoda A, Noguchi H, Kasukawa
T, Masuya H. Enhancements of the mouse genome variation
database MoG+ for supporting advanced biomedical research,
B2EBAERFYF RS, BHET, Japan, May 21-23
(2025)

BEEX, BEAE, SHET HERS. KEERELFE L
URRARBRZBVICHRERBRETILBEEDOH L WT 7
O—7F, F720A4xXRBRIMF KR, wHE™, B 58
21-23H (2025)

B, #HER aHS1T, MERS. BMBRCIZEITZ N
A )Y —RERY AT LOEENNE, 5728 HAAREREY)
Fae, mEM, BHA, 5821-23H (2025)

Itoga H, Kyoda K, Yamagata Y, Fujisawa E, Yamamoto H, Wen C,
Sugawara K, Onami S. SSBD: Global sharing of bioimaging
data, OME 2025 Community Meeting, Woods Hole, United
States, April 28-May 1 (2025)

MEFHK

Publications

Onami S, Kyoda K, Yamagata Y. Mapping and gap analysis for
metadata harmonization among major bioimage data
repositories, Euro-Biolmaging Image Data Community Days
2025, Online, April 7-11 (2025)

Itoga H, Kyoda K, Yamagata Y, Fujisawa E, Yamamoto H, Wen C,
Sugawara K, Onami S. SSBD: Global sharing of bioimaging
data, The 2nd BDR-BLiSC Joint Meeting, Kobe, Japan, April
7-10(2025)

Kyoda K, Yamagata Y, Itoga H, Fujisawa E, Onami S. Metadata
and file formats for bioimaging data, The 2nd BDR-BLiSC Joint
Meeting, Kobe, Japan, April 7-10 (2025

Otieno MA, Suzuki K, Takada T, Masuya H. Harnessing Machine
Learning for Cross-Disease Predictive Model Transferability in
Viral Infections, The 38th International Mammalian Genome
Conference, Glasgow, United Kingdom, April 6-9 (2025)

Masuya H, Furuse T, Ayabe S, Kadota M, Suzuki K, Yamagata Y,
Takada T, Kushida T, Tamura M, Yoshiki A, Niimi K, Fujisawa S,
Shimogori T. Toward The Development of Al that
Comprehensively Learns Daily Behaviors of Mice and
Marmosets, The 38th International Mammalian Genome
Conference, Glasgow, United Kingdom, April 6-9 (2025)

Book

BHEIT, MEEE. Mog+-Y I RT/ LERETRELTE
IIiEELEHRZRET 5T —2R=X, REREFET
vol.43-No.20, 141, 2,82-86, (2025)

Integrative Developmental
Engineering Division

Article

Kageyama A, Ogonuki N, Wakai T, Namiki T, Kawata Y, Ozawa M,
Yamada Y, Fukada T, Ogura A, Fissore R, Kashiwazaki N, Ito J.
The oocyte zinc transporter SIc39a10/Zip10is a regulator of zinc
sparks during fertilization in mice, eLife 14, rp106616 (2025),
peer-reviewed, 10.7554/elife.106616

Tanaka N, Miura K, Ozaki A, Kozawa Y, Tamura M, Ogura A,
Matoba S. Quantitative dissection of sexual dimorphism in
mice through Y-linked gene knockouts and multivariate
phenotyping, Scientific Reports 16(1), 2190 (2026), peer-
reviewed, 10.1038/541598-025-33814-w

Kanatsu-Shinohara M, Ogonuki N, Matoba S, Miyazaki T,
Morimoto H, Liu T, Yoshinaga N, Ogura A, Uchida S, Shinohara
T. Messenger RNA delivery into Sertoli cells restores fertility to
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congenitally infertile male mice, Stem Cell Reports, 102829
(2026), peer-reviewed, 10.1016/j.stemcr.2026.102829

Morimoto H, Ogonuki N, Matoba S, Tokita S, Kanatsu-Shinohara
M, Miyazaki T, Ogura A, Shinohara T. Allogeneic germline stem
cell transplantation restores fertility in nonablated recipient
mice, Biology of Reproduction 113(5), 1274-1286 (2025), peer-
reviewed, 10.1093/biolre/ioaf183

Haijima A, Imai H, Matsushita N, Morita K, Kobayashi K, Ishida S,
lida R, Mashimo T, Asano M. Functional behavioral profiling of
multiple cre-driver rat lines, Experimental Animals, 25-0115
(2026), peer-reviewed, 10.1538/expanim.25-0115

Morita K, lhashi S, Okamura E, Goto K, Yoshihara T, Honda A,
Ema M, Asano M. Highly efficient production of transgenic rats
with long DNA insertions using piggyBac transposase mRNA
and piezo-assisted microinjection, PLOS One 21(2), e0339406
(2026), peer-reviewed, 10.1371/journal.pone.0339406

Nishida M, Ono-Sunagare Y, Kato S, Ishikawa-Yamauchi Y,
MatsumuraT, Komeya M, Matoba S, Inoue K, Ogonuki N, Ogura
A, Ogawa T, Sato T. Reverse transcriptase inhibitors enable the
generation of fertile spermatids from fetal mouse testes in
vitro, Communications Biology, (2026), peer-reviewed,
10.1038/542003-026-09613-y

Miyazaki T, Ogonuki N, Kanatsu-Shinohara M, Yamamoto T,
Matoba S, Ogura A, Shinohara T. Control of bioenergetic
balance in mouse spermatogonial stem cells by alanine
metabolism, Biology of Reproduction 113(5), 1287-1297
(2025), peer-reviewed, 10.1093/biolre/ioaf144

Matoba S, KurotakiY, Funaya S, YamadaY, Ogonuki N, Shinohara
H, Yamamoto M, Yoneda N, Homma T, Higuchi Y, Sasaki E,
Ogura A. Derivation of embryonic stem cells from cloned
blastocysts using improved somatic cell nuclear transfer in
common marmosets, Stem Cell Reports, 102710 (2025), peer-
reviewed, 10.1016/j.stemcr.2025.102710

Hirose M, Morishita N, Hasegawa A, Mochida K, Tomishima T,
Inoue K, Horiuchi T, Ogura A. A simplified protocol for
vitrification of hamster embryos, Journal of Reproduction and
Development 71(5), 290-294 (2025), peer-reviewed, 10.1262/
jrd.2025-036

Niida H, Ito M, lijima K, Motegi A, Ogihara R, Akiyama H, Uchida
C, Sakai S, Ohhata T, Hatano A, Hirose M, Ogura A, Matsumoto
M, McDonald NQ, Kitagawa M. CARM1/PRMT4 facilitates XPF-
ERCC1 heterodimer assembly and maintains nucleotide
excision repair activity, Nucleic Acids Research 53(8), gkaf355
(2025), peer-reviewed, 10.1093/nar/gkaf355

Ogonuki N, Hino T, Fujiwara Y, Osawa Y, Mizuno S, Sugiyama F,
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Kunieda T, Otsuki J, Oura S, Furuse T, Okada Y, Tamura M, de la
Casa-Esperon E, lkawa M, Inoue K, Ogura A. Spermatocyte
injection into meiotic oocytes rescues diplotene, but not
pachytene, arrest in azoospermic mutant mice, Human
Reproduction Open 2025(4), hoaf067 (2025), peer-reviewed,
10.1093/hropen/hoaf067

Tokita S, Watanabe N, Hasegawa A, Funaya S, Miura K, Matoba
S, Ogura A, Inoue K. Overexpression of Placenta-Specific
Noncanonical Imprinted Genes Causes Placental Enlargement
in Intersubspecific Hybrid Mice, Biology of Reproduction,
ioaf259 (2025), peer-reviewed, 10.1093/biolre/ioaf259

Tatebe T, Pham DQ, Ogura A, Inoue K. mTORC1-dependent
suppression of autophagic activity in somatic cell nuclear
transfer mouse embryos., Reproduction 170(6), (2025), peer-
reviewed, 10.1530/rep-25-0338

Kawabe J, Kawakami N, Hirose M, Kitamura Y, Nagano M,
Maruyama Y, Matsuyama Y, Hamano T, Koinuma S, Shiina T,
Kobayashi M, Matsumura R, Hattori A, Shigeyoshi Y, Ogura A,
Node K, Akashi M. Targeted disruption of the aralkylamine
N-acetyltransferase gene in a seasonal mammal, Mesocricetus
auratus, PNAS Nexus 4(6), pgaf159 (2025), peer-reviewed,
10.1093/pnasnexus/pgaf159

Presentation

SFTHEBABS.  piggyBac  transposase  mRNAX: Upiezo-
microinjectioniC & 2 BMELR S VR T IV I TV D
£8Y, F1om Sy b)Y =R U —FHES, FEH, B, 2
H13-13H (2026)

Pham DQ, Hirose M, Ogonuki N, Matoba S, Ike F, Funaya S,
Nguyen TV, Inoue K, Ogura A. High cleavage rate and
developmental efficiency of mouse embryos cloned from
embryonic stem cells, The 72nd Annual Meeting of the
Japanese Association for Laboratory Animal Science, Nagoya,
B#, 5H21-23H (2025)

Pham DQ, Inoue K, Ogura A, Matoba S, Funaya S, Hirose M, lke
F, OgonukiN, NguyenTV. Paused embryonic stem cellsinduced
by mTOR inhibition enhance mouse cloning efficiency, The
118th Annual Meeting of The Society for Reproduction and
Development (SRD), Tokyo, Japan, September 15-17 (2025)

MEESE, MAaAH, MEER ARRL, NSEE ZBRA,
MREME, E2 ARz, HEEXF, NAER. YU 2o0—
VERICBIFBVTAI STV IREAD HIND T DM
5, NGS EXPO 2025, B, 10H29-30H (2025)

FUNAYA S, SHIKATA D, ABE S, ISHIUCHI T, MATOBA S, MIURA K,
OGONUKI N, SASAKI H, INOUE K, OGURA A. Involvement of H3
variant in reprogramming abnormalities of cloned embryos,



International Symposium: Genome Architecture and Function,
Yokohama, Japan, November 25-26 (2025)

MBS, MAAE, FEESR, GREL, FISEIE = #EA,
BBEME, ER KB, HEEETF, NEBEE. Al EE
FICHITRER N UEBRIEKHI3 DY/ LT RN, BAT
BT 0 AMRR, HAE, 6819-20H (2025)

MESSE, MAAE, FEESR, GRELT, FI5EIE = #HEA,
BBEMSE, EL KRB, HEEEF, NEERR. vO0— VRIS
BIFBdVTOISIVTEBAOHINY 7> ~DOBEE, 5118
EIHAZEEMFERAR, BA, 9815-17H (2025)

FUNAYA S, SHIKATA D, ABE S, ISHIUCHI T, MATOBA S, MIURA K,
OGONUKI N, INOUE K, SASAKI H, OGURA A. Genome-wide
analysis of histone variant H3 in somatic cell nuclear transfer
embryos, THE 53rd NAITO CONFERENCE, SAPPORO, Japan, July
8-11(2025)

HEBEET. AEREBIES O— VETHEINS RNA X7
SV VI RE, BeRlBEERER, REET, BE, 28
23-24H (2026)

BEEES, EEETER, MESSE, RANISRE, ZABA, NEE
18, NEEES, FEEETF. BRERSENIEHRER DIAAELGTF
DBEFIRIFEBRMY U ABBOBIERE I STRIT, B
118[8] BAEBEMF2AR, BR, BA, 9815-17H (2025)

EHEES T, BERTF RAIISK, AL, MAERE FHE
3, NAER, HEEXTF. ERIME L TONLIAZ—DE
B ZOERICOVWT, FelMBMEEMES, &HES, B
7, 2823-24H (2026)

BEEEE T, RONISR, PFIRKE, BEnEx, SHEN, XF
i, FAE, NAEER, HLEEXETF. Establishment of
embryonic stem cells from wild-derived strains of mice, The
15th AMMRA & AMPC Meeting, J1|I&, Japan, September 18-
19 (2025)

EBERE T RANSK FHER, EEBERF HTEX ENE
Z N\BERS. KONLRRZ—RRORIGEHFRER MO, 572
EIHARREYFERKR, £HEM, B4, 5821-23H (2025)

Kubo N, Oguchi A, Masuya, Amano T, Kawaji H, Kasukawa T, Oki
S, TakadaT, Ogura A, Murakawa Y, Tamura M, Yoshiki A, Shiroishi
T. Phenotypic Annotation of the Mouse Non-Coding Genome:
A Next-Phase Proposal for IMPC, the 15th AMMRA & AMPC
Meeting, J|[I&T3, Japan, September 18-19 (2025)

ARER, NOEET, MEREE, XEFZEL, )RS, 1)
1, BN, BEELT, H EEET, NVEIEER )T, B,
EARE WAERE. ¥V ARRAUBITOXGZ 22—y L
TO/ Y A=T 1 204 ) LOWRERR, B48RIBEADF4E
MEFERER, #ET, A, 1283-5H (2025)

MEFHK

Publications

Ayabe S, Sato K, Mizuno S, Nakashiba T, Nakata H, Takada T,
Inoue K, Mochida K, Amano T, Masuya H, Tamura M, Ogura A,
Shiroishi T, Yoshiki A. Expansion and Value-Addition of Mouse
Resources by RIKEN BRC/NBRP, The 15th AMMRA & AMPC
Meeting in Kawasaki (2025 AMMRA & AMPC), Kawasaki, Japan,
September 18-19 (2025)

AUISEIE. (AR Y O — > TR BRI, FIEEATR
MREBTEIFYIF T VRITL, REH, BE, 68
25-26H (2025)

EANSER FERRY Y OO, 358 E
O X AAES, /R, B, 11825-26H (2025)

FHES. XFE - REBOY Y ABFORBREE BARE
FYEMERSRILEE F11LEREREYF MR RA
2, 1lET, B4, 11829-29H (2025)

BHHER, ER)ISER, HEEEF, NREFER. U AKRZFEIN
D-80°CRIFICH T 2 IV DEE, HF118BIHAZEIEE
MFEARE, BR, HAE, 9815-17H (2025)

BHER, EA)ISK, STHB AR, NAER, H LEEF 28
PRI ICERARBERRARE SURERBF /NI BHEDOR
DA, FE35EEOS X AMER, BR, HA, 11525-26H
(2025)

Ogura A. Epigenomic changes during the mouse germline
cycle revealed by nuclear transfer, International Symposium:
Genome Architecture and Function, Yokohama, Japan,
November 25-26 (2025)

STHEBARS, FHEER), RA) 15K, HiBRE, RAAR 87
= NERER, ILBE, FEEETF, NEER, RFHS. (LFH
HERDBES D BERERZAWVET Y b ORBFREE CFHNZ
BEDRKE, B4RIBEANFENFRER, #E BE, 128
5-5H (2025)

Ogura A. Advances and Applications of Genome Editing in
Laboratory Animals in Japan, The 10th AFLAS Congress,
Hangzhou, China, October 22-23 (2025)

ERIISXR, FHES, H EEEF, /NEZM. BEBREIT IR
DOFRERBFH S OEBERMET T ADMEL, F118EIHA
FHEEY)F AR, BR, B4, 9815-17H (2025)

#F E&ZEF. Functions of the large-scaled microRNA cluster
derived from retrotransposons in rodent placentas, FUR =%
2025, 2 < |£, Japan, October 1-3 (2025)

FHEEETF,)IIBEREAER, A AR, OLEE NAZER. (AR
BBHEIO— > (SINT R TBRREINZ X T1VVIRE,
F118EIEAEEEYF =, R, HAE, 9815-17H (2025)
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WEENE BEWE NEEY, BREHR BREX, KEFE
B, tZ1ILE, KB #LF, KIBEER, De La Casa-Esperon E, hi#
R4, MAmKS, BRE, BIIEAN, HEEEF, NEER. T+
7O7 VERBBHMEEFELET D XD S OEFIEL, %118
EIAAEBIEEYF R, Tokyo, HZA, 98 15-17H (2025)

STHEB AR, HiBH8E, MAk— SR, 2%, KEEX, %
FHEF. piggyBac transposase mRNAE BB W\ e BRIRA k5>
ATy ISy FOER, H118OMHAREEEYERARR,
RREHHEASX, A, 9815-17H (2025)

STHEB AR, AZH, H ESEF, /NAZE AHFHS. Sy +D
PR/ LGESEICEES T 3 RF, 20255 F MERIFE Fil7
ZTEBGME EHBETILBMIZE TSy b T+ —L BEFX
BR#EE R REEFHN, HA, 983-58 (2025)

TatebeT, Ogura A, Inoue K. Analysis of Autophagy Degradation
Systems in Somatic Cell Nuclear Transfer Embryos, Society for
the Study of Reproduction (SSR) 2025 Annual Meeting,
Washington D.C., United States, July 29-August 1 (2025)

HISEE, NEH®, EBEES T, ZABE, BHE, L8 0
E#ia, mERsth, e, NAEEE. XU XU O— U FREK
DRRBESEIETILIERES ) L1V ) VT« Y IBRIEIC &
S CLEMEGRENTIET 3, $118E] HAZBEEYFR
A&, BR, BA&, 9815-17H (2025)

Matoba S, Tanaka N, Miura K, Ozaki A, Kozawa Y, Tamura M,
Ogura A. Quantitative dissection of sexual dimorphism in mice
through Y-linked gene knockouts and multivariate
phenotyping, SOX2025—7th International Workshop on SOX
Transcription Factors—, Karuizawa, Japan, September 8-11
(2025)

STHEAER. v b QMY LEECEBICEE T 313, ©
M7EE-NEE XERPEAREMEERS SMEEES
BAZEA (FRSEMEIIRRE) At RESRTE H1DEFMHES,
R#&B™, B2, 6825-25H (2025)

EEERE. YU AEEEBERICE TR A - T 7o —7
R DR, SMEEEIEAZEA MR ES TR F1RIEFM
me, mERT™, B, 6825-250 (2025)

EERERE, NRERR, HEEETF. U EHRBERICE
7274 — b7 7 —DRRDREN, 5668 HARINFERFM
&2, LB, BX 58318-681H (2025)

INETEER. BIEEE BT BV EMEERORRE CIGA,
HA7>ROOY—%4 F402MAS, @7, AX, 68
20-21H (2025)

STHEBAES, FHEER), RA) 15K, H1BERE, KA}, 87D
= NRER, IIBE, FEEEF, NEER, RFHS. (LFH
ERDASH LS Y ~ DFFRIERERMOME, KRR
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IR S $33EMEE - Fes5EIEES, D<IE™, B, 68
13-13H (2025)

W ERNE HEHE, NEEE, BREN H EE8ET, ENE
X, KEFERE, #2111, K B#liF, KJBREEZR, de la Casa-Esperon
E R4S, MEHC BRE FIIEAN /NEEZES. 7+« 707
VEMERHARE R E I < U RISTEMIEREIC & D EFEEAT
HE T B, BE720HAEEREYIF R, nagoya, BA, 5821-23
B (2025)

BHEET, RBISK, NEEZEER. Y7 AKRZHEIND-80°CIRTF
D, EB72RBARBRESMZ SRS, £HEH, BX 58
21-23H (2025)

ER/NSE, FHER, B2 X MHE X, aFKE, &
BF—BR, NAER. BERRIFISROREREBFNSOE
BRERMY Y XDER CEERZHEINOEERDSEAEIZ DV
T, EBN2EIEAREESYF R, 2HE, BA, 5821-23H (2025)

STHEBAERS, AZH, NEZER, RFHS. v ~OREES / L
EMEEEBICES T 2RFORE, F72RIHAEREMFR
e, &hEM, B4, 5821-23H (2025)

I Mouse Phenomics Division

Article

Takeda Y, Kuramoto-Ahuja T, Yonei-Tamura S, Shibuya H,
Tamura M, Uesaka M, Tamura K. Ontogenic Development of
the Acrocoracoid Process Responsible for the Evolution of
Avian Flapping Flight, Zoological Science 43(1), 61-71 (2026),
peer-reviewed, 10.2108/zs250113

Hang A, Shao A, Shea M, Roux MJ, Imai-Leonard DM, Adams DJ,
Amano T, Amarie OV, Berberovic Z, Bour R, Bower L, Leonard
BC, Brown SD, Cho SY, Clementson-Mobbs S, D'Souza AJ,
Dickinson M, Eskandarian M, Flenniken AM, Fuchs H, Gailus-
Durner V, Heaney J, Hérault Y, de Angelis MH, Hsu C, Jin S,
Joynson R, Kang YK, Kim H, Masuya H, Nam K, Noh H, Nutter
LM, Palkova M, Prochazka J, Raishbrook MJ, Riet F, Salazar J,
Seavitt JR, Sedlacek R, Selloum M, Seo KY, Seong JK, Shin H,
Shiroishi T, Sorg T, Stewart M, Tamura M, Tolentino H, Udensi U,
Wells S, Wurst W, Yoshiki A, Meziane H, Yiu GC, Sieving PA,
Lanoue L, Lloyd KC, McKerlie C, Moshiri A, Consortium ft.
Ocular Phenotyping of Knockout Mice Identifies Genes
Associated With Late Adult Retinal Phenotypes, Investigative
Ophthalmology & Visual Science 66(6), 64 (2025), peer-
reviewed, 10.1167/i0vs.66.6.64

Briere A, Vo P, Yang B, Adams D, Amano T, Amarie O, Berberovic
Z, Bower L, Brown SD, Burrill S, Cho SY, Clementson-Mobbs S,
D'souza A, Eskandarian M, Flenniken AM, Fuchs H, Gailus-



Durner V, Hérault Y, de Angelis MH, Jin S, Joynson R, Kang YK,
Kim H, Masuya H, Meziane H, Nam K, Noh H, Nutter LM, Palkova
M, Prochazka J, Raishbrook MJ, Riet F, Salazar J, Sedlacek R,
Selloum M, Seo KY, Seong JK, Shin H, Shiroishi T, Stewart M,
Svenson K, Tamura M, Tolentino H, Wells S, Wurst W, Yoshiki A,
Lanoue L, Lloyd KC, Leonard BC, Roux MJ, McKerlie C, Moshiri
A, Consortium fT. Systematic Ocular Phenotyping of Knockout
Mouse Lines Identifies Genes Associated With Age-Related
Corneal Dystrophies, Investigative Ophthalmology & Visual
Science 66(5), 7 (2025), peer-reviewed, 10.1167/iovs.66.5.7

OERYE. YIURKR—LTr—CEZ4RYYY ~EH - BF
7T — B € DER, REREZ 5, 160-166 (2025),

B

Ogawa E, Oikawa T, Ayabe S, Miwa T, Mizuno S, Nozaki T, Kosaki
K, Yoshiki A, Tamura M, Takenouchi T. Haploinsufficiency of
Runx2 restores the cranial sutures in a mouse model of Pdgfrb-
related craniosynostosis, Human Molecular Genetics 34(22),
18561864 (2025), peer-reviewed, 10.1093/hmg/ddaf148

Ogonuki N, Hino T, Fujiwara Y, Osawa Y, Mizuno S, Sugiyama F,
Kunieda T, Otsuki J, Oura S, Furuse T, Okada Y, Tamura M, de la
Casa-Esperon E, lkawa M, Inoue K, Ogura A. Spermatocyte
injection into meiotic oocytes rescues diplotene, but not
pachytene, arrest in azoospermic mutant mice, Human
Reproduction Open 2025(4), hoaf067 (2025), peer-reviewed,
10.1093/hropen/hoaf067

Rahmawati NY, Dinh TT, Oikawa T, Shinogi A, Ikeda K, Kadota M,
Tamura M, Amano T, Yoshiki A. Luminescent mouse model of
endometriosis: three-dimensional morphology of lesions and
cytokine profiles, Experimental Animals 74(4), 419-428 (2025),
peer-reviewed, 10.1538/expanim.25-0044

Takada T, Miyazawa H, Yamagata M, Tamura M, Yoshiki A,
Toyoda A, Noguchi H, Masuya H. MoG+3.0: expanded structural
variant visualization and integration of genomic data from five
newly analyzed mouse strains., Mammalian Genome, (2025),
peer-reviewed

Tanaka N, Miura K, Ozaki A, Kozawa Y, Tamura M, Ogura A,
Matoba S. Quantitative dissection of sexual dimorphism in
mice through Y-linked gene knockouts and multivariate
phenotyping, Scientific Reports 16(1), 2190 (2026), peer-
reviewed, 10.1038/s41598-025-33814-w

Presentation

Masuya H, Yamagata Y, Yamagata M, Furuse T, Ayabe S, Shibuya
H, Kadota M, Suzuki K, Kushida T, Tamura M, Yoshiki A, Niimi K,
Fujisawa S, Shimogori T. Al Model Development for Daily
Mouse Behaviors in RIKEN AGIS Project, AMMRA 2025,
Kawasaki, Japan, September 18-19 (2025)

MEFHK

Publications

Kubo N, Oguchi A, Masuya, Amano T, Kawaji H, Kasukawa T, Oki
S, TakadaT, Ogura A, Murakawa Y, Tamura M, Yoshiki A, Shiroishi
T. Phenotypic Annotation of the Mouse Non-Coding Genome:
A Next-Phase Proposal for IMPC, the 15th AMMRA & AMPC
Meeting, JI|I&3, Japan, September 18-19 (2025)

ARER, NOEETF, MEBE, XFELC, )IIBREE, 1)1
t, HE, SHEE1T, F EEET, INEIEER, AT, BRES,
EARE, WAERE. XU ARBAEBITORRZ2—7T v kL
TD/ >A=FT 4 V74 / LOMEEER, F48RIBANFE
MEFSER, BEH, B, 1283-5H (2025)

Shibuya H, Tamura M. Development of the novel contrast-
enhanced CT imaging methods, The 15th AMMRA & AMPC
Meeting, Kawasaki, Japan, September 18-19 (2025)

Furuse T, Kushida T, Shinogi A, Ozaki M, Yanagisawa R, Tamura
M. Female-specific alteration in insulin release and glucose
tolerance in a Glut1DS mouse model, The 15th AMMRA &
AMPC Meeting, Kawasaki, Japan, September 18-19 (2025)

Furuse T. A tool for Glut1DS Research: A mutant mouse strain
generated by random mutagenesis, Glut1 Deficiency Research
Workshop, New York, United States, July 24-25 (2025)

HMMCE. EECTZHA LIERE T X — Y IR ORR,
SATTZ /O — « & 3—4—22026, 2< &, BA, 1822
H (2026)

Tamura M. The Comprehensive Mouse Phenotyping Platform
at RIKEN BioResource Research Center, B AR ASBEEF R 5570
BlA%, #5&, Japan, December 18-20 (2025)

FULEAE, UEF B, SimEs), A, MTHEE, B, 2
BEE, ARES, IR FER, IHEZ. €7 571 v arhog
BLFEERICBITZ2BRFERE, F48RIBEADFENZF
KER, #ET, BHA, 1283-5H (2025)

AT, XIRCTICK 3 Y U REMRB R X —2 >, Folm
YIREE O0O U L, REN, HA, 384H (2026)

ILEERF, SREF, &BESE, BN C57BL/6JX U X DITE)
KRIBADMEERBITICDOWT, B48RIHAD FEMFERES, &
T, B2, 1283-5H (2025)

HEAESs. IBEf - N1 A DY =R VX —ICHTDREN
RIFARIAZIREE AR<Y TRV ) Z vy, B480BAESD
FEYFELFR, AT, HA, 1283-5H (2025)

HARREZE, BAEL, B, BIBER, BN, NHE, &5%
&, B — BAREFERRARRAT T AMSM/Ms RFRICE
AFIEY 2 BIBEE O, $B35ET0O> X AMERS, HAS
X, BZA, 11825-26H (2025)

RIKEN BRC Annual Report FY2025 | 71

o
%
B
=



PUERSERE

FX-BR

Activities in RIKEN BioResource Research Center

AFtE. HRIEOVIZIBAEANLET AT IR I Uy
U IRFTHREA X — > J IR, $4ldD IZHAIDIHAH >
77 L >R, D<IETHE, BA, 78250 (2025)

HEEREL, RRMF, FERE, LA, BNE. BERETIC
BIF32BHIIRORBR—LT—SFEZR) VT DESR
o, HE35EEOS X AR, HHEAK, HAE, 11H25-26H
(2025)

AR, Hfx A3 BREAS | BHEBEEXRCTCES
BEMEZT BVWORETTIVER, FA7RINAFITUTILE
SRR, \EFH, BX, 1189-11H (2025)

HACE, ANE. ERCT ZBUVICARERETERBITFE
DR, BeSEHALXRERFRFMER, FEH, BE 78
25-27H (2025)

EHAT R KIRERIFTH R EED I H o R B EETF
B - IMPC(EBEY D ARBEMBFI>Y —> 7 L) OEHEA
DB, LINK-J X IR FBAZEFRtE L = F —, PRX BB, B
7, 68108 (2025)

Ayabe S, Sato K, Mizuno S, Nakashiba T, Nakata H, Takada T,
Inoue K, Mochida K, Amano T, Masuya H, Tamura M, Ogura A,
Shiroishi T, Yoshiki A. Expansion and Value-Addition of Mouse
Resources by RIKEN BRC/NBRP, The 15th AMMRA & AMPC
Meeting in Kawasaki (2025 AMMRA & AMPC), Kawasaki, Japan,
September 18-19 (2025)

Takada T, Usuda D, Kushida T, Mitsuhashi N, Moriya Y, Chiba H,
Amano T, Tamura M, Yoshiki A, Toyoda A, Noguchi H, Kasukawa
T, Masuya H. Enhancements of the mouse genome variation
database MoG+ for supporting advanced biomedical research,
BRI BAERRBYF RS, BHET, Japan, May 21-23
(2025)

B EmS, HEWEE, KREE, BEER, EiREX, KEE
Bk, 21U E, KB#F, KJHEEK, De La Casa-Esperon E, 5
R4, MHEBRE, B, R)IIEAN, FEEEF NAER. 7+
TO7 VERERMREREFLEY VAN S DEFEE, %118
Bl HABIEEYF =, Tokyo, HA, 9815-17H (2025)

Matoba S, Tanaka N, Miura K, Ozaki A, Kozawa Y, Tamura M,
Ogura A. Quantitative dissection of sexual dimorphism in mice
through Y-linked gene knockouts and multivariate
phenotyping, SOX2025—7th International Workshop on SOX
Transcription Factors—, Karuizawa, Japan, September 8-11
(2025)

W EMZE BFNE KSR, BRERS H LE8XT ERE
X, IKEFEERE, 721 LNHE, K BfliF, AJBEEK, de la Casa-Esperon
E RS, MEHR, BRE, FIIEAN NEEZER. 7+ 7O7
VHAIS AR R ALY U XISBHIRIEIC & D EFEHAT
RETH B, 72 HAERRIYFER, nagoya, BA, 5821-23
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H (2025)

Masuya H, Furuse T, Ayabe S, Kadota M, Suzuki K, Yamagata Y,
Takada T, Kushida T, Tamura M, Yoshiki A, Niimi K, Fujisawa S,
Shimogori T. Toward The Development of Al that
Comprehensively Learns Daily Behaviors of Mice and
Marmosets, The 38th International Mammalian Genome
Conference, Glasgow, United Kingdom, April 6-9 (2025)

FIREE, & E S, Ornjira P, ZZEE T, =HE0 4, AR, 545
&. NOD/Shiv ™o 2R DEESIZEHD ') R0 7 L )L DOIEINIIRY
RICEH>TRET D, FREIAAERBVFESME, LEE
™, B4, 5821-23H (2025)

LB T, BEMT, DERE BN < XOEESED
Fear conditioning test DMEENEFREICRZIFTRIR, FE72EIAK
RREMFRME, EED, BF, 5821-23H (2025)

HHEERYE, BART BEBRER, ¥EREF, SEMF, ERE
GLUTIZIBEEETILY T RICH 1T 2 ERBRFE OB, 3
NEIHAEREYF KR, ®EEM, HBHA, 5821-23H
(2025)

iPSC-based Drug Discovery and
Development Team

Article

Koyama T, Tsumura H, Okita R, Yamazaki K, Hasegawa A,
Imamura K, Kato T, Iwata H, Kojima R, Inoue H, Matsumoto S,
Okuno Y. Chemical genomics language model toward reliable
and explainable compound-protein interaction exploration,
Journal of Cheminformatics 18(1), 29 (2026), peer-reviewed,
10.1186/513321-026-01155-z

Inoue H. Towards the establishment of treatments for
neurodegenerative diseases using human iPSCs, Current
Opinion in Neurobiology 95, 103132 (2025), non-peer-
reviewed, 10.1016/j.conb.2025.103132

Morita S, Kondo T, Inoue H. Protocol for measuring lipid
membrane fluidity in human iPSC-derived neural cells, STAR
Protocols 7(2), 104440 (2026), peer-reviewed, 10.1016/j.
Xpro.2026.104440

Kim D, Kondo T, Imamura K, Tsukita K, Nagahashi A, Sakasai T,
Inoue H. Apolipoprotein E Deficiency Impairs Human Microglial
Proliferation Accompanied by Elevated Cellular Oxidative
Stress, Journal of Cellular and Molecular Medicine 30(6),
e71074 (2026), peer-reviewed, 10.1111/jcmm.71074

Adachi M, Banno H, Inoue H. Drug discovery research with iPSC



models of neurodegenerative diseases, Neuroscience Research
222, 104985 (2025), peer-reviewed, 10.1016/j.
neures.2025.104985

Imamura K, Nagahashi A, Yamamoto T, Ueda N, Kawahara Y,
Inoue H. Non-linear gene sets for digital biomarkers of
amyotrophic lateral sclerosis, bioRxiv, (2025), peer-reviewed

Odonchimed S, Imamura K, Inoue H. Neurodegenerative
disease and autophagy in iPSC-based models, Neuroscience
Research 222, 104991 (2025), peer-reviewed, 10.1016/j.
neures.2025.104991

Shima S, Kondo T, Inoue H. iPSC-derived neural organoids in
dementia research: Recent advances and future directions,
Neuroscience Research 221, 104980 (2025), peer-reviewed,
10.1016/j.neures.2025.104980

Dinh TT, Imura C, Shiokawa M, Ayabe S, Yoshiki A, Inoue H,
AmanoT. A partial deletion of the Tardbp 3 “UTR affects TDP-43
regulation and leads to motor dysfunction in mice,
Experimental Animals 75(1), 25-61 (2025), peer-reviewed,
10.1538/expanim.25-0061

Morita S, Kondo T, Tokuda H, Kaneda Y, lzumo T, Nakao Y, Inoue
H. Polyunsaturated fatty acids in lipid membranes regulate
human neuronal function and amyloid-3 production, iScience
28(6),112557(2025), peer-reviewed, 10.1016/j.isci.2025.112557

Presentation

FEAA. HREEMARERICEITZIPSHIEETILOREM —2)
2 BLFAEANDOLA—, F25RHXABAEERFARS, @
7, B, 3819H (2026)

H AR RMREZWHEEZZZAILH /1 RHFETERE —
TSy T —LEME LTORE, FILAH/ A RIAZEER
74— L, 58, B4, 389H (2026)

H EBA. Immunity and Cognition: Challenges and
Opportunities of iPSC Technology in Neuroimmunology, 552[g]
International Conference on Immunity and Cognition, ¥7/8,
Japan, March 3 (2026)

F 3B, iPSHAR A B UL TALS/MNDORRZE, ALST7OY 7+
7+ —, BR BA, 2814H (2026)

FHEABA.  iPSHIAZIC & 2R EREDBBERMSE - B,
58O HAZEFMEF AR, =&, B2, 10812H (2025)

HHIEDF, TEEL, SNEF, BLER, MBXA, SHQ
#2, (LR, FHES, FH EBA. AU VEF VN> T —DiPSHRE
FRWIRREDREN, F250AABEERERZSKRS, #F,
B, 38198 (2026)

MEFHK

Publications

SHNEF #EBEELX HEEZ, BIESE, LA, MarsalaM, 7
B =, MRMEE, FLEBA BEEEH -2 —OVERICH
T AEERERMZ AUWOEGFAEMSE, $250HABE
ERFRER, MF, HA, 3819H (2026)

Dang S, SHEF, EZ 2, MEET—, BERA, FRIES, F
BB HRENEEISHALLERA LA/ 1 ROEE, 5250
HABAEBRFERKS, #7, BA, 3819H (2026)

HOFH 2, HHIEDF, KBXF, BEFaN, FHES HLEEA,
SHFA4E. Cytogenetic and karyotypic analysis of primate iPS
cells by QFH-banding and M-FISH techniques, H R AFEERF
REB70EIAR, 85, B, 128178 (2025)

SCHEER, LBEEY, MHEDF, E=EF FLABA 3DN1H
T YT 4 IRMICK B £ MiPSHRRE R REIEESE A DE
F, BOIHABEEEREFSHRE, #8, HAE, 3819H (2026)

EREE, AREF, KEXTF, EEkSE, BARER, EOEF,
BE&ENTF, HLILBA. b hiPSHfEZBVRERERET
ILEBORIL, B25EIHABEERFRIER, #F, BE, 38
19H (2026)

Imamura K, Furusawa M, Shibata K, Inoue H. High Throughput
Compound Screening Unravels Pathogenesis of C9ORF72-
ALS/FTD, PACTALS 2025, Melbourne, Australia, September 7
(2025)

Dang S, Imamura K, Kato Y, Inoue H. Fluid dynamics promote
the induction of spinal cord organoids for transplantation,
PACTALS 2025, Melbourne, Australia, September 7 (2025)

Imamura K, Yoshioka S, Kamizato K, Oki R, Hioki H, Tsukita K,
Inoue |, Shimizu R, Takiguchi M, Shibukawa R, Niki T, Sakurai S,
Kondo T, Kato T, Miyanohara A, Yamamoto T, Marsala M, Nishida
K, Izumi Y, Inoue H, Kinoshita M. Therapeutic Base Editing
Ameliorates Hereditary Motor Neuron Disease in Mouse- and
Patient-Derived iPSC Organoid Models, Cell Symposia: Gene
and cell-based therapies: Progress in clinical translation, San
Diego, United States, November 2 (2025)

Suga M, KondoT, Imamura K, Shibukawa R, Tsukita K, Kobayashi
K, Ayaki T, Matsumto R, lkeda A, Inoue H, Hitomi T. Patient iPSC
Models Reveal Therapeutic Potential of Targeting Repeat
Expansions in BAFME, Cell Symposia: Gene and cell-based
therapies, San Diego, United States, November 2 (2025)

Dang S, Imamura K, Kondo T, Inoue H. Fluid Dynamics-Based
Production of Spinal Cord Organoids toward Transplantation,
Cell Symposia: Gene and cell-based therapies, San Diego,
United States, November 2 (2025)

Okunomiya T, Watanabe D, Banno H, Kondo T, Imamura K,
Inoue H, Takahashi R. Striosome circuitry activation inhibits
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striatal dopamine release and locomotion in mice, society for
Neuroscience 2025, SanDiego, United States, November 15
(2025)

Nakai R, Inoue H. Single-cell multiome analysis of neural
organoids derived from CGG repeat expansion disease iPSCs,
society for Neuroscience 2025, San Diego, United States,
November 15 (2025)

F AR EBEEMY) X B ICEIT7ZiPSHIE X AlNC & BHRZE,
HAANEELFESE70E KRS, #BE B4, 12819H (2025)

# EJB. Advances in Neurodegenerative Disease Research
Utilizing iPS Cell Technology, 48BN FHEEESR, #EE,
Japan, December 4 (2025)

H B, PSERR « AILH /A REBVSRAGEREMKIED
B9E, 44| H ASRAER =, 18, B, 11821H (2025)

H B, iPSHlifaz /&R L IR MR BN OER | FIE
WIBDRET. BIZE. BEERAODISAH, XUMER2025 =®R
=, B#, 88230 (2025)

HEABA. MEEFRMOELCHIIRBIE - BEE - BREAR
DRF IPSHREFAZEDIRBH 5., BRBGEEFAFEI70
£, 1Ld, B4, 8822H (2025)

H EBA. BnFilaREz Bis L IcHERIHEREIPSHRED
%, BEBERECFHIARTFR, ®R, BF, 78230
(2025)

Inoue H. The iPS Neurodegeneration Initiative: Integrating
patient cohorts and iPSC models, International Congress of
Inborn Errors of Metabolism 2025, Kyoto, Japan, September
2-6 (2025)

Dinh TT, Ayabe S, Yoshiki A, Inoue H, Amano T. TDP-43
dysregulation and motor impairment in mice carrying a partial
Tardbp 3" UTR deletion, 848EIB AN FEMFRER, %)
235, Japan, December 3-5 (2025)

Okunomiya T, Watanabe D, Banno H, Kondo T, Imamura K,
Takahashi R, Inoue H. Striosome circuitry stimulation inhibits
striatal dopamine release and locomotor activity, 55 66 [B]H 4%
HRFRPHIAR, KB, Japan, May 21 (2025)

Niki T, Imamura K, Suga M, Morii F, Morita M, Tsuboi Y, Izumi Y,

Inoue H. Disease modeling and drug discovery for axonopathy-

related disorders using iPSC cohort, 5566[5] B A H#EF 21
£, osaka, Japan, May 21-24 (2025)

Book

Okunomiya T, Imamura K, Kashiyama T, Sakurai T, Hioki H,
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Inoue H. Lentiviral Vector-Mediated Gene Delivery for iPSC-
Related Neuroscience Research, Methods Molecular Biology,
Springer Nature, 227-237, (2025)

Blumenthal Y, Imamura K, Inoue H. Applications of Induced
Pluripotent Stem Cells in Neurodegenerative Disease Drug
Discovery and Development with Artificial Intelligence,
Applications of Cell Culture, Springer Nature, 171-178, (2025)

Banno H, Okunomiya T, Inoue H. Drug Discovery and
Development for Neurodegenerative Diseases Using Induced
Pluripotent Stem Cells, Stem Cell Biology and Regenerative
Medicine, Springer Nature, 201-225, (2025)

iPS Cell Advanced
Characterization Research Team

Article

Chu S, Abe K, Li Y, Hayashi Y, Yokota H, Takagi D, Akutsu SN,
Matsuura S, Hayata T, Tsai MD. Deep Learning Method for
Classifying Spatial Patterning of Early Differentiated Human
Induced Pluripotent Stem Cells using Micropattern Images,
2025 47th Annual International Conference of the IEEE
Engineering in Medicine and Biology Society (EMBC) 00, 1-4
(2025), peer-reviewed, 10.1109/embc58623.2025.11251796

Shimizu T, Takami M, Matsuo-Takasaki M, Noguchi M, Nakamura
Y, Hayata T, Hayashi Y. Generation of human induced
pluripotent stem cell lines derived from Wolf-Hirschhorn
syndrome patients with chromosomal 4p deletion, Human
Cell 38(6), 164 (2025), peer- reviewed, 10.1007/s13577-025-
01292-x

Next Generation Human Disease
Model Research Team

Article

Okamura E, Matsumoto S, Suzuki H, Tanimoto Y, Dinh TT,
Mikami N, Muto M, Matsumoto T, Sugiyama F, Takahashi S,
Woltjen K, Mizuno S, Ema M. Efficient generation of single-
copy transgenic mice using piggyBat transposase from the
little brown bat Myotis lucifugus, Biology of Reproduction,
ioaf235 (2025), peer-reviewed, 10.1093/biolre/ioaf235

Hang A, Shao A, Shea M, Roux MJ, Imai-Leonard DM, Adams DJ,
Amano T, Amarie OV, Berberovic Z, Bour R, Bower L, Leonard
BC, Brown SD, Cho SY, Clementson-Mobbs S, D'Souza AJ,
Dickinson M, Eskandarian M, Flenniken AM, Fuchs H, Gailus-



Durner V, Heaney J, Hérault Y, de Angelis MH, Hsu C, Jin S,
Joynson R, Kang YK, Kim H, Masuya H, Nam K, Noh H, Nutter
LM, Palkova M, Prochazka J, Raishbrook MJ, Riet F, Salazar J,
Seavitt JR, Sedlacek R, Selloum M, Seo KY, Seong JK, Shin H,
Shiroishi T, Sorg T, Stewart M, Tamura M, Tolentino H, Udensi U,
Wells S, Wurst W, Yoshiki A, Meziane H, Yiu GC, Sieving PA,
Lanoue L, Lloyd KC, McKerlie C, Moshiri A, Consortium ft.
Ocular Phenotyping of Knockout Mice Identifies Genes
Associated With Late Adult Retinal Phenotypes, Investigative
Ophthalmology & Visual Science 66(6), 64 (2025), peer-
reviewed, 10.1167/i0vs.66.6.64

Briere A, Vo P, Yang B, Adams D, Amano T, Amarie O, Berberovic
Z, Bower L, Brown SD, Burrill S, Cho SY, Clementson-Mobbs S,
D'souza A, Eskandarian M, Flenniken AM, Fuchs H, Gailus-
Durner V, Hérault Y, de Angelis MH, Jin S, Joynson R, Kang YK,
Kim H, Masuya H, Meziane H, Nam K, Noh H, Nutter LM, Palkova
M, Prochazka J, Raishbrook MJ, Riet F, Salazar J, Sedlacek R,
Selloum M, Seo KY, Seong JK, Shin H, Shiroishi T, Stewart M,
Svenson K, Tamura M, Tolentino H, Wells S, Wurst W, Yoshiki A,
Lanoue L, Lloyd KC, Leonard BC, Roux MJ, McKerlie C, Moshiri
A, Consortium fT. Systematic Ocular Phenotyping of Knockout
Mouse Lines Identifies Genes Associated With Age-Related
Corneal Dystrophies, Investigative Ophthalmology & Visual
Science 66(5), 7 (2025), peer-reviewed, 10.1167/iovs.66.5.7

Rahmawati NY, Dinh TT, Oikawa T, Shinogi A, Ikeda K, Kadota M,
Tamura M, Amano T, Yoshiki A. Luminescent mouse model of
endometriosis: three-dimensional morphology of lesions and
cytokine profiles, Experimental Animals 74(4), 419-428 (2025),
peer-reviewed, 10.1538/expanim.25-0044

Yoshida K, Takada T, Muratani M, Amano T. Allele-specific gene
expression in F1 hybrid mice reveals structural variants
affecting macrophage characteristics, Scientific Reports 15(1),
37846 (2025), peer-reviewed, 10.1038/541598-025-21643-w

Dinh TT, Imura C, Shiokawa M, Ayabe S, Yoshiki A, Inoue H,
Amano T. A partial deletion of the Tardbp 3 “UTR affects TDP-43
regulation and leads to motor dysfunction in mice,
Experimental Animals 75(1), 25-61 (2025), peer-reviewed,
10.1538/expanim.25-0061

Presentation

BEEEE T, RO/ISR, PFIRKNE, EEnkEE, SHEN, XF
i, FAE, NAER, FLEEETF. Establishment of
embryonic stem cells from wild-derived strains of mice, The
15th AMMRA & AMPC Meeting, )| |I&3, Japan, September 18-
19 (2025)

Dinh TT, Ayabe S, Yoshiki A, Inoue H, Amano T. TDP-43
dysregulation and motor impairment in mice carrying a partial
Tardbp 3 UTR deletion, $48E|H AR FEMFERFER, HE/|

MEFHK

Publications

B4R, Japan, December 3-5 (2025)

AmanoT,Yoshida K. Strain-Specific Gene Expression Modulated
by Structural Variants in Mouse Peritoneal Macrophages,
AMMRA2025, #Z=)I|8)1|IET, Japan, September 18-19
(2025)

REFEZHL. BREBETILIIRICLZEERKNV 7> LD
MEBEETAE, S15SEIFERFS VR Y L, EREHAAK, H
7, 118258 (2025)

Kubo N, Oguchi A, Masuya, Amano T, Kawaji H, Kasukawa T, Oki
S, TakadaT, Ogura A, Murakawa Y, Tamura M, Yoshiki A, Shiroishi
T. Phenotypic Annotation of the Mouse Non-Coding Genome:
A Next-Phase Proposal for IMPC, the 15th AMMRA & AMPC
Meeting, JII#7, Japan, September 18-19 (2025)

ARER, NORET, MERE, KEFEZL, BRI, M)
1, BN, SHEELT, H EEET, NEIZER, )T, B,
EARE WAERE. ¥V ARRAUBITOXGZ 22—y L
TD/ >YA—T4 0045/ LOKERER, F48RIBEADF4E
MFRER, #ET, BA, 12H3-5H (2025)

Ayabe S, Sato K, Mizuno S, Nakashiba T, Nakata H, Takada T,
Inoue K, Mochida K, Amano T, Masuya H, Tamura M, Ogura A,
Shiroishi T, Yoshiki A. Expansion and Value-Addition of Mouse
Resources by RIKEN BRC/NBRP, The 15th AMMRA & AMPC
Meeting in Kawasaki (2025 AMMRA & AMPC), Kawasaki, Japan,
September 18-19 (2025)

Takada T, Usuda D, Kushida T, Mitsuhashi N, Moriya Y, Chiba H,
Amano T, Tamura M, Yoshiki A, Toyoda A, Noguchi H, Kasukawa
T, Masuya H. Enhancements of the mouse genome variation
database MoG+ for supporting advanced biomedical research,
E2OHAEREF MR, LEHET, Japan, May 21-23
(2025)

KEFERL. HTENVTY MEBATTILYTRICHT 2 BHEE
BRI ¥ FRREETE, 25720 B ARBRHYF RS, EHNELHE
™, B4, 5821-23H (2025)

KREFEAC, SHEN, FEEXR BEHRD COL4AS BEEZE

A L7 Alport SEREEE T /LY U X DREERRMT, 650 A A%
XEBFRFMESR, ZERFESM, HAE, 7H25-27H (2025)

Transcriptome-Epigenome
Research Team

Presentation

ZAREE. Combined and differential roles of ADD domains of
DNMT3A and DNMT3L on DNA methylation landscapes in
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mouse germ cells, B7EISMFRXRESZEDTEEDOREL,
#1718, Japan, November 8-8 (2025)

Kubo N, Oguchi A, Masuya H, Amano T, Kawaji H, Kasukawa T,
Oki S, Takada T, Ogura A, Murakawa Y, Tamura M, Yoshiki A,
Shiroishi T. Phenotypic Annotation of the Mouse Non-Coding
Genome: A Next-Phase Proposal for IMPC, the 15th AMMRA &
AMPC Meeting, )| I3, Japan, September 18-19 (2025)

SAREM, 2 A#Z, Bing R. E X b AERFE 4/ L3RTTHE
BENENHEE T 2 MREMEREOEREHIEEE, 180
HAIES 32710 AMRRER, @A™, BA, 6519-20
H (2025)

ARER, NOEET, MEREE, KEFE, )RR, 1)
t, HE, SHES1T, H LEET, BRI F4A, B,
EARE WAERE. XU ARREUBITORGZ 22—y~ L
TO/ > A—=T 1 >4 ) LOWEEIFER, B48EIEAD T4
MFSER, #ET, BHA, 1283-5H (2025)

A fRIE. Exploring Diverse Epigenome and Genome Research
for a Sustainable Future, HERF%2025 < IEm, Japan,
October 1-3 (2025)

AfREHT. The functional role of the KMT2 (MLL) family in
chromatin contacts and gene activation during embryonic
stem cell differentiation, £77EIB ALY F = « $58EH
AREEYFR BEAR %GEM, Japan, July 16-18
(2025)

Developmental Genome
Plasticity Research Team

Article

Aikawa S, Shimizu-Hirota R, Sakashita A, He X, Hiratsuka D,
Ishizawa C, lida R, FukuiY, Hiraoka T, Matsuo M, Takeda N, Ikawa
M, Osuga Y, Hirota Y. HIF2a-induced lysyl oxidase safeguards
successful pregnancy by remodelling collagens at the feto-
maternal interface, Cell Death & Disease 17(1), 250 (2026),
peer-reviewed, 10.1038/541419-026-08485-8

Presentaion

Sakashita A. Retrotransposon-driven regulatory landscapes
shape early developmental program in mammals, Tsukuba
Conference 2025, Tsukuba, Japan, October 1-3 (2025)

Sakashita A. Endogenous retrovirus-driven regulatory
landscapes shape early developmental program in mice, HFSP
Science Summit Japan 2025, Tokyo, Japan, October 1-4 (2025)
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Sakashita A. Endogenous retrovirus-driven regulatory
landscapes shape early developmental program in mammals,
Chromatin and transcription in early embryos 2025, Yokohama,
Japan, November 6-6 (2025)

IRTRRE. REML bOUCIILZZN L IcereESIEEED
FRER, ISTRIRMMMRZIRER HB4L BB D51, RRETHR
HX, B4, 7829-31H (2025)

Sakashita A. Exploring the conservation and divergence of
transposable  element  functions during embryonic
development in mammals, The 15th AMMRA & AMPC Meeting
in Kawasaki (2025 AMMRA & AMPC), Kawasaki, Japan,
September 18-19 (2025)

Hirai Research Collaborative
Group (Mass Spectrometry and
Microscopy Unit)

Article

Zenji A, Hata K, Segami S, Makita N, Kojima M, Yoshino MK,
Nagai K, Ashikari M, Matsubara K, Yano M, Fukuoka S, Hayashi
K, Sato Y, Hobo T, Inukai Y, Sakakibara H. N-glucosylation of
indole-3-acetyl amino acids modulates auxin metabolism and
growth traits in Oryza sativa, Proceedings of the National
Academy of Sciences of the United States of America (PNAS)
123(12), e2527570123 (2026), peer-reviewed, 10.1073/
pnas.2527570123

Song F, Sato M, Toyama Y, Ishikawa T, Tokito F, Katsuda T,
Toyooka K, Sakai Y, Nishikawa M. A proof-of-concept study on
high pressure freezing for cryopreservation, PNAS Nexus,
pgag065 (2026), peer-reviewed, 10.1093/pnasnexus/pgag065

Naoyoshi K, Takayuki M, Keisuke M, Toshihiko N, Julien P,
Katsuma Y, Mayuko S, Yumi G, Kaori S, Nobuaki I, Kaisei M,
Pamela G, Kiminori T, Sandrine Lévéque-For, Hiroyuki K, Takeshi
F, Richard J. O’Connell, Ken S. Dihydroxyhexanoic acid
biosynthesis controls turgor in pathogenic fungi, Science
391(6786), 700-706 (2026), peer-reviewed, 10.1126/science.
aec9443

Shimotohno A, MatsubayashiY, DuY, Senthilvadivel V, Suzuki T,
Kato H, Kesherwani M, Kono M, Mishiro-Sato E, Kano K, Kojima
M, Takebayashi Y, Sakakibara H, Soma F, Tama F, Hirota T, Torii
KU, Yamaguchi-Shinozaki K, Fukuda H. Local peptide signalling
induces stomatal closure under drought stress, Nature
Communications, (2025), peer-reviewed, 10.1038/s41467-025-
66392-6



Johnston GA, Berry HM, Kojima M, Sakakibara H, Argueso CT.
Immune activation suppresses reproductive growth in
Arabidopsis through cytokinin signaling, Current Biology 36,
1-15 (2026), peer-reviewed, 10.1016/j.cub.2026.01.060

Bellegarde F, Tjahjono O, Yoshino-Kida M, Kiba T, Shibutani M,
Kuriyama M, Irving LJ, Kojima M, Miyata K, Sakakibara H.
Fluctuations in nitrate availability impact cytokinin
biosynthesis through histone modifications of IPT3 in
Arabidopsis roots for growth acclimation, Plant Communications
6(11), 101531 (2025), 10.1016/j.
xplc.2025.101531

peer-reviewed,

Shimadzu S, Yonekura T, Furuya T, Kojima M, Ishizaki K, Asahina
M, Ohashi-Ito K, Sakakibara H, Fukaki H, Fukuda H, Kondo Y. A
cytokinin response maximum induces and activates bifacial
stem cells for radial growth, Nature Plants 11(8), 1558-1571
(2025), peer-reviewed, 10.1038/s41477-025-02051-4

Xu X, Passalacqua M, Rice B, Demesa-Arevalo E, Kojima M,
Takebayashi Y, Yu X, Harris B, Liu Y, Gallavotti A, Sakakibara H,
Gillis J, Jackson D. Large-scale single-cell profiling of stem cells
identifies redundant regulators of shoot development and
yield trait variation, Developmental Cell, (2025), peer-reviewed,
10.1016/j.devcel.2025.07.024

Tanaka Y, Suzuki T, Mitsukuni K, Choi J, Nomura T, Kojima M,
TakebayashiY, Sakakibara H, Ouchi H, Inai M, Dohra H, Okamoto
M, Kawagishi H. Comprehensive transcriptomic analysis
revealing that 2-azahypoxanthine treatment induces the stress
response in Arabidopsis thaliana, Bioscience Biotechnology and
Biochemistry 90(1), 27-36 (2025), peer-reviewed, 10.1093/
bbb/zbaf162

Monden K, Suzuki T, Kojima M, Takebayashi Y, Sugiura D,
Nakagawa T, Sakakibara H, Hachiya T. Shoot Nitrate Status
Regulates Arabidopsis Shoot Growth and Systemic
Transcriptional Responses via Shoot Adenosine Phosphate -
Isopentenyltransferase 3, Physiologia Plantarum 177(5),
e70542 (2025), peer-reviewed, 10.1111/ppl.70542

Takase H, Katagiri S, Ide T, Nagano A, Sakurai H, Kokubo H,
Yanagisawa T, Okamoto M, Umezawa T. Cross-Species Analysis
of ABA-Induced Phosphosignaling Landscapes in Rice,
Soybean, and Arabidopsis, Proteomes 14(1), 4 (2026), peer-
reviewed, 10.3390/proteomes14010004

Yasuda S, Shinozawa A, Weng Y, Rajendram A, Hirase T, Ishizaki
H, Suzuki R, Ueda S, Sk R, Takebayashi Y, Yotsui I, Toyota M,
Okamoto M, Saijo Y. Humidity-driven ABA depletion
determines plant-pathogen competition for leaf water, Nature
Communications 17(1), 787 (2025), peer-reviewed, 10.1038/
s41467-025-67469-y

MEFHK

Publications

Katagiri S, Fukuhara D, Fujiyama K, Fujioka H, Sugimoto Y,
Okamoto M. Evolutionary and functional significance of
ShPP2C1 in the parasitic life strategy of Striga, Journal of
Experimental Botany, eraf412 (2025), peer-reviewed, 10.1093/
jxb/eraf412

Yamawo A, Ishikawa H, Takekawa M, Nakashima N, Ohsaki H,
Mukai H, Kanno'Y, Seo M, Todoroki Y, Takeuchi J, Sawa S. Isopod
feces-mediated shifts in germination timing enhance seedling
establishment, New Phytologist 249(4), 1909-1919 (2025),
peer-reviewed, 10.1111/nph.70750

Okabe Y, Tsujimoto-InuiY, Maruyama S, Tsuneizumi K, Takeshita
T, Sato M, Toyooka K, Abe T, Matsunaga S. Heavy-ion beam-
induced mutants of Medakamo hakoo indicate potential
associations between photosynthesis and cell size, cell cycle,
and cell wall morphology, Journal of Plant Research 139(1),
119-132 (2025), peer-reviewed, 10.1007/s10265-025-01680-2

Dang T, Fuji Y, Kumaishi K, Usui E, Kobori S, Sato T, Narukawa M,
TodaY, Sakurai K, Yamasaki Y, Tsujimoto H, Hirai MY, Ichihashi Y,
Iwata H. I-SVVS: integrative stochastic variational variable
selection to explore joint patterns of multi-omics microbiome
data, Briefings in Bioinformatics 26(3), bbaf132 (2025), peer-
reviewed, 10.1093/bib/bbaf132

Nomura Y, Lu Y, Harada K, Enomoto H, Yano R, Ezura K, Kojima
M, Takebayashi Y, Sakakibara H, Ezura H, Ariizumi T.
Spatiotemporal localization of jasmonate in the regulation of
fruit set in tomato, Journal of Experimental Botany 76(21),
6527-6547 (2025), peer-reviewed, 10.1093/jxb/eraf349

Matsuura-Tokita K, Suzuki T, Kimata Y, Takebayashi Y, Ueda M,
Nakano T, Sakakibara H, Nakano A, Higashiyama T.
Brassinosteroids promote pollen tube guidance by
coordinating gene expression in male and female reproductive
tissues, Cell Reports 44(7), 115815 (2025), peer-reviewed,
10.1016/j.celrep.2025.115815

Bessho-Uehara K, OmoriT, Reuscher S, Nagai K, Agata A, Kojima
M, Takebayashi Y, Suzuki T, Sakakibara H, Ashikari M, Hobo T.
Spatio-Temporal Regulation of Gibberellin Biosynthesis
Contributes to Optimal Rhizome Bud Development, Rice 18(1),
39 (2025), peer-reviewed, 10.1186/512284-025-00798-0

Gachie SW, Muhire A, Li D, Kawamoto A, Takeda-Kamiya N,
Goto Y, Sato M, Toyooka K, Yoshimura R, Takami T, Zhang L,
Kurisu G, Terachi T, Sakamoto W. The thylakoid membrane
remodeling protein VIPP1 forms bundled oligomers in tobacco
chloroplasts, Plant Physiology 198(1), kiaf137 (2025), peer-
reviewed, 10.1093/plphys/kiaf137

REAEF, MENE, \LERTE, MBE, BAE, SRR T
BE%EE, A — SRRICTEEN R S NcA 4207
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DD FZ5ER, MOKUZAI HOZON (Wood Protection) 51(5),
172-191 (2025), &5 A, 10.5990/jwpa.51.172

Kurotani K, Shinozaki D, Okada K, Tabata R, Kawakatsu Y, Sugita
R, Utsugi Y, Okayasu K, Mori M, Tanoi K, Goto Y, Sato M, Toyooka
K, Yoshimoto K, Notaguchi M. Autophagy is induced during
plant grafting to promote wound healing, Nature
Communications 16(1), 3483 (2025), peer-reviewed, 10.1038/
s41467-025-58519-6

Sato N, Jimbo H, Yoshitomi T, Shoji T, Sato M, Takeda-Kamiya N,
Toyooka K, Wada H. Further evidence supporting the existence
and accumulation of triacylglycerol and acylplastoquinol in
cyanobacteria, Plant Physiology 199(3), kiaf478 (2025), peer-
reviewed, 10.1093/plphys/kiaf478

Inoue N, Kubo K, Tsuge K, Sasaki R, Oikawa A, Goto M, Yanagita
T, Nagao K. Metabolomic Analysis of Fermented Nori Powders:
Divergence of Betaine Structural Analogs Production by Three
Types of koji Fungal Fermentation, Molecules 30(20), 4104
(2025), peer-reviewed, 10.3390/molecules30204104

Goto-lto S, Kato S, Takahashi M, Sakamoto A, Yamagata A, Lee
Y, Ehara H, Sato M, Toyooka K, Ohkuma M, Ito T. Structural
analysis of a symbiotic system involving a Nanobdellati
archaeon by cryo-electron tomography, The Journal of
Biochemistry 179(1), 21-30 (2025), peer-reviewed, 10.1093/jb/
mvaf049

B, BER[AEBITOEMRER, 727 ) /N\1F 1001),
18-22 (2025), B E

Murakami K, Sato M, lkeda'Y, Horii T, Nagatoshi Y, Fujita M, Fujie
T, Fujita Y, Shintake J. Plant robotics for sustainable and
environmentally friendly robots: insights from actuation
characteristics, Advanced Science, €12896 (2025), peer-
reviewed, 10.1002/advs.202512896

Kobayashi Y, Sugita R, Fujita M, Yasui Y, Murata Y, Ogata T,
Nagatoshi Y, Fujita Y. CqHKT1 and CgSOS1 mediate genotype-
dependent Na* exclusion under high salinity conditions in
quinoa, Frontiers in Plant Science, (2025), peer-reviewed,
10.3389/fpls.2025.1597647

Sato N, Jimbo H, Yoshitom T, Takano K, Shoji T, Sato M, Takeda
N, Toyooka K, Wada H. Updated identification of the
acylplastoquinol:
accumulation of triacylglycerol and lipid globules in senescing
cells, Proc Natl Acad Sci USA, (2025), peer-reviewed

cyanobacterial

triacylglycerol  and

Presentation

RAZRRY, /MAZ S, BRSNS, NEBIR T, KRR ERE, ZHE
K. X7 ENICRERME OBELRIEADOBICEE] T
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DR ETIVEEREY), Ee70 AREMERZASES, TR
HX, HZA, 3813-15H (2026)

RS, BARR, BRSNS, SRR E, REHEF, MkFEKX, BIE

MF, BIE—H. 2FEER b L XFEMSRRBOBEZN LT

FHABA &R HITHERS R F DIEEERRYT, $567[0H AMEY LIRS
2, FRHEK, B4, 3813-15H (2026)

BEFRSEAC, KFIREIR, R, BE—if. (FYE B ERIRE
2> X7 LACRIPPS = FBL\f= X 1 X DEZIEIGE T, 670
BAEMEEREFRESR, BRRETRERX, H4A, 3813-15H
(2026)

R4, IS, BIEEES, SLLE—BE, BRMFE, MR, &
BT, SRAE AT, WKkER B/INEGFZY bR
DWHIEX A N EDEA A E—LEEEERHETILAY
M LGS, Be7lHAEMEEREF2FS, TREKX, B
7, 3813-15H (2026)

FULTF&, AEAREE, KBTI, EFRE, AT, BLK
N, Weng Y, AE X, MASE. > O« X+ XF+CYP707A3E
EFOKISBEMEORIRFEICEES T 5> AEHIRE DR,
BAWEMEEREF R, RRES, HA, 3813-15H (2026)

FULTFE, ALK, XS E,EEWQ‘EE RS F, LK

N, Weng Y, AWE X, MARERE. > O« XFXFCYP707A3&E
TE?@*TG%’&"@%E%%RE@X’)% > ZAEHIDIRER, EYIE
FHREFER, FHE™, BA, 1181-3H (2025)

Nomura Y, Shinozaki Y, Kawakatsu T, Kojima M, Takebayashi Y,
Sakakibara H, Edura H, AriizumiT. Integrated Analysis of Tissue-
Specific Transcriptomes and Transcription Factor Binding Sites
Reveals Jasmonate-Mediated Fruit Set In Tomato, Plant and
Animal Genome 33, San Diego, United States, January 8-14
(2026)

R=ILT > v I —VEE, R AES WENGY, EEFHAIE, 17
MRET, BEHFEETF, AHEE BERER 7722 VEBAE
HEERELCFER D LT O T, ’%E%ﬁ%, KE,
B, 3821-22H (2026)

INBERRF, MMRET, BASE FHES, MEH. LC-MS/
MS ZEBY LIBBNEDRILEYEEDIT IS Y b7+
— LIRS IE AAERERE1490EESR, kAm, B, 3
H21-22H (2026)

BEBERE, T, SMANTE SEEECLEME @ iBIHERR T
ICHBITBB-J I A A —ERBE EFER, BABEMEZS
E81LIFMHER, B, B4, 689-11H (2025)

R, BBRE SMAE £YERHICE T2 EERE -
RIS BERIEDORMIRET, E$ﬂ§ﬁﬁ% F& $581 EFIEEER,
&, HA, 689-11H (2025)



NBERLF, MMRET, BASERE FHESE, MR, LC-MS/
MSZ W T=ABH) 7R L E > DB /N RI)L—"TF v b -
EERMZE, Be7RAXEMERFRER, BR, BF, 38
13-15H (2026)

TIMaETF, ST, THESE, BEJCE. Nano-LO/MSZ A
W iEY U RS P R )L B BB D OREYL, HEYMLE
AEFREEOMELZIAR, HARFH =™, BEX, 1181-38
(2025)

AT, 3AOFT, FHESE, BEXE. EREREI 0O

NS T4 —/EnREEEESE BV MUNEREYR
ILEVDIEDRE, HADWMEERE74FR, JLEELIR
™, B4, 9824-26H (2025)

Takebayashi Y, Suzuki H, Hirai MY, Seo M. Technical
improvement of plant hormone quantification from very small
tissues, Asia-Oceania Mass Spectrometry Conference 2025, pias!
#BIE A1, Japan, June 22-25 (2025)

MMBET, ?WAOFN, FHESE, FENE. A method to
quantify plant hormones from very small tissues, £567[B] B 4%
EMAERF R, RRBTREX, B4, 3813-15H (2026)

BELLEY, LRI, /NEARSE, B, B SR F, MM aSE
F, BEHHNIE, 1AM, KFEF)E, %50, MASE. ABALEM
EERABA2HMMIE T 2 RICHEB D RIE r BEDRIGERYIDIE
E, Be7ClHAEYMEEFZ2FR, TRBEX, B4, 3813-15H
(2026)

RRLLETY, LLEBFAN, /MBS, BT, NMESERCF, TiAfaE
F, EEFHE, 1AM, KM=, %35, HAEE. ABALEM
BESRABALORIR O 2 RISHB OB EDORIGEMRYDE
E, VLRI F R E0RIRR, FHEH, BAE, 1181-38
(2025)

Weng Y, e, TTMBET, BEFHRE TRE— AAEE.
OLFICHITZSARBEED FOBEEICET 28, Bt
FREF S, UTSUNOMIYA, B, 1181-3H (2025)

Fujita M, Nagatoshi'Y, Fujita Y. Evaluation of Drought Responses
in Soybean Cultivars Using the Crop-Type Automated
Phenotyping System CRIPPS, International Symposium on
Advancing Soybean Breeding: Genetics, Genomics,
Biotechnology and Agronomy, Chiyoda-ku, Japan, February
25-25(2026)

SRNE FBRYF,/NBIE, BERE, kWM. REBHE
A=V TEORHE | EYERERESEMA TREMEY = fE
%, BT AAENEEFRF R, TREK, B, 3813-16
H (2026)

SN EYERHC ST 2R - BTESEMBREEADRMHA,
B EEABARBERRYS F68E VRIU L, BHEM,

MEFHK

Publications

HA, 11813-14H (2025)

WY ¥, EEmE T, BERE SERAR EAELETE (L
204 XTI FIREOMENERE | BTERESEMIC & SRR
{t, BAEYF R EM AR, BT, B4, 9818-20H (2025)

SEAE BREVEEHER  RABEYCEE - VE BE
BEMRF B8 MF#RER, @™, B, 689-11H (2025)

SERTE, BHEYF. WTEHABSEMETIREME ZIRX 3,
HABRHREF 2B EFiERER, &A™, B4, 689-118
(2025)

FujiY, MoriT, Takeda N, Jitsui M, Toyooka K, Seki H, Takahashi H,
Hirai M. Imaging Mass Spectrometry Reveals Triterpenoid
Localization in Soybean Secondary Aerenchyma, American
Society for Mass Spectrometry, 73rd Conference on Mass
Spectrometry and Allied Topics, 7R JLFE 77, United States,
June 1-5 (2025)

ERR, AFAKE MT S5, Sl —, DMEELF, TMEE
F, RS, RIS, FEAF, BEAN. fLZT 7 UIILER
KTROENT A M hZVESHDEA, BAEYES
896l A=, B, B4, 9817-20H (2025)

&R, AHAKE, AT S8, SE—, NEERLTF, MTitisx
F, R, LT, FERAF, AREN. 7 VILROTERZ D
D kL = 7 ZE{#frilly petal unduration1 DI REZ ML ¥ REE
EFOFR, LEEMFERE 5B AR, ©R™, BA, 118598
(2025)

FaiHf, Luengwilai K, LLARAL, RIIIE, tE 4 ARZ2/T, BiEE
Bk, HEREARS. BEDMICE S FU 7Y ORAKSEOE(LF
BufRif, B178RIBEENTEEHGES, Ak, B4, 128208
(2025)

ERRE=N, FHEE KBY—FBITFEICH T BCE-MS>
27 LDERCER, B4sbFvES ) —BRIKHS VRY
7L, ERER, B, 12811-128 (2025)

Chang J, Wan W, Harada K, Tanaka N, Sato R, Fujita M. Leaf
sampling using robotic manipulators, ROBOMECH2025 in
Yamagata, Yamagata, Japan, June 4-7 (2025)

Ihara Y, Nakamura Y. Development of a HPLC-based high-
separation method for lipidomics targeting glycerolipids,
Asian-Oceanian Symposium on Plant Lipids, AT, Japan,
November 25-28 (2025)

B2, TrAEEE, RE, kR RSN, MEEF, ELE—. B
MR PITICE B A0 ADTIBKEEICS 5 3 2D DRRA,
HABREETIFRENE AR, BRM, BA, 8827-29H
(2025)
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Activities in RIKEN BioResource Research Center

REELE, RHISE, ELAREN, LAz, 28—, &IIE,
FREHRC. KEKDKEHNBRDRKICKIFTHE, H19[E] X
BARO—L VRIS L, AT, BHA, 10815-17H (2025)

MEELE, EL AT, WERER, FHEEE, RIIE, GiBEK.
FACEWTREF DMK ORRETEH T 2 RNHWDORER
= BEERFRAIN7EEMERR, sNRaX®, B4 9°
20-22H (2025)

Miura M, Oikawa A, Jones DL, Funakawa S. Effects of repeated
freeze-thaw cycling on microbial activity in a temperate forest
soil, BARTIZEERIFER2025FEFHB AR, Niigata, HZ, 98
17-19H (2025)

Yanagawa Y, Okumura T, Makita Y, Fujita M, Koyama S, Kuriyama
T, Hiraoka N, Kawauchi M, Matsui M, Igawa T, Koga K. Effect of
plasma irradiation to seeds in Sorghum bicolor, %535[8]H Z&AMRS
FERARE, AN, Japan, November 10-12 (2025)

1N, BEARER, IEHEAC, BB E, RHREF, WKE=X, BlE
T, BIE—H. 3FEER b L EFENBRARREDEEICEK
ZABAGREIEI X h = X LR, BAEYFREIRIAR,
1B, B4, 9818-20H (2025)

IR X, ZHERT, BEER, RHEX, REER), NERA
1, XA REE, BEEZER. CqHKT1H & TU'CqSOS1H S aEE
TTOF X7 DEBECFEMIFNENaHERICES T 5, BAE
MIFRE8OEAR, &, B, 98 18-20H (2025)

BEEHSEAD, KAREIE, BHESRR. FYE 2 BERFEMBITS
27 LCRIPPSIC K 24 1 AREDAEB M, BAENFER
890l k=, f&afH, H7, 9818-20H (2025)

Okamoto S, Sasaki R, Makino Y, Kawade K, Oikawa A, Ishida T,
Hirai M, Sawa S. CLE2 and its homologs positively regulate
sucrose status in roots, 7th International Conference on Plant
Vascular Blology, Osaka, Japan, July 7-12 (2025)

BRSNS, RS, HEE BPETT SEE— REFAN. Y
OREBEIGEMRITZIRET 2 BHEYRREBHT S X7 LA
RIPPS OBA%, ORT 4 VX « XA MOZY X #ES 2025, 1L
2, B4, 6 54-7H (2025)

BEEER. BEEYRITEERIT S X T LRIPPS/CRIPPS DRIH
¥ NEY) DIBIE IS A #RAT. LADEC2025, ST X, B4, 9825-26H
(2025)

Book

WAREF, kBT, SMAE. BYEE O8RER, RE DR
RE EEEFIEME 2k ALEHAR, 5.4,120-134, (2025)
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Ichihashi Research Collaborative
Group (Holobiont and Resilience
Research Team)

Article

Fuki Fujiwara, Yukari Okano, Daisuke Takata, Hayato Maruyama,
Ryota Arakawa, Natsuko | Kobayashi, Kie Kumaishi, Megumi
Narukawa, Yui Nose, Tsuyoshi Isawa, Takuro Shinano, Kae
Miyazawa, Naoto Nihei, Yasunori Ichihashi. A cohort study of
sustainable cultivation methods in mandarin orange orchards
across Japan, Plant Biotechnology 42(4), 459-466, (2025), peer-
reviewed, 10.5511/plantbiotechnology.25.0605a

Shoichiro Hamamoto, Hirotaka Saito, Hisaya Matsunami,
Naoto Nihei, Yasunori Ichihashi, Takahiro Tatsuno, Per Moldrup,
Taku Nishimura. High-resolution monitoring and modeling of
subsurface CO2 dynamics in soybean field, Geoderma 460,
117419, (2025), 10.1016/j.
geoderma.2025.117419

peer-reviewed,

Chihiro Furumizu, Yasunori Ichihashi. Making a difference
through presentations: Let’s speak, communicate, and
connect!, Frontiers in Education 10(2025), peer-reviewed,
10.3389/feduc.2025.1465227

Presentation

WFE—, hEAR. EFEF. KFEI. BHZ &, BAEF
F. RSO T BAEE. kFIZ. BHER. ZILUBEL. 5
Ais—, BHFBET I BV ERMEYBEEDRT T
1, 55670 H A EIRFRER, BRE, BA, 38150 (2026)

Wi B—, Z)I| fa, Kk [R5, EH B, BF 3K, 862 Bk,
EHEN, NER 5, g i, B RET R L /7KE
TEICBITE2MEMED X R / LER, HBEREELEES
2026FERE AR, RES, HA, 3812H (2026)

REMEF. ESBIRRCEREN S VR U L, Ry, BHE, 38
12H (2026)

MiEERE. TIBILECIE T B, Agri-Entrepreneur Summit 2026,
BR, BA, 3812H (2026)

HiEZRE. TIEIFIET D VILF A I VXD EHEZD
KK, EIS5EA—H= w2 « TOAT T AH2026, NMAE, X,
2814H (2026)

HBRE. LTV RILE KK, REENA TOHKES - B
GREINEMINA T S VRTT L, mER, B, 2848 (2026)

TiEHRE. BB THHINBELIIE - 1BY) - WEHDI X T



LEYE, Ss7a@EYFy VARSI L, 'R, B, 128218
(2025)

HiEREE. HBEOEDHNSTIH IS a3V THIEL DU
TITVR, HEYRIES VR L2025 BHHRE, BA, 1288H
(2025)

Chongyang Yang, Shuhei Yabe, Yui Nose, Kenichi Furuhashi,
Naoto Nihei, Yasunori Ichihashi, Agricultural Management-
Induced Shifts in Microbial Community Contributions to Soil
Carbon Stabilization, CANVAS2025, Salt Lake City, America,
November 10 (2025)

Nao Okuma, Kie Kumaishi, Atsushi Fukushima, Natsuko I.
Kobayashi, Shoichiro Hamamoto, Miyako Kusano, Megumi
Narukawa, Yasuhiro Date, Keitaro Tanoi, Naoto Nihei, Yasunori
Ichihashi, Functional Prediction of Plant Environmental-
Response Genes via Agricultural Field Multi-Omics X Machine
Learning, CANVAS2025, Salt Lake City, America, November 10
(2025)

HiIBRE. BELERREMIEHITILTFAI IR AN
< HER, BEWeek, T, BA, 108 1H (2025)

REMETF, REEE, KAREE], EMNTE HEYF, LIFE
—, KBB4 B8R, ZREE, sk HAMEMERTER
$31Ek=, BR, HA,9819H (2025)

KEEES, BB B8, BB HE, WM SEF, BF E—1F, BE
#, B2 B, BRiE, HEFH BAR, Tl B, T R, B
(BB IILFA IR X EWEBRENTIC & 2 FRREY-1Y
SYIREERBEE T ORE & DEEERNT, WBYFRE
891 A%, %8, 98 18H (2025)

T, Kk [R5, L E—, EH B, BE HK, 852 fE1K,
™iE Z=En, KE EN, NER B OKTEEREEREIC B 1 B KED
TEMEYE OERE, BARATERRFR2025FEFEAS, #
8, B4, 9817H-198 (2025)

Ll B—, )1 1/, Kk [R5, EH B, 552 81k, Bl EN,
INSERR 5, TS ZFREE, BEAN KA EMEYBEICRIE
TRV E DR, B ATIZIERER2025FEFEAR, #
78, B2, 9817H (2025)

Chongyang Yang, Shuhei Yabe, Yui Nose, Kenichi Furuhashi,
Naoto Nihei, Yasunori Ichihashi, Soil Carbon Stabilization
Mediated by Plant-Associated Microbes under Different
Agricultural Practices, BATIEERIFR2025FEFEAR,
¥R, B4, 98178 (2025)

RREELE R LE B8 BE, IWREF, BX &8, 55
#, )1 3B, hE R, BEH B, T BE, TiE RE,
HBHSERLIERILFA I U X EHINFBIC L B Y DOERE
INE BT OHEET R, EYHMEMARSR $B34EMERRR,

MEFHK

Publications

2< 1, 9816H (2025)

REPMETF, mieHREn. HAMEMERFEREIEHRRAR, B
=, B, 988-9H (2025)

KEEEE, A E MR, Ll A, 21 B, %, BhtE
BEFCIEEEXREEHE | BXBIEICHIT 314 r 2%
%, BAMEYERRZLEIMERASR, R, 988H (2025)

il B—. REFMA. BHEA. SWE DN BEPE.
WA BRR. M. ™15 =&, KATILTF A IO BIFICLD
Y- HMAEMEEEROME E N At o — 2 AVAEE
EREZ2 U VY, BREIRAENNA 70 /O —FR(
) K2, #5, B4, 9868 (2025)
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Activities in RIKEN BioResource Research Center
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2025.6.1
BRAMHAFS
Japan Society of Information and Knowledge
BRI RHE
Japan Society of Information and Knowledge Best paper
Award 2025

O #i— FARARE (BCTFMEFERE)
Onami Jun-ichi, Research & Development Scientist (Gene
Engineering Division)

2025.9.9

BARMEMERFER

Japanese Society of Microbial Ecology

BHERIAR—E

Poster Award

OEE —i ERRIPHIMRE (MEYMMEIBERE)
Kazuki Takahashi, Special Postdoctoral Researcher
(Microbe Division: JCM)

2025.9.9

BAMEMERTFR

Japanese Society of Microbial Ecology

EFE

The 3rd Young Scientist Award of the Japanese Society of

Microbial Ecology (JSME)

OFR BIEY MRS (MEMMEREE)
Arisa Nishihara, Postdoctoral Researcher (Microbe
Division: JCM)

2025.9.9
BAMEYLERES
Japanese Society of Microbial Ecology
EmME
Encouragement Award
Ok E1E LRAKE (MEYMERRE)

Shingo Kato, Senior Research Scientist (Microbe Division:
Jcm)

2025.9.16

RIFAFEN BREIEEMF =

The Society for Reproduction and Development

BEHRKE

SRD Outstanding Presentation Award

@ Dinh Quoc PHAM EIR7OY 5 L FYIIA b (i
HETHRRERE)
Dinh Quoc PHAM, International Program Associate
(Integrative Developmental Engineering Division)
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2025.9.19
BAMEMERFER
Japan Society for Microbial Resources
BAMEMERY 2 ¥28
Japan Society for Microbial Resources and Systematics
Award

O KR EEARE HEMMHREE)

Mitsuo Sakamoto, Senior Research Scientist (Microbe
Division: JCM)

2025.10.23
Chinese Association for Laboratory Animal Sciences
Selected poster

Ok £ [HREHAFIRR S (RRIWBHRE)
Keisuke Sato, Special Fixed Term Contract Researcher
(Experimental Animal Division)

2025.11.8

REHFFEARZ LRI E

Public Interest Incorporated Foundation, Sugiyama

Memorial Foundation

S 7 FESMFHmXRE EHE

2025 SMF Paper Award, Encouragement Award

OARERH F—LTrLI4— (BGTFREILEY / L#
RF—L)
Naoki Kubo, Team Director (Transcriptome-Epigenome
Research Team)

ik B1E LRMRE (MEMMKBBRE). AFMEERFREHE

Shingo Kato, Senior Research Scientist (Microbe Division: JCM),
Encouragement Award by Japanese Society of Microbial Ecology



2025.11.25
EOSY X RAER
Molossinus Colloquium
2025 FE FBMEBE
Moriwaki Kazuo Award

QTR E8 EEMRE (ERIVHERE)
Shinya Ayabe, Senior Research Scientist (Experimental
Animal Division)

2025.11.25
EOY X ZAARS
Molossinus Colloquium
2025 FE HRBHEE
Moriwaki Kazuo Award

ORBINBR TIZANREY Il RERETFHE
FARE)
Ayumi Hasegawa, Technical Staff Il (Integrative
Developmental Engineering Division)

2025.11.14

BALBEFRRAEDAA I S —

Japan Society for Lactic Acid Bacteria's Accommodation-

included seminar

BEE

Young Scientist Award

OAE H MRS (MEMMRIBERER)
Atsushi Hisatomi, Postdoctoral Researcher (Microbe
Division: JCM)

N 3 i e N AN Ny i
25 7 [@] SMFmszaisztih

(EIE=9|
AIR T R

Pl : MW Ay — AN —
MEFRMT Y S LEREF—L

AREM F—LT v LIE— (BEFRRIET / LRARTF—L). 2
HRPEFEAZILGE R E S 7 F£E SMF s#XRE BEiE

Naoki Kubo, Team Director (Transcriptome-Epigenome Research Team),
2025 SMF Paper Award, Encouragement Award by Public Interest
Incorporated Foundation, Sugiyama Memorial Foundation

Awards

2026.3.9
2025 FFE NERAEIEE)
FY2025 RIKEN BAIHO Award
05 S1E FEMRE (MEREIAARBXEE)
Shogo Matoba, Senior Research Scientist (Integrative
Developmental Engineering Division)

2026.3.9
2025 FE EFfEE )
FY2025 RIKEN OHBU Award
ONEBERTIZAILREZY T (XU IARFEHIEH
HE)
Yasuyo Kozawa, Technical Staff 1l (Mouse Phenomics
Division)

=h
28

=
=3
=
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Initiatives for the Better Management of RIKEN BioResource Research Center

L3R EE

P TR selected by lottery from a large number of applicants, and
I *iﬁ two’&h\b the event was a huge success.
Interaction with the General Public (Title) Let’s Observe iPS Cells!
{ParticipatingLaboratory) iPSCell Advanced Characterization
NAFNY —RBEOERCEZ L TRICCERET and Development Team, Cell Engineering Division
3&5. BREEICBHTVET, {Method) BioResource Research Center (Tsukuba)
We are working to make information available to help more {Participants) 60 people

people understand the significance of bioresources project
and learn about the activities of these projects that rely on the
support of the public.

Bo<IFBU-~CELE
Tsukuba Chibikko Hakase

DLLRFBEU>FELIE NREED TREFSU>FEL)
ZzBIEL. DKIETRICHZHABHEE TITS BRI
ICBME 2REEERARY M T, NAA VY —AREY
H—THIDARY MIH AL, RAICIND SHeieftL
TWXE9d, K1 50> L RIZ—

Fig. 1 Tsukuba Chibikko Hakase Poster

Seunti-Fu a0 [0

TR,

©2025F€78318 (K)
INRBEEERICLIED DT, iPSHBICOVWTERZ
#F—< X L. BEHEEBVIPS OB HERE

MROBE. By hPF v B RBROKBRETS W 2025 FERKME—/E 2
PELHDE LT, < OBHOTNSHET 55 ADB RIKEN Tsukuba Campus Open Day
MZEFEFE LKIFFT LT
(24 ~ILy TIPS HIREZERR L THELD ! ] BRI O— A% 10 B 25 B (L) ICHEL £ L7
(ENAERE) iPS ME RAFIEMBTAZF — L. MM HER - IRV T — - IEMAREE - fRREAARY T —X
BIFRE BE. BHIEAFIT 697 ADBZEICELATHSVWE LT
BEIEEATD NAFH)Y =R Z— (< IEH)
(BIMAD 60 A ©2025F 108258 (L)
(T=DNAF VY =RPARE Y Z—2>TEARETE?
Tsukuba Chibikko Hakase is a science learning event featuring CFfER ) IR - ISR UK HIX
. exhibitions and events held at research institutes located in CRIBE) 697 &
ig Tsukuba, which attempts to encourage local elementary and KERITHIH
B junior high school students to become great “little scientists.” ORZEY7— (GRItEAME)
- The BioResource Research Center also participates in the - FHZEE DB FKER 2025 (GBI FMEIBIRE)
event, providing an opportunity for children to experience ~HRABWVWEDZTATHLD~
science. - ERORR (MERETIFHRRARE)
~mHRET 2HEEERTHLS~
OJuly 31,2025 CRURIUZYIDRE (WU IARBEMAREE )
This program was designed for elementary and junior high - MBRREFHERORS (MEMRIERE)
school students. With a focus on learning about iPS cells,
participants observed iPS cells under a microscope, toured OfEER (GRtiFE)
the cell banking facility, and conducted hands-on QBEY > TIARIZEDS | ? —TEOFERD 2B LTI
experiments using pipettes and tips. Sixty participants were 55—
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SORN. IREZBRT >TESBD? —RHZEDERK
CED - FHORKEZZEZ S —

ARER F—LT1LI42—  BREFRREIES /L
HRF—L

The RIKEN Tsukuba Campus Open Day was held on Saturday,
October 25, 2024. 697 visitors enjoyed lectures, lab tours,
research facility tours, and hands-on event booths with
advance registration required.

©0October 26,2025
(Theme) What is the BioResource Research Center?
(Format) On-site, RIKEN Tsukuba
{Visitors) 697
*Reservations required in advance.

OTour (On-site)

* Researcher Assistant Experience 2025 (Gene Engineering
Division)
-Let’s see the invisible

+ Origins of Life (Integrative Developmental Engineering
Division)
-Let’s see the moment when life is born

+ Tour of Mouse Clinic (Mouse Phenomics Division)

+ Tour of cell preservation facility (Cell Engineering Division)

Lectures (On-site)

@ Can Plants Really Change This Much!?—The Genes That
Determine Flower Shape—
Taiji Kawakatsu, Director, Experimental Plant Division

@®What's It Like to Aim for a Career in Research These
Days?—Reflecting on the Future of Science and the Future
of Ourselves and Our Children—
Naoki Kubo, Team Director, Transcriptome-Epigenome
Research Team
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Fig. 2 Flyer for RIKEN Tsukuba Campus Open Day FY2025
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Publicity Activities

3 2025 F—RNEOKRT

Fig. 3 Shot of RIKEN Tsukuba Campus Open Day in FY2025

B SAT 72/0Y—>3—r—2X 2026
SAT Technology Showcase 2026

DT IFCHOEHBETEE T IMRE - HFMEHL. KRFIOD
HEMBERCT A T4 7EFEFORMT 5. 2<IEHS5TIE
DESFRRAEBWE LT/ A0 —>3—7—2X2026
TIIRRAR—FHRK, BFRIS VARSI LEIZLDH. CEERY
HERBLRETR. LERMEERE. BAABTRBERRIC
K BHEBERBAR D fTHONE LIz, WEEfr R, 12
HBRC HIAFRBRICHE L £ L1

©2026%F1822H (K)
(T—7) ENHFRRICLZHOHF in DX
BRI N7 Uy KRB (R - A>51Y)
OB DK ITEERES
(EfE) DKIEYAIIVR - THT
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Technology Showcase 2026 was designed for researchers and
engineers in Tsukuba and the greater Tokyo metropolitan area
to bring their latest research results and ideas to the event and
exchange them with each other in different fields. The
Technology Showcase 2026, which aimed to promote
interdisciplinary exchange unique to Tsukuba, featured poster
presentations, special symposiums, exhibitions by co-
sponsoring organizations, an advanced technology company’s
exhibition, and free invention consultation by the Japan Patent
Attorneys Association Kanto. RIKEN BRC also participated in
the public relations exhibition.

©January 22,2026
(Theme) Stimulation of Knowledge through
Interdisciplinary Exchange in Tsukuba
{Format) Hybrid event (on-site and online)
{Venue) Tsukuba International Congress Center

{Organizer) Science Academy of Tsukuba
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W 55390 NELFHRARAEERR L DR AR
RIKEN-Industry Exchange Meeting

BIRREFHT S0 7 > AHFEET 55 39 BB FHAIF
CEERLDORRARICTHERRORIZ—BRICEML £
L7
©20265F2H20H (£) 15:00-20:00

@A —UFHR

SEIER DR 15:00-17:15

1BERR R DER 17:30-20:00

MEANBRI L —FEK
- RBRFYRARE SR EFER
- MEREMEIERE PN B ER

Participated in the poster exhibition of research results at the
39th RIKEN-Industry Exchange Meeting held by Industry
Memberships to Create the Future with RIKEN.

OFebruary 20,2026 15:00 - 20:00
The Hotel Okura Tokyo
Lecture Session 15:00-17:15
Information Exchange Session 17:30-20:00

Research Poster Presentation
* By Director, Atsushi Yoshiki, Experimental Animal Division
+ By Director, Kazuaki Nakamura, Cell Engineering Division

HEHRICAMTS
EFINNIAEM

-

[y [
0 T —
] K4 RRE—FEK(HFAER - PHER)

Fig. 4 Exchange Meeting Posters

B EAERADTAE— 3 V&S
Promotional Activities for Vocational Schools

RENAATO /O —FMFERD 1 FE337REHE2 %
EXRIC. NAF VY —IAFEEZ >R — (BRC) NDEFHET
OJ7L%RELE LT
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A visit to the BRC  was conducted for 37 first-year students
and 2 teachers from Tokyo College of Biotechnology.The
program included an introduction to RIKEN and the BRC,
poster presentations from various BRC labs showcasing their
work to highlight the appeal of technical careers, a career
counseling session where BRC staff answered various
questions from students about career paths and daily routines,
and a tour of two labs to show them the actual work
environment. This program was designed to help the students
visualize working at the BRC. By communicating with the
College's career support department from the preparation
stage, a connection for future career development was
established. A post-visit survey was conducted with the
students, successfully leaving a strong impression of the BRC.
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B7LXJ1)—X PressRelease

E2E

Author

ﬂﬁﬂ%:\

Journal

EMBEII TR —HEOBEICREVELTS
—T SRS OEY SRR TR ZRR—

Proceedings of the National

2025.4.30 Taku Kadoya, Kenta Suzuki, and Akira Terui Academy of Sciences
It;i_nlldng Tnergetic Aitr)stability to compositional changes in 10.1073/pnas.2422701122
iological communities
& hPSHRE % A L\ TS ERRIC B 1T DR E 1RSI % fRFR Satoshi Morita. Takavuki Kondo. Hisanori Tokud
T = NI A 3 i 1% _ atoshi Morita, Takayuki Kondo, Hisanori Tokuda, | .. .

2025.5.19 RE SRR RN R AE LB E HIE T 5 Yoshihisa Kaneda, Takayuki Izumo, Yoshihiro Nakao, I]S()CIf(I)‘\]Cg/H 12025.112557
Polyunsaturated fatty acids in lipid membranes regulate | Haruhisa Inoue b TSGR,
human neuronal function and amyloid- production
“%Eiﬁél 1#&954%%’%T5ﬁ3‘12‘-@\—>('f|¢!1 Tomoki Uchijima, Shingo Kato , Kazuya Tanimoto , Fumito FEMS Microbiology Ecolo

2025. 5. 29 HERACEOBMREEICHY). REA AR Shiraishi , Natsuko Hamamura , Kohei Tokunaga , Hiroko https://doi org/1g);093/ 9
Custom-made medium approach for effective enrichment and | Makita , Momoko Kondo , Moriya Ohkuma , Satoshi | c " o o)
isolation of chemolithotrophic iron-oxidizing bacteria Mitsunobu
?ﬂ¥;ﬁé{$@mﬁﬁﬁ%‘:5”§ EX P/{fl%ﬁfﬁ@%tt; Atsushi Takasu, Toshiaki Hino, Osamu Takenouchi, Yasuki
1REZRBE ~ & X b AEEH H3KAme3 [SINREMAEPHTEE | Miyagawa, Zhihua Liang, Shota Tanaka, Tomoya Mimura, | Journal of Biological

2025.6.9 | ROREMEEGIET B~ Chisato Ida, Yuki Matsuo, Yuna Lee, Haruka Ikegami, Miho | Chemistry
Characterization of H3K4me3 in mouse oocytes at the ghsugl,'\;hogo Matsl)_ba, Atst;(i(_Og_ura, Ea_zkjﬂq Yamagata, | 10.1016/j.jbc.2025.110308
metaphase Il stage azuya Matsumoto, Tomoya S Kitajima, Kei Miyamoto
I%fﬁ{%@ﬁ%%ﬁém@%ﬁ&@{%%@&ﬁ{//\“—f/a‘/ - Hirokuni Miyamoto, Shunsuke Ito, Kenta Suzuki, Shingo The Innovation Life

2025.8.26 R ICENT 2 AR R E AR ORI = Sl — Tamachi, Shion Yamada, Takayuki Nagatsuka, Takashi 10.59717/jxinn-

A putative research model for sustainable fisheries driven by | Satoh, Motoaki Udag:awa, Hisashi Miyamoto, Hiroshi | .. oo 000155
noninvasive diagnostic imaging Ohno, and Jun Kikuchi
'!f‘H]73‘\?<éT/#{X\\OJEE¥737t}bb§ﬁ{t%1ﬂ?_ Sotaro Takano, Satoshi Takenawa, Naradasu Divya,
—REBHICHITBINAFI—H— L TORRICERF— | Kangmin Yan, Xinxin Wen, Tomoko Maehara, Nobuhiko | The ISME Journal

2025.10.2 N N Ob. M i Toyofuku, Michihik 10.1093/i jo/wraf193
Enrichment of Horizontally Transferred Gene Clusters in | Nomura, Nozomu Obana, Vlasanori foyotuku, Michihiko b BT
Bacterial Extracellular Vesicles via Non Lytic Mechanisms Usui, Wataru Ariyoshi, Akihiro Okamoto
Y—EtyhoO—2ES #iRRERI —EMNREETILE Shodo Matoba. Yoko Kurotaki. Satoshi F ok

# y B — 0go Matoba, Yoko Kurotaki, Satoshi Funaya, Yuko
2025.11. 20 RE(FROBBRI Yamada, Narumi Ogonuki, Haruka Shinohara, Masafumi ?Be%fg/” Reports
RN Derivation of embryonic stem cells from cloned blastocysts | Yamamoto, Nao Yoneda, Takaya Homma, Yuichiro . 2(1)'25 102710
using improved somatic cell nuclear transfer in common | Higuchi, Erika Sasaki, Atsuo Ogura stemcr.2025.
marmosets
HEMERD DB CO, HIBADHF R FIRENE —&1n
B & CO, EERENZMERICHRITL TIRRIL— : :
2026.1.20 i iversi ; ; it Arisa Nishihara, Shingo Kato, Moriya Ohkuma pgckeadpionens
- Exploring the diversity and metabolic potential of CO_-fixation g 9 ' Y 10.1264/jsme2.ME25035
mediated by RubisCO in prokaryotes in the Japan Collection of
Microorganisms
RIAD TARSLE AZ5LE) #EEIVTL —Y entific R

2026.1.21 REELEOBGFIEY A XPHBFEEZMN<FTIE — | Nobuhiko Tanaka, Kento Miura, Ai Ozaki, Yasuyo Kozawa, ?8?82554?2;;;25_
Quantitative dissection of sexual dimorphism in mice through | MasaruTamura, Atsuo Ogura and Shogo Matoba 33814-w
Y-linked gene knockouts and multivariate phenotyping
Hé{?*%%ﬁ‘%@%ﬂﬁ?ﬂéﬁmlﬁﬁlb —BE SRS Mayuka Nishida, Yukina Ono-Sunagare, Sayuri Kato, Yu Communications Biolo

2026.2.9 CERRRBEE CRFINSORETFEETOERXZHEHR — | Ishikawa-Yamauchi, Takafumi Matsumura, Mitsuru https://doi 0rg/1010389/y
Reverse transcriptase inhibitors enable the generation of | KOmeya, Shogo Matoba, Kimiko Inoue, Narumi Ogonuki, $42003-026-09613-y
fertile spermatids from fetal mouse testes in vitro Atsuo Ogura, Takehiko Ogawa, Takuya Sato

) ) ) ) 5
_ e Takuya Sato, Takashi Yoshino, Mai Ohtsuka, Takahiro i

1y v N - ~
3’77‘%5‘5&%ﬁmﬁ‘ﬂb\b%'l%%ﬁf&wﬁ*ggmjmm 1% Suzuki, Takafumi Matsumura, Yuki Matsudaira, Yu &
BEM R AR ZFE L. BFEMTE2ORIECETFE Ishikawa-Yamauchi, Shiori Maeda, Haruka Yabukami, | ¢ .0 0\ #

2026.2.24 | §%REE~ Yoshiakira Kanai, Miki Inoue, Yuichi Shima, Makoto | 7 "ioc o0 =0 o
Generation of Functionally Competent Testicular Somatic Cells '(I')achlba:(pa,A Shog(()) Mato}lza, ﬁ',rl?'koH Ino;_e,Tl\:(ath{T
from Pluripotent Stem Cells Og::vLaJ i, Atsuo Ogura, Katsuhiko Hayashi, Takehiko
ErSOOTUTICEITBTIVYNAR—REEDF

B 7 B2
2026.3.27 APOE DT 75 K REE B Dayoung Kim, Takayuki Kondo, Keiko Imamura, Kayoko ﬁulrnallofﬁiell;le?rand
o Apolipoprotein E Deficiency Impairs Human Microglial | Tsukita, Ayako Nagahashi, Tomoki Sakasai Haruhisa Inoue | - 0.c tar Medicine
Proliferation Accompanied by Elevated Cellular Oxidative 10.1111/jcmm.71074
Stress
RUEGFIREOBEEZRENICH L —SREFE Toshioki Nakashiba, Takashi Sugi catoshi | Cell Revorts Method
o L E e =q oshiaki Nakashiba, Takashi Sugiyama, Satoshi Iwano, | Cell Reports Methods
2026.3.30 BT DR RROMFELRN 2 EREFH Mizuho lwama, Atsushi Yoshiki, Atsushi Miyawaki, Kuniya | 10.1016/

Assessing leaky expression of Cre-dependent DNA constructs
in the mouse genome using sensitive bioluminescent reporters

Abe

j.crmeth.2026.101369
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A ERRDEDIH

M £ 12 [8] Wakate BRC Conference
The 12th Wakate BRC Conference

@®2025F7811H ()
Fri. July 11,2025

ON1TUy R G- A>51)
Hybrid event (onsite and online)

OHE - RXY—HK - BHR

Lectures, Poster Presentations, Reception

1 %5 12 [0 Wakate BRC Conference (WBC) RX &% —

Fig. 1 The 12th Wakate BRC Conference (WBC) Poster

2 % 12 [8] Wakate BRC Conference 665 H

Fig. 2 The 12th Wakate BRC Conference group photo

Wakate BRC Conference (WBC) ISHIEENS XV /N—%EH
DEEEN% BRCHDKFHRAARY MT. FEIC1 EDHEESR
FOARY FERELTVWET, 2025 FEFSHAREDOH
HETBEOBNOM BARED MRIAZ—FKEK) #RMEL.

RRAZ—EHRHRITELT (K1, K2)o

88 | RIKEN BRC Annual Report FY2025

The Wakate BRC Conference (WBC) is a social event within the
BRC that is run by inviting members from laboratories and
holds events such as lectures once a year, etc. In FY2025, in
addition to the introduction of new arrivals from each
laboratory, and We held “poster presentations” for each
laboratory and established a poster award. (Figures 1, 2).

W R EFEIRE R Progress Report Session

FICEFRZY IDHRRCEREFRICE I 2FHZ2HET S
MREEFRER =2 238 (NT UV F) BEL. &
VRE—ADTRAMEEAMBERZRD L7 (R1)o

A total of 23 “Progress Report Session” were held (hybrid
event), where mainly young staff members reported on their
activities related to research and business operations, in order
to deepen exchanges within the center and develop human
resources (List 1).

B BRC £ £ +— BRC Seminar

B BRC TIHFAMBEROEWMDMEAD—IRE L TBRC €3
FT—ZRAELTVWE T, RFDOAEBEZEBVRHSHAIBD
B EBOVTER I F—AR>TVWET, BRCEIF—I&
NEBOHTEICHNELTEDET, SEEITL 7RIFHEL
FLE (F2),

RIKEN BRC holds BRC seminars as part of its human resource
development efforts. The seminars follow the latest research
trends and are open to outside researchers. A total of 7
seminars were held this year (List 2).

m % fi5HHE Technical Training

RBBTINAAVY - ELDHRMNICFBWV7ZL< D
I FIREOERICAT TORMFIEEZERL TLET,
2025 FEEIF 11 EOEMHMETRELE LIz (R3).

To ensure more efficient use of the bioresources we provide,
we conduct technical training for users. 11 technical training
sessions were held in FY2024 (List 3).
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Efforts to Foster Personnel

M AR EFEIRE S  Progress Report Session
=HE | RREY \ REE | KRS LI
EEIEEGFICHOBREHIHRIRR DR~ SARS-Cov-2 UV —
202549 B TFMERERE REH— TUZHIL | ZEfEEELT~
o Gene Engineering Division 227 Development of tightly controlled expression system to tackle highly
toxic genes, during establishing SARS-CoV-2 gene resources.
2095.4.93 ERVRHEE ik =40 RSRERRS | RORVY—RICEITIMEMFNmEERE
o Experimental Animal Division e Microbiological quality control in mouse bioresorce
e f— S Zoop
rorssg | EEIERLETILFRT L p o mg 517 | $F— LIS LD LTRABORZRITOLT
- i;r:\:cnptome—Eplgenome Research IR— Progress in Team Formation and Future Research Plans
BRCHBDmEEERT A
=Ry =3 —\ (=& = b=t 3y =
mEBELEI—VH IV FE RESEL SHEME. M. BN EIBERTEEADI<DICEITT
2025.5.15 Support Unit for Quality IR —4— Quality management system unique to BRC
Management Toward the establishment of management system that supports Trust,
Sustainability and Leadership)
. — BN i VeRIRE PR BRRE
2025.6.5 Next Generation Human Disease WERE HAMER . . . - ) -
Model Research Team Phenoty.plc cha(acFerlz%ltlop using F? hybrid mice derived from distinct
subspecies and its implications for disease research
JO—NILAEVZREICET SO0 XTI EEMEIY—R
ERHE = . o
2025.6.25 %%ﬁm@sﬁiﬁg o R E GEWEE | SRR
Experimental Plant Division Development and analysis of Arabidopsis thaliana phyllosphere bacterial
resource for global commons project.
- < 7o s
2025.7.3 C . . - PR ER My previous research activities and the work of the Cell Engineering
ell Engineering Division Division
= = ~ = R % 4| ﬁs o 114
s I TS BB OB ORI ML TS0 KOS LR
2025.7.17 | ipsc-based Drug Discovery and HREHE FRMAES | P ds in lipi late h
Development Team Po yunsaturatgd atty acids in ipid membfanes regulate human
neuronal function and amyloid-{3 production
MEBERERE s ER Fo—p)L | PA BECENLIREBROVTITHE
2025.8.4 Integrated Bioresource Information A2y | Improvement of Information Infrastructure for the Integrated
Division BioResource Information Division Based on IPA Standards
2025519 WEMMEIFRE EH e BRSPS | #7137 Nanobdellati 77— 7 5Bk ORE C KRN
- Microbe Division BIERZEE Cultivation and characterization of novel Nanobdellati archaea
- P HEKRER K iPS i \Varitsrey EET!
iPS MR A M ARAR B2 F — ?EMSA%& EH3R iPS MifaZE A W HRIRE DR REET
2025.94  |ips Cell Advanced Characterization | /A7K &8k BHEE i ) ) o )
Research Team Disease modeling of neurocristopathy using induced pluripotent stem
cell derived from patients with chromosomal abnormality.
AR E TERREOMEE oW
2025.9.25 NIRFE ﬁ:ﬁ}ffnﬁﬁ%% LE AT EIRdSE C57BL./6 7'77(.0)“@%.%&@ &#ﬁ@’fm W .
Mouse Phenomics Division Analysis of Sex Differences in Behavioral Phenotypes of C57BL/6 Mice
. - I
T EE RS 8
THBEMEIIL—T -CSRSE  |FIFIE (575 15 :
B0 - BHSEET =V SATLRAEF— L F— | AAROI VA =88 ¢ LB SIS
2025.10.3 ] LR BB : )
Mass Spectrometry and Microscopy T ~ HEYJ | Metabolomics-based research of plant metabolism
Unit #r - BRI 1=y
dzZyk—4-)
CSRS ROEA VK « LYUIVZR KEERERRICE T3 - EDHEER L TEHMEDZOEE
o
2025.10.14 | P67 —h i 5— A8 Ra

Holobiont and Resilience Research
Team

Rice-microbe interactions and soil microbiome dynamics in paddy field
ecosystems
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=a | RN | RERE | FELA I
MERETEZMARER MERETIZFMERREZEDBN LZDAERBICOVNT
2025.10.30 Integrative Development HLEXT EE Introduction of the Integrative Developmental Engineering Division and
Engineering Division its research activities

BRC ICH T 59 DX B DER | NGS TOP I b ZHIl

Ic

FRZE DX ELARERFF — /1 H= #=. Jen-Chien

2025.11.6 i Chang. B2EAN = : ; :
Research DX Foundation Team FIEliE (£8) Progress in Developing a Research DX Platform at BRC: Focusing on the
NGS Project
S = — = EMNCHITDIET /LR - H1FZUR
20251113 | SRIBMIBIFEE %= =E EMICHTETEYT / LZHE - &
Experimental Plant Division Epigenomic diversity and dynamics in plants

BRE TH= . .
HAEERERE ;E/';% TI=I | ppc o FDTBE Al Foy FOBAITOUNT

2025.11.27 Integrated Bioresource Information WA BHE Fo=HIL Overview of the BRC Website's Development and the Implementation of
Division 242v7 11 an Al Chatbot

. A P ) ) ) .
pogs gy | RABMRERERRT L o v ge 5oLzl | BRF-LOTTI LA AROBRLSEROBDIONT
o Developmental Genome Plasticity I8— The Odyssey of Our Research Team: From Conception to New Horizon

Research Team
2025.12.18 | T AHBIRE
Gene Engineering Division
BRI FHE BERMA | IURVY-RICBITZEGHREEE | REFACEAEN
2026.1.8 E . . - BAEHME TIZAL | Genetic Quality Control of Mouse Resources: Testing Methods and Case
xperimental Animal Division 24971 Studies
AR FEEAINA /AR RS
2026.1.22 %EHEJWJ‘F’%%E L PE B FEFRKED i b@%ﬁb{ﬁ ' .
Cell Engineering Division The current status of newly deposited cancer organoids preparation
p s = Ay DEERR 22
2026.2.12 HMEMMERERE B i BEE JICM BERBOL Vo3> ORERR L RE
Microbe Division Current Status and Challenges of the JCM Yeast Collection

HRE TI= . .
FABERERE jfj'—ﬁ TI=I | re B OBBY Al F vy FOBAIZ DT

2026.2.25 Integrated Bioresource Information TAMBE Fo=Hl Overview of the BRC Website's Development and the Implementation of
Division an Al Chatbot

227
2026.2.26 | Fi&H
rgRs | e v RGBT TI=7IV | sia 1) )L 25 BCM Uy —REEAR
Gene Engineering Division 2Ry 7|l

2026.3.12 | FwH
(F1) (List1)

ERHE
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M BRCtZ=X7F— BRCSeminar
HEZA ML HEREMRE EIRE R BEsia Y
- EIRZREAFEEN ME - R
B, N PAs] ~
2025516 | PE MREEBMICEUS | s K mue it — 57 | BB BT .
16:00~17:00 | 2 2/ IALARBOR | S\ 57 ) > smma-ur Dr. Kosuke Tanab = opp— | Prd
' ' HKOERELOEDIEA e mmme r- Rosuke lanabe
FHRIVI]
RIEERMZEH
Effects of multiple concurrent L ) ) . "LoE2— KO
ngOSOEﬂ 200 sl dingee s el gilli Uizlversnaet Berlin Institut fuer ;irlcl)if. Dr. Matthias C. EAvk - LU | Hybrid
: : and ecosystems 9 9 IVRRARF—L
TisEHRE
- Korea Bioinformation Center (KOBIC), g .
?2-23%?4213700 EZEGGa?;EV\;)égOng:doglcal Korea Research Institute for Dr. Tae-Eun Jin I;E %gﬁﬁ%i Hybrid
’ : ’ ’ Bioscience & Biotechnology (KRIBB) =
Z?ri::::ic:;:]rc(sﬁceﬁearch NBRP information center, National
2025.6.23 L ; Institute of Genetics(NIG), Research | JII7S #F MEEmRERE - :
S | A e EE e Organization of Information and BEREE Hybrid
‘ " | the National BioResource 5 sgtems 50 K0 [T Sy =
Project and Its Applications 4
2025.10.2 EELEMDT ED_‘\I*?{?X NMNKFE = FRZR 555 E5rHUE K D BLFHERIE
16'00."'.1 7:00 HE = EWBETIRRTO Kyushu University Institute for Advanced Dr. Hi ki Sasaki 7/ LERZRF — L | Hybrid
’ ’ Uk Study r. Riroyuki >asaid AR B
RIEERM
(=] asie] “"1—3‘ 5/\ NI A=l ~ . [as] N = 7%
2025103 | MEMICBIBEUMERR | DiCT HAP RERENTERAL Y | Lo o= .
14:00~15:00 | BEK - BEEOBIEM B— ERRERERRIERFZT T — L iR . EA>bk - LU | Hybrid
i d i = B e Dr. Yoko Chiba TYREFEF— Ly
s R=E
2026.1.26 - A A A FEAFERER ASXHREIRIE | HH XS BELFRIFERE )
16:00~17:00 AIRHERTORER R FRMBAER Dr. Mitsuo Yoshida = - ORM— Hybrid

(%R 2) (List2)
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ABERDELD #2H

Efforts to Foster Personnel

E S T

s025530 | E iPS MBRRDIEEICEIY B HKHHAE ERIRIBRE

- Training course for human iPS cells Cell Engineering Division
075605 N A RRIRIREERATE Modified SHIRPA (2R3 2 BATHR{E TR RID RO RE R

- The Modified SHIRPA Technical Training Course Mouse Phenomics Division
2035.7.4 £ & iPS #ERRDIEEICEE Y BIRiThHE ERIAEI B R

o Training course for human iPS cells Cell Engineering Division
202595 | EHiPS MEEROIERICEEY SRATHIE L S

- Training course for human iPS cells Cell Engineering Division
2025.10.1-2 FBEHRE S O X+ FZRAVCERROERICE L SHE AR

o Training course on basic technologies required for Arabidopsis research Experimental Plant Division
2025.11.4- | XU XA HRHRIFE T A Modified SHIRPA (2R3 3£ iThHE NUARBFRARRFEE
6,12-13 The Modified SHIRPA Technical Training Course Mouse Phenomics Division
Sozs.111a | N iPS MBSOISEICEIS B BB e

o Training course for human iPS cells Cell Engineering Division
2025.12.8- | YU XAJRARRE R E Modified SHIRPA (2RSS B % AiTEHE RUARBRARREFEE
1 The Modified SHIRPA Technical Training Course Mouse Phenomics Division
) £~ iPS #ERRDIEE ICEE I B i AiThHE R RIBARE

026.1.16 - B
Training course for human iPS cells Cell Engineering Division

ST BRARBEODEE - 3H5E - H1EICEY B RATEHME HEDMHFERE

o Training for the isolation, cultivation, and classification of gut bacteria Microbe Division, JCM
202636 E & iPS #ERRDIEEICEE Y BIRAiTHHE R 3=

Training course for human iPS cells

Cell Engineering Division

(& 3) (List3)
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RIKEN Tsukuba Campus endeavors to ensure that the
bioresource project and research activities that support
promotion of the project are conducted in a safe and proper
manner that complies with the relevant laws and guidelines.

1 EEFHEARRTLER
Safety management of genetic recombinant
experiments

(1) BEFHEEZEYMSIREE
BILEFREBEIEYOIMDFVEIL, FRICKD. IBE
PHIEEECEEYMLE, EROFHIAROSNTUVE
ER
Q) BLFHEBRIERZEEES
st EE. ABOEFARZZFOHERERICEV T,
ESANDOBEAMICOVWTERZZITE T,
©2025 FERIREDREL : 234
(P1-P1A-P1P-P2-P2A)
(3) HBIEDES
KERMEHE L. ED. RE. REINSILEHLEEER
VR E2ERVWEIC DLW THBIIEEZHELE T,
(4) RERHE - BB =R
ZEEERIT. EREOILBHIEES. RRFORER
RUOBBROREZ EANICERBL TLWET,

(1) Act on the Conservation and Sustainable Use of Biological
Diversity through Regulations on the Use of Living Modified

1 BEFERIERTEEER BADKTF
Fig. 1 Genetic Recombinant Experiment Safety Committee (Scenes of
deliberation)

ZE2EEDEDIAA

Organisms.

Based on the Act, living modified organisms (LMO) must be
handled taking necessary measures to prevent their spread
and must be disposed of properly. The Act also specifies
procedures for transportation of LMO.

(2) Genetic Recombinant Experiment Safety Committee
Research protocols are reviewed by the safety committee,
which includes outside experts, for compliance with the
Act.

@The number of approved protocols as of the end of FY
2025:23(P1-P1A-P1P-P2-P2A)

(3) Education and training
Personnel who perform genetic recombinant experiments
receive educational trainings on relevant laws, regulations,
measures to prevent the spread of LMO, and safe handling
of them.

(4) Inspection of experimental facilities and equipment
The Tsukuba Safety Section conducts periodic checks on
required signs and other measures to prevent the spread of
LMO and inspects equipment in laboratories.

2. BNYIREREIR

Management of animal experiments

(1) BYMOEERVERICET 3572 - IRHEESICEIT3
BYREBEEDORMICRE T 2 EAIEH

BRI TRET 2 BYRRIT. BYEEDER S,
RNENBERN SHYRBRELT BEYICKET 7cHDH
1RZ1Y (BEXfEE) #&8FL. BUAEELTEML
TWET,

(2) BMERRBEZES

MEEEIE. AMOEFIRZFHIEERICEVT,
FRIZ 3R (BBESER. RBA. EABHYROER) %=
Bar L. BEN. KENZAED 5REREHZ YN
EHhDOBEEZZITET,

THICEBRRH. ZBRFYOEE. HBHER. HE
FRRFICE L EREHAOEEEICOVLWTHE a%E:
SEE BETV. BICABREHRELTVETD,

@ 2024 FEBC S - FHEER

EKERIRE WIE 145, BREOH
HEEIERE BIE 56, BEXE 0N

(3) HEIIRDEHE
PYRBREFE . BAEHSFROIYOEIRVEFIC
DVWTOHBIRZBERHFELET,

(4) BABHREFDRIR - HER
A5 - RE - RRICISCRBSFOBEMRFD 20,
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ERAMIC iR - FERRZRIEL TLVE T,

(1) Act on Welfare and Management of Animals and

Fundamental Guidelines for Proper Conduct of Animal
Experiments and Related Activities in Academic Research
Institutions

At RIKEN Tsukuba Campus, animal experiments are
conducted and managed properly with consideration of
both animal welfare and scientific rationale, complying
with the Fundamental Guidelines.

(2) Institutional Animal Care and Use Committee

The Institutional Animal Care and Use Committee, which
includes outside experts, reviews research proposals from a
scientific and ethical perspectives, especially in
consideration of the principles of the 3Rs (Reduction of the
number of animals used, Refinement of experiments to
minimize pain and suffering, and Replacement with
alternative techniques).
In addition, the committee conducts self-inspection and
evaluation every year on the review system, management
of experimental animals, animal rearing facilities, the status
of implementation of education and training, etc. in
conformity with the Fundamental Guidelines. Furthermore,
the results of self-inspection and evaluation are verified by
external authorities.

@ Results of self-inspection and evaluation for FY 2024
Experiment reports: Appropriate 14, improvement
required 0
Rearing management reports: Appropriate 5,
improvement required 0

(3) Education and training

Personnel who conduct animal experiments receive
educational trainings every year on the Fundamental
Guidelines and appropriate handling of experimental
animals.

(4) Inspection/check of animal rearing facilities

We conduct periodic inspections and checks in order to
maintain facilities appropriate for animal rearing, storage,
and experimentation.

3. ARfRIE

Research ethics

(1) %dn - ERREH. ES f8EHED

bt bEFEROBRWIZ. BEREZITREHICEDE
ThnEd. INSIEHOBRICHZEZHIE. HES
(EHREE) 0B, AE. BABRETZ OO
BoR. AREAEZFOER. 1> J74—LK-OVF
VR RUOEMNOBEEBERBEIEICITS CCICHD FT,

(2) REBEZER

A EORENRUBFENZAMICOVNT, ER.
EMF. ER EamBICREY 2 EMRRUV—ROIIG
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DHEZEHIEERTEREZRITMRZRBL TLE
EE
® 2025 FERFEDREL : 22 %

(3) HBEIRDEH

MREFIZ. BEHRURES I REBEEZR
ELEI

(1) Ethical Guidelines for Medical and Biological Research

Involving Human Subjects, Ethical Guideline for Human ES
cells, etc.

RIKEN researchers handle human derived materials in
accordance with the applicable guidelines. The concept
underlying these guidelines is that both the institutional
officials and the principal investigators are responsible for
protecting human dignity, human rights and personal
information of the research subjects who provide biological
specimens for research. Based on this concept, researchers
ensure that informed consent is obtained from the research
subjects and that all materials are managed properly.

(2) Research Ethics Committee

The Research Ethics Committee, which comprises specialists

in medicine, biology, and law and bioethics, as well as lay

persons, reviews research proposals in terms of research

ethics and scientific validity.

@ The number of approved protocols as of the end of FY
2025:22

(3) Education and training

Researchers and personnel concerned receive educational
trainings based on the ethical guidelines and regulations.

4. BEHRER
Management of high-pressure gas

(1) BEAH R8LEHRE

BEANAFVY - zRIBEREL TRET S
O, RILBRZHV ORBERERS CRELTVWET,
CNSBBNRECEREZHRT B LORICERITE (5
B) ZREBEL. SSIGFERTORILEROMHIGEIE®
TRV, RIEERBERE (148) Z2BHLTL
9,

2025 FEIF. EHILAEATVIER - MEYERE
DRICERITEICOVWT, REMOBERRVNF
YV —ZDFRICHTIDHERGRTE - MAZENC LTH
RETEANOEFZzEBLE LT

(2) BEARARELRE

FURMIX IE—BEEE & L TR & D EEDFFA
ZRITTVWB D, BEARARLEICEDE. RLEE
FEZBHBLTVEYT. RREBRAZEEL. BFTF
I3, EBRNICREZSBZRELTULET,

(1) High-pressure gas production equipment

In order to preserve valuable bioresources stably for a long



period of time, we store them in liquid nitrogen in
cryopreservation containers. We have installed 5 liquid
nitrogen tanks that provide liquid nitrogen to these
containers and 14 liquid nitrogen production facilities that
enable continued supply of liquid nitrogen in case of
emergency.

In fiscal year 2025, we replaced the aging liquid nitrogen
storage tank for the Informatics and JCM Building with a
new one, with the aim of ensuring safety and securing the
reliable long-term preservation and succession of
bioresources.

(2) High-pressure gas security committee

RIKEN Tsukuba Campus established the security
management system based on the High-Pressure Gas
Safety Act because we are approved as a Class 1 Producer
by Ibaraki Prefecture. The high-pressure gas security
committee meets periodically in order to understand the
security management situation and thereby prevent high-
pressure gas related hazards.

ZEEEDEDHEA

Initiatives in the Area of Safety Management

MEBERBEL TVE T,

(1) Items that require safety management
The above-mentioned research activities frequently involve
use of chemicals, high-pressure gas, radioactive materials,
and microorganisms. The Safety Center has established in-
house rules based on the relevant laws and regulations to
ensure that they are handled in an appropriate manner. The
Safety Center also manages disposal of laboratory waste,
the laboratory drainage system, etc., carefully following the
applicable laws and regulations.

(2) Occupational safety
RIKEN Tsukuba Campus conducts periodical patrol
inspection in the laboratories in order to ensure the safety
of workers and check the integrity of equipment. In
addition, we provide safety manuals and circulate a
monthly report with up-to-date topics and case studies on
safety and health so that all personnel are aware of dangers
and hazards associated with their activities.

5. ¢ DT LER
Other issues on safety management

6. BEXDEMMFERD - DES

Ensuring transparency of our activities

(1) REBENABRELRDLD
BIMRD 1~ 3 DRERICIFE. EEER. SEHRA. K
FEMERHEN R EOBIRWE#SBEENE. &
ESFICEDCREEZED. BIELEIRWEEMRL T
WE T, Ffo. AREEY. RRIKZFIIOVTHESD
EHRETL. BEREEXTOTVWETD,
2) BE%se
FEEOLZEER. REOBEMOERZFDLD. &
HAMICHIRZEDOKBRRZITO L EBHIC. BEDZHD
NIa7IIeReFEERREICEDZORLRD NEY D
2. EHBREEBER. FELREHERDIZODERECE

r

‘MNWWM

B BRCDEFEEEZHODERPLPNETOEEEZH > TL
2K CrEBMIC. MIBERDA4LICIE. BEEFFH 2L
TIBICEY RN EBEERS I 2 HTHBASERME L. EH
DEREEBERIARNCEDHTVWET,

Aiming to provide an opportunity to learn about the history
of RIKEN and the significance of RIKEN BRC activities, we hold
an annual explanatory meeting for local residents, at which
we thoroughly report on our activities, especially our safety
management practices, in order to ensure transparency in our
activities.

X3 REBRAROKRTF (REFROREANREZEHL. £EA
EEE AT BRI —%2157T)

Fig. 3 Scenes from the protective equipment distribution event (where

S F O FEmhD R

2 BRICERIEEHIE protective gloves and safety goggles were distributed and posters
Fig. 2 Liquid nitrogen storage tank replacement work were displayed to promote proper usage).

RIKEN BRC Annual Report FY2025 | 95



B EEE IC[A T 7B D #E A

Initiatives for the Better Management of RIKEN BioResource Research Center

ZEEEOEDEHA

Initiatives in the Area of Safety Management

SEESH S HEMH A

REEEBD-HD:EY Safty Manegement Traing Program

Program Participants ‘ No. of participants
BEEFHEBRZER HECFEBRIRBREZTSFEDHBE 5424
Genetic recombinant experiments Those who plan to conduct genetic recombination experiments 42 participants
WEYERRER HMENEZWMOWSFEDHBE 5254
Handling of microorganisms Those who plan to handle microorganisms, etc. 25 participants
@h#@;%ﬁ @j*@%%ﬁﬁﬁ%% ir:t;ﬁﬁl%}ﬁ%i%@ﬁ?j%%%?%% §+ 31 %

Animal experiments

Persons wishing to register as animal experiment workers or
breeding technicians

31 participants

PYRBREFERVOAERIMTEBHFIIR

EPYERBRRFEROAFTRME

5157 %
Education and training for employees conducting | Employees who will newly commence animalexperiments and 157 -
. . . h f . participants
animal experiments and animal caretakers employees who wish to register as animal caretakers
ANZEFRETBHAZR AR ETBMERETOE Bk
Research involving human subjects Those who conduct research on humans 9 participants
£ b ES #BRafEFAEER £k ES #BRIIAZRICEE T 2 RER=1T5& 56 %
Experiment using human ES cells Those who conduct experiments related to human ES cell research 6 participants
R - AfEE - BEERIERE FREE - miEE - BEAZFERYSE 51274
People who use narcotics, psychotropic drugs, or stimulants Those who use narcotics, psychotropic drugs, stimulants 27 participants
SYRYIERE BRI EERTZE 5254
poisonous and deleterious substance user Those who use poisonous and deleterious substances 25 participants
—REEERE —AEEERTZE 5534
General reagent user Those who use general reagents 53 participants
oo ST A -
BEAR (RIEEREET) ORERL RS Sdla Akt iisii #5524
Handling high-pressure gas (including liquefied nitrogen) Eirrso(;nesn)who el [elfigp Eeatie gee ([ndieing lepuaiss 55 participants
BICEBRRIMDIEEE CE >IN SRICERDBINDZITOE HREE
Liquefied nitrogen removal worker Person who removes liquefied nitrogen from CE tank 18 participants
S E IR X (AT aE _
TS izl H%J“fb?gii[ cif) MA%%;E@ZF)%% ' =144
Radiation 1I:;‘re‘:séons planning to enter a radiation controlled area for the first 14 participants
XHg XIFEBE LRI TFEDHZE 2%
X-ray Those who plan to use X-ray equipment 2 participants
’ S -
Bap it S SRARIIR | e MR ER UL Ty I B SR E 589 %
SEINE Iy D e 7 1 0 B 2 i T Employees working with radiation, X-ray equipment and the like 89 participants

radiation
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Budget & Personnel Organization

FHEAE

FH

Budget

(BAM. million yen)

@ E=E3 IS Government Funding for Operation* 1,965

O N1 F )Y — XD BENAROEAMBMEILA User’s Fee and Technical Training Fee** 187

ONERELFESEEExternal Research Grants*** 363

*REEETDOFEESTEHL
** 2025 FEERHE,FY2025 achievement
o EERE Y —REEBESERV

> K
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A%

Personnel Organization

OFE RIS~ Developmental Research Staff 326 %

OEES - |EERBIE ~ Permanent Research Scientist, Indefinite-term Employee 38%

OFHAFIRAZEEL S~ Fixed-term Research Scientist 36 %4

OFFRINESEEL S Special Temporary Employee 1%

O©7 0 ZhILRE YT/ Technical Staff 58 %

O7RZ> b/ Assistant 16 %

®/N— k&A1 <— Part-time Worker 58 %4

OZIRFFRIFFZEE PD 7 JSPS PD Researcher 3%

O EBRIZHRFRIRFZEE ~ Special Postdoctoral Researcher 1%

OKREBRE)H—F 7Y I+ b, Junior Research Associate 3%

OEE IO Z L - 7Y IA ,/ International Program Associate 1%

OB RAFa—FT> b - U —F v — D RIKEN Student Researcher D 14

OEMRFa—T> bk« UHF—Fv— M RIKEN Student Researcher M 3%

O Bf3EE  Visiting Scientist 48 %,

. OFHMELE - HAZEE - /B4 Student Trainee - Research Fellow * Intern 18 %
5

; O REBE .~ Agency Staff 41 %

- OE#EE ~ Administrative Employee & Tsukuba Safety Center Staff 67 %

At 393 4

(2026.3.31)
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Evaluations

¥

IEERIC & (5 EF

Evaluation System in RIKEN

)Y —ARHEER

Resource Committees
ENENONAF Y —RICET 2BHEHE - BERIC DL
T, FHBELICBIE - 1S,

Every year, six Resource Committees offer evaluation and
advice, and formulate proposals concerning plans and
strategies for each of the bioresources held by the RIKEN BRC.

LEa—&ES

Review Committees

EREMRAREERVONAF )Y — EERRFEFE IO
FLICEY B 6 RREDHRICHT L. 2~ 3 F T &I
LTICBIE - 1RE

Every 2-3 years, the Review Committee evaluates the
outcomes produced by six laboratoriesbelonging to th Key
Technology Development Division or the Bioresource
Frontier Programs, and offer advice and formulate proposals.

NALAVY)=ARAREZ=T ENAHF )=o)
BioResource Research Center Advisory Council (BRAC)
ERABRE SRRV Y —IRTEER. LEa—%8
RICK D, B BRC DEF2MZFML. € F—RKIC
LTS CRE,

Consists of six international and domestic experts and the
chairpersons of each of the Center's s six Resource
Committees and a Review Committee, the RIKEN BRAC
evaluates the BRC’s s activities as a whole, and formulates
proposals for the BRC’s director.

SHERERIE

T - BVE

Evaluation and Advice

HZAEE — https://web.brc.riken.jp/ja/reports
English — https://web.brc.riken.jp/en/reports

R ENAF U= Ao 22I

RIKEN Advisory Council (RAC)

ERAERE L EE Y Z—ACEERICELD. BHOES
efgz . BERICH L UHRES,

Consists of International and domestic experts and the
chairpersons of the Advisory Councils of some of RIKEN’s
centers, the RAC conducts evaluations of RIKEN’s activities
as a whole, and formulates proposals for RIKEN’s president.

Tl - BAE
Evaluation and Advice
BAsE -
evaluations/rac/
English —  https://www.riken.jp/en/news_pubs/pubs/
reports/rac/index.html

https://www.riken.jp/about/plans_reports/

External Evaluation

IRITITHUEAFTHE

Evaluation as independent administrative institution

BARISEN - 1 /R—> 3R

Council for Science, Technology and Innovation
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EES

)Y —ARHEESE £S
Resource Committees Members

O :&EBE Chairperson
O BIZ&EK Vice Chairperson

O=REIYIRTEER
Resource Committee of Experimental Animals
OfRJII EEA IKAWA, Masahito
ENAKFEAKRRAT MEYRRZEAFNE BRREHE
£# IE3E KANAI Masami
BN AFZFEARRHEAR AZREEFHREHER
REET ISR EDT B8
)1 iREE KIKKAWA, Yoshiaki
RHFRIEARREEZR SRR ERERZHESD
Oz o) —4—
HERE 1238 SASAOKA, Toshikuni
BN RFEAFBAE MAKRERRZE) Y — AR
V2 — SYERRERT DT Hu%
=72 ¥ TAKAKURA, Akira
NEFEEAEDRH EFIEE. 8IFrR. B8
=
OE18 2 TAKAHASHI, Satoru
EMNAFEANREAT EZEER b5V AR—4—E
FHEt Y 2 —<bEmBlFEMERE > 2 —> Hi%
=18 HZ TAKAHASHI, Masahide
FRANBAFE BEHERNAKZ ZEFMT7 RN
H— o Rk ARRERER RIEFEN 0>
LTFqoLoR—
¥ ERBLEERE VA —2ELVA—F
EF A4 MASHIMO, Tomoji
ENMAFEARTEAT ERIFHIEAT RERENYIAITIER
SEBYYT ) LHRDE 4 LIREMEDEF (F) iR
¥ARE F5B8 MATSUOKA, Hideaki
TATFSAMEKAST A/ R—23 VSR A/ R—
aYIAT7SRE

OERIEVIENEER
Resource Committee of Experimental Plants
B4ER #£F ISOBE, Sachiko
EIIRFEARRKEAFE R EZEGRRZAEN B
FHRRE iR
OfiiJ& ¥3 SAKAKIBARA, Hitoshi
B ARFAEARBEILAFHEE BHBERTY KFRED
ERHRR EYERD FREE 2
MR %3 SEO, Shigemi
EUMERREARE - BREXRMRSHEEE £
YIKERER FRRITERPT (R E RAGIBIASTHEE (FYREH
g I —F T —TR
B} #8— TSUKAYA, Hirokazu
EIIKFEARRAT KE R EFP AR #B0%
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RBEB %= HASEBE, Mitsuyasu
AFHEF AEEEANBREZAITHEE EREYFH
IRRR LR 3R ERPT SR

O=#¥ 8EB MIMURA, Tetsuro

PRGEANRERIIRI R RS N1 T BRIBRE N1 451
IV 2ER #iE

=/ HUA MIURA, Kenji
BN AFEAFEAF ERRER T

ORI EE R
Resource Committee of Cellular Materials
FHH &2 AO|, Takashi
B RFEAMAKRT ERAIERARREFHBRE Hi%
ORI & 5258 AKUTSU, Hidenori
EUAREREABLRE ERERE L > 2 —HEF B
YEEL>E— V22—
i 5% ITO, Yuzuru
B ARFEAFEART £HRER #iT
/N 54 KOHARA, Arihiro
EREAREAEEERE - @R - REWEM BIEE
B EL > 2—tV2—FK
kA —# SAKAMOTO, Kazuki
AEERTEKASTEFETIOD 7 MEES BE
OF O 7=t TOGUCHIDA, Junya
ELAFEANRE AT iPS #EFIRFZEAT H%

O EGFMEMENEES
Resource Committee of Genetic Materials
A+EFE IGARASHI, Kazuhiko
B RFEARIEKE KFEREZRATR EMEED
5 #iz
AH #2k OTA, Toshio
E AR IEAR F IRk EEHE NBDC HEHEES
FEEME
2 7K 3% SASAKI, Hiroshi
EIIAFEAKRRKE KER Eantdaeifsehl FIHAE
5= B
O£ 2 TOYODA, Atsushi
AREHBEFAEBEENBR - > X T LAEHEE EinE
TS,
7 I - EACRRZRR LR/ LRI E RS
OEF ik SUGANO, Sumio
—MHEEABOEA—Z IR 77— EBER
K A NAGAI Kenji
B ARFEAKRRKE EERFHRITA E£ED FHEER
FIRRDE REBE
f8M #¢8 FUKUDA, Mitsunori
B ARFEARIEATE KFEREMBIFEHIER BME T
TERHF AR EIX A B AR D B B0

OHMEMMERFEZER
Resource Committee of Microbial Materials
AH E1T OHTA, Hiroyuki



Bl

Evaluations

ENLRFEARBAR 2R

Sa[ih IE{ KAWACHI, Masanobu
ET SRR EAE N RIEMINAT ML RMEEE S
Ea

REO E#h SEKIGUCHI, Yuji
EN A REREAEXZRMEMRER N1 F X T 1 A
JURRZEERFY $01ERTZE 88

#14 B 2 SHINTANI, Masaki
ENAFEANFERAE THEE LFENA 4 TER HiR

O%FH 1EF NODA, Satoko
ENTARFEATIRAT BT 23R BuR
O+ #72Z NOMURA, Nobuhiko

ENAKFEARNEAT ERRERNR BMNGEMRE &K
Eid

F3R B HOURAI, Shinji
—REAEEANA T A VA Z M) —HE EMERKE
W3R TR

&0 &7E YAGUCHI, Takashi
EURFEATERRE EREFMECL Y Z— N1F41
YV —AEERE AHE (ER)

OFHRBRFNEER
Resource Committee of Information
kB Bl— OGISHIMA, Soichi
BT RFEARILKE SEMTHE RREEREIK T
=
<FEEIEXT 1A - XHANY OHE ERBRICT 2B
F9 > #i%
JIAT FZ7E KAWAMURA, Takahiro
ENAFEAARRAE BREBtL V42— T—28F
BRZTERFY BUR
JIIA #F KAWAMOTO, Shoko
AFZHEFIAREEANBR - & X T LHAEHEE E10E
LRI IBIRIATTR RIEIRARE AHIT
F 3} ¥ GOTO, Susumu
AREHBEF) AHBEENBR - X T LHAREE 7—4
Y1 I ZERAF AR
SATHA IV RA{ET —IR—I 42— HiF
O# f— NAKAMURA, Yasukazu
AEHFEF AKEENER - X T LHZEHKE EiE
EFIRITFR IBRIAZER &
< 3 EDER - DDB) > ¥ — EREELRAE >
OEIAE 28 MIYAZAKI, Satoru
FROEANRRIEBRAS BFE - EmplERER SIRH
RE RFEE HIR
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Cover Photo
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Cover Photo

SO4XFAFFE HAFR (FICILEER) ICBET 2 —F5E
DT T ZTRENTHD. REFBEYIFIEETIE. HRSMH
SINELYOM XTI FOBFERKERE-RBEL TV S,
NS DOFERMIG. EOR RIS TH ST T
B, TESTEFLRREANOEGSED R T, RIBEOEEIL. H
AERTEIRENEZ 25 ZHEOS 04 XF X%, HEE
DOEHRICIBRBELTEDDTH 3,

RIKEN BRC Annual Report FY2025

Arabidopsis thaliana is an annual plant of the Brassicaceae
family found in diverse habitats across the world, mainly in the
Northern Hemisphere. The Experimental Plant Division
preserves and distributes natural accessions of A. thaliana
collected from many regions around the globe. These
accessions exhibit variation not only in leaf morphology and
flowering time but also in their adaptation to diverse habitats
and environmental conditions. The cover image shows 25
accessions collected in Japan, photographed before and after
bolting.
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