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(Atmospheric Stress Unit)

Plant Light Acclimation Research Group
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Our group studies plant adaptation to environmental
stresses at the molecular level. Especially, we focus on
chloroplasts that participate in the energy transfer systems
of photosynthesis.

1. Structural and functional analysis of the thylakoid

remodeling protein VIPP1

VIPP1 (Vesicle-Inducing Protein in Plastids 1) is
widely conserved among photosynthetic organisms and
is essential for maintaining chloroplast membranes. To
elucidate the mechanism of VIPP1 action, we analyzed
its highly ordered oligomeric structures using electron
tomography. In addition, we observed that VIPP1
oligomers responded dynamically to heat stress, potentially
facilitating thylakoid remodeling. Furthermore, we found
that tobacco plants overexpressing AtVIPP1 exhibit
enhanced heat tolerance compared with wild-type plants.

2. Studies on the role of the C-terminal region of VIPP1

The oligomerization state is thought to be modulated
by the intrinsically disordered C-terminal region. To
examine its role in VIPP1 assembly, we performed co-
immunoprecipitation assays in Arabidopsis chloroplasts
and identified the heat shock protein cpHsc70-1 as a major
interactor. Moreover, we found that the C-terminal region
of VIPP1 and cpHsc70-1 act together to coordinate VIPP1
disassembly under stress conditions.

3. Physiological function of organellar DNA degradation in

land plants

In plant cells, mitochondria and plastids contain their
own genomes. Despite their limited genetic capacity, these
multicopy organelle genomes account for a substantial
fraction of total cellular DNA, raising the question of
whether and how organelle DNA quantity is controlled
spatially or temporally. Now, we are studying the organelle
DNA degradation using Arabidopsis mutants, rice mutant,
Poplar and liverwort.

4. Studies on the photoprotective mechanism under

fluctuating light

Light is essential for photosynthesis; however,
excess light can cause oxidative damage and decrease
photosynthetic capacity. To cope with stress, plants employ
various protective mechanisms. We focused on thioredoxin
(Trx), a key regulator of photosynthesis, and found that Trx
protects the photosynthetic apparatus under fluctuating
light conditions. We are currently investigating Trx
targets to clarify the molecular mechanisms underlying
photoprotection mediated by Trx.

5. Studies on the mechanism determining starch granule

morphology

Starch, a glucose polymer synthesized by plants,
forms insoluble particles called starch granules (SGs)
within plant cells. The shapes and sizes of SGs in seeds
are critical traits for industrial applications of starch and
vary significantly among plant species. However, the
mechanism determining the SG morphology remains
poorly understood. To investigate this, we are studying
barley and rice mutants with abnormal SG shapes and
leguminous plants exhibiting diverse SG sizes.
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Group of Environmental Response Systems

RN =7l MPIDIEEWIIA b L ZITHT B I5E
IZOWT, BETLNLLSEEL L ET, AT AT
LAEMET 22 ERHIEL TFEZITo T3, Ko, Hf
VsV e VIDEBRBICER L, B8 2TEYY. 9T
BREM T X D215 T\ %, SLEE DO
DI N D@ED TH B,

1. Y3 b3 FY 7 mRNA BRGSO fapT
WESEJE & COWIFE T, ahg2-1 & Z DINHIZ R agsl, ags2
DIFENTD S, T b2 FY 7 mRNA @ polyA i1l & RNA
L DRI I ZEBE 2R H D, K2 Cytochrome C
(CytC) DIRE (~LfEE) 128D % cemC & ¥ DEESE
A FHE D mRNA Tl&, polyA /125 mRNA &% 5E 14
WRESWET LI ERRBRI NI, 22T, ahg2-1%
B 2 LRk RBIE L CytC D E DBIRZH S 2
129 2720, ¥ HKD CytC REAZ fildlt 3 2 %2 CHHS
DBIEF % ahg2- 1 ITEAL LB ZFEL 2L 2A, ¥
PHRHAR TIEFRZIBR D T X T D ahg2-1 O F£BI 13 [A]
BLTwk, ZO/E» S, ahg2-1 D%k ZBBIX,
cemC mRNA @ polyA S FRD L7\ 7z D ISR E L L
CytC DN IFoNTnwd D EEZ SN, T,
AHG2/PARN DFERE L, CytCJRAICRE I N2 Dh %
N2 72, ahg2 Wk DOESUIE %2 CHHS 234l ¢ & 2
PEHELZEZA, HITCER W EDMHHL 72, 20D
Z&H 5, AHG2/PARN 1, i mRNA D 7a vy v 7
ICHBETH D Z ENRBREI NI,

2. “BMLREEEET BT 7 7R ¥ OENT

LAl S EERNIC A - L LR FIE, 2 OB % I8
T2, 2O, CBURELZELT LY Vo EDH
P#zrz 52 L TPREINTE, 77278 VT
I LR FEZ BT 2D EBEHL b DNH 5
ZEDHSNT VB2, MjHE DB DOREEM 7258 DT
EZbhhro T, KEFFETIEH S 7124 %D PIP2 77
7RO BLREZEFBREERS L. A 20T 77 RY
VIZBOWTS LR BE RO SRR H B 2 L2
5L,

3. AALFITBI B R AEHiE A L 22 TR

F & I X short and crooked awn (sca) 75 SIS D35
KB L 72 RBEM 2R, HEREETELT, A MY
& i I I B H K - ¢ b 3 > 1 A X 5 X+ EMBRYONIC
FLOWERI1 (EMF1) ALYy a 7RAEE N, A4 LF
EMF1 12 & 2 I O3 TR Z Ao 22T 5720,
P L A BRI B 5 EEB 5B % RNA-seq T
WXL 72, IolcrueF v Rgmkic kb, B4
B EEREDODTICBIIBSY /74 Fizk 2+ VEf#io
ZAb ML, BETFREZ L E Ol Z{To 7, Th s
DIFMr 2B L T, 44 L X EMF1 23IHIAY & 2 - v &4
H3K27me3 2B 5§ % 2 &, T ODFEDHE KM
fasy2d, MRuEE GRS I B S ¢ 2 8 s TR O F BT %
HWLTAALFICBI2EEHRICEET 22 L2 D
L7,

Our research aim is to understand the molecular system
of the response to abiotic stress in plants at the levels from
gene expression to individual behavior. We are mainly
interested in the plant hormone response system and have
been analyzing the system using physiological, molecular
biological and molecular genetic approaches. Our main
achievements in 2025 are described below.

1. Analysis of the post-transcriptional mitochondrial mRNA
regulation.

Our previous studies, including analyses of akg2-1 and
its suppressor mutants agsl and ags2, revealed a close
relationship between mitochondrial mRNA polyadenylation
and RNA editing. In particular, it was suggested that
poly(A) addition has a profound impact on the stability
of mRNAs encoding components of the cytochrome ¢
maturation (CytC) machinery, such as ccmC, which
is involved in CytC maturation (heme attachment). To
clarify the relationship between the diverse phenotypes
exhibited by the ahg2-1 mutant and CytC maturation, we
introduced into the akhg2-1 mutant the gene for CHHS,
a fern-derived enzyme that catalyzes CytC maturation,
and examined its phenotypes. In the transformants, all
the ahg2-1 phenotypes tested were fully restored. These
results suggest that the pleiotropic phenotypes of the ahg2-
1 mutant arise from destabilization of cczzC mRNA due to
defective poly(A) tail removal, leading to impaired CytC
maturation. To test whether the function of AHG2/PARN is
strictly limited to CytC maturation, we examined whether
CHHS expression could suppress the lethality observed
in the AHGZ2 knockout line. The CHHS transgene failed to
suppress this lethality, indicating that AHG2/PARN is also
required for the processing of other mitochondrial mRNAs.

2. Analysis of carbon dioxide-permeating aquaporins

Carbon dioxide diffuses within the leaf tissue following
its entry through the stomatal opening. In this diffusion
process, carbon dioxide permeating proteins integrated
in biomembranes are postulated to play a crucial role
in absorption of carbon dioxide into the cell. While it is
known that some aquaporins permeate carbon dioxide
and others do not, the structural difference between them
remains unclear. In this study, we examined carbon dioxide
permeability of rice PIP2 aquaporins and demonstrated
that rice aquaporins exhibit diversity in their carbon
dioxide transport capability.

3. Histone modification mediated control of awn

development in barley

Barley short and crooked awn (sca) mutant exhibits
shortened and curved awns. The causal gene was identified
as the ortholog of Arabidopsis EMBRYONIC FLOWER 1
(EMF1), a factor involved in histone modification-mediated
gene regulation. To elucidate the molecular mechanism
by which barley EMF1 regulates awn development, we
compared gene expression profiles in the awns of wild-
type and sca mutant by RNA-seq. We further analyzed
genome-wide changes in histone modifications through
chromatin immunoprecipitation and compared these with
the transcriptional changes. These analyses revealed that
barley EMF1 contributes to the regulation of repressive
histone modification H3K27me3 and regulates awn
formation by modulating the expression of downstream
genes involved in flower organ development, cell division,
and cell wall biosynthesis.
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Group of Functional Biomolecular Discovery
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Our group has elucidated the function of enzymes,
proteins, and gene regulation factors associated with
the stress tolerance of plant cells using biochemical and
molecular biological techniques, and their application
to development of stress-tolerant plants. Our main
achievements in 2024 are described below.

1. Effect of anthocyanins on the survival of rice seeds

exposed to sunlight in space

The space environment generates reactive oxygen
species within plants, causing damage to DNA and cells,
which can lead to growth inhibition or death. To investigate
the effect of anthocyanins (purple pigments) on seed
germination in space, rice seeds containing anthocyanins
(purple seeds) and genetically identical white rice seeds
were exposed outside the International Space Station (ISS).
The seeds were placed on the lower sample plate (shielded
from sunlight) and the upper sample plate (exposed to
sunlight) of the exposure facility and were exposed to
the space environment for 440 days. After exposure,
both purple and white seeds showed reduced weight.
However, the growth rates after germination were 55 and
15% for the purple and white seeds in the upper (sunlight-
exposed) layer, respectively, and 100 and 70% in the lower
(sunlight-shielded) layer, respectively. RNA-seq analysis
revealed that 1,590 and 1,546 types of seed storage mRNAs
decreased in the upper and lower white seeds, respectively,
whereas only 548 and 303 types decreased in the upper
and lower purple seeds, respectively. These results suggest
that anthocyanins protect seeds and their stored mRNAs
from sunlight and cosmic radiation, thereby enhancing
seed viability in the space environment.

2. Identification of the causal gene for the reduced seed

dormancy mutant 7sd32 in wheat

Seed dormancy is the primary regulatory factor of pre-
harvest sprouting, which causes substantial economic
losses in wheat cultivation. The wheat mutant rsd32,
exhibiting reduced seed dormancy, was derived from
the pre-harvest sprouting-tolerant cultivar Norin61.
This mutation is controlled by a single recessive gene
and expressed in a seed-specific manner. MutMap
analysis identified MOTHER of FT and TFLI located on
chromosome 3A (MFT-3A) as a strong candidate for the
causal gene of 7sd32. Cloning of MFT-3A from the wild
type (MFT-3Aw) and 7sd32 (MFT-3Ar) revealed two SNPs
in MFT-3Ar, one of which, located in exon 1, resulted in
an amino acid substitution. To investigate the functional
impact of this SNP, expression vectors were constructed
by fusing each MFT-3A allele to the maize ubiquitin
promoter. These vectors were introduced into immature
embryos approximately two weeks after flowering in
Norin61 by particle bombardment, and germination
rates were evaluated. Immature embryos delivered with
a plasmid carrying the GUS gene under the ubiquitin
promoter exhibited vigorous germination, indicating
that bombardment procedure did not impair germination
ability. In contrast, embryos delivered with MFT-3Aw
showed delayed germination. When MFT-3Ar was
introduced, vigorous germination similar to that observed
GUS-delivered embryos occurred, demonstrating that the
germination-suppressing function of MFT-3Aw was lost
in MFT-3Ar. Collectively, these results suggest that the
reduced seed dormancy observed in 7sd32 is caused by a
loss of function of MFT-3A.
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Our group has been analyzing the mechanisms of
uptake and accumulation of essential, beneficial and
toxic minerals, and the mechanisms of the response and
tolerance of plants to mineral stresses at different levels
from intact plants to genes. Our main achievements in 2025
are described below.

1. Symplastic and apoplastic pathways for local distribution
of silicon in rice leaves.

Silicon (Si) is highly accumulated in both the leaf blade
and sheath of rice. In the present study, we found that
OsLsib6 is involved in the local distribution of Si in rice
leaves. OsLsi6 is polarly localized at the xylem parenchyma
cells of both large and small vascular bundles of leaf blade
and sheath. OsLsi6 was downregulated by Si supply at the
leaf sheath but not in the leaf blade. Knockout of OsLsi6
increased the distribution of Si to the leaf blade while
reducing their distribution to the leaf sheath. The mestome
sheath surrounding the vascular bundle was suberized in
the leaf sheaths as well as in large vascular bundles of leaf
blades, but not in small vascular bundles of leaf blades.
Our results indicate that there are two pathways for xylem
unloading of Si for its local distribution; OsLsi6-dependent
symplastic pathway in the leaf sheath and large vascular
bundles of leaf blade, and apoplastic pathway in the small
vascular bundle of the leaf blade.

2. Role of polar localization of OsLsil in metalloid uptake

by rice roots

OsLsil is a key transporter mediating Si uptake in rice,
but is also permeable to other metalloids. OsLsil is polarly
localized at the distal side of the root exodermis and
endodermis. In this study, we investigated the role of its
polar localization in metalloid uptake. Loss of OsLsi1 polar
localization resulted in decreased the accumulation of Ge,
B, and As in the shoot but increased Sb accumulation,
while Se accumulation remained unaffected under normal
conditions. Experiments with varying B concentrations
revealed that B uptake is significantly lower at low
B concentrations (0.3-3 pM) but higher at high B
concentrations (300 uM) in plants expressing non-polarly
localized OsLsil. Taken together, our findings demonstrate
that the polar localization of OsLsil plays a critical role in
regulating metalloid uptake, depending on the presence or
absence of efflux transporters cooperating with OsLsil.

3. Identification of an efflux transporter involved in iron

distribution in rice

Iron (Fe) is an essential micronutrient for plants, but
the molecular mechanisms governing its distribution to
the above-ground parts after root uptake remain unclear.
In this study, we revealed that OsIET1 (Oryza sativa
Iron Efflux Transporter 1) is involved in Fe distribution.
OsIETI encodes a plasma membrane-localized protein,
which shows efflux transport activity for ferrous iron. It is
predominantly expressed in the xylem regions of diffuse
vascular bundles of nodes and its expression is upregulated
under high Fe conditions. Disruption of OsIET1 impairs
Fe allocation; reducing Fe transport to developing tissues
(young leaves and grains), while increasing accumulation
in nodes and older leaves. This misdistribution causes
chlorosis in young leaves and decreases grain yield,
especially under Fe-deficient conditions. Given the pivotal
role of nodes in mineral distribution, our results indicate
that OsIET1 mediates inter-vascular Fe transfer by
facilitating Fe loading into the xylem of diffuse vascular
bundles.
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Our research is focused on the molecular, cellular, and
physiological response and adaptation mechanisms of
plants under environmental stresses. We report the results
of our functional analysis of ion-conducting aquaporins
(icAQPs), H,0, transporting aquaporins, Sorghum sugar
transporters SbOSWEETS, and activation mechanisms of
guard-cell-type ALMT.

1. Functional analysis of OsPIP2;4 in rice plants

Among the many plant aquaporins, only a limited
number are icAQPs. OsPIP2;4 is an icAQP in rice. We
showed that knock-out (KO) rice plants with T-DNA
insertion in OsPIP2;4 could no longer maintain Na" and
K" homeostasis, resulting in reduced yield. Additionally,
mutants of OsPIP2;4 that independently suppress either
ion permeability or water permeability were introduced
into the KO rice. We are currently developing these lines
and plan to use them to separately analyze the functions of
water and ion uptake under salt stress.

2. H,0, Transport by Aquaporins

Experiments using H,O,-specific fluorescent indicators
and aquaporin inhibitors suggest that aquaporins are
involved in the H,0, released into the apoplast under
alkaline conditions in the roots of plants with high H,O,
secretion.

3. Sugar accumulation and functional analysis of sorghum

sugar transporters SOSSWEETS in stems

Transcriptome analysis of sorghum identified two sugar
transporter genes, SOSWEET4A and SbSWEET13A, that
were expressed in the stem. SOSWEET4A is a key gene
in the first step of sugar efflux from the phloem in the
stem that has evolved uniquely in grasses with high sugar
accumulation in their stems. While SbPSWEET4A showed
high sucrose and glucose transport activity, SPSSWEET13A
showed low sucrose and glucose transport activity but
was highly expressed in stems after flowering. These
results suggest that SOPSWEET13A contributes to sugar
accumulation at this stage.

4. Activation mechanisms for phosphorylation of guard-

cell-type ALMT

A guard-cell-type ALMT, AtALMT12, might be activated
by protein kinases and enhance stomatal closure in
Arabidopsis. We examined the effects of calcium-dependent
protein kinase (CPK) on the activation of AtALMT12.
When CPK and AtALMT12 are co-expressed in Xenopus
laevis oocytes, CPK activated AtALMT12-dependent
malate efflux. Furthermore, CPK lacking phosphorylation
function due to mutations in key amino acids, and CPK
with mutations in the N-terminal amino acid essential
for membrane localization via N-myristoylation and
S-acylation, failed to activate AtALMT12. This clearly
demonstrates that CPK plays a crucial role in activating
malate efflux mediated by AtALMT12. We are currently
analyzing how CPK interacts and which Ser/Thr residues
are phosphorylated.
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Our group aims to elucidate the mechanisms underlying
the “environmental resilience” of plants, which enables
them to respond flexibly and robustly to environmental
fluctuations. In particular, we are investigating, from the
molecular to the whole-plant level, how plants exhibit
resilience to changes in nitrogen availability, a nutrient
crucial for plant growth and agricultural productivity.
Below, two main research topics investigated in 2024 are
highlighted.

1. The molecular mechanism for optimization of nitrogen

acquisition and utilization

Plants optimize nitrogen acquisition and utilization by
balancing positive and negative regulatory systems in
response to environment. In this study, we revealed that
a group of Arabidopsis transcription factors of the Lateral
organ Boundaries Domain (LBD) family constitutes a
major component of the negative regulatory system. LBD
mutants exhibited markedly upregulated expression of key
genes involved not only in nitrate uptake and reduction but
also in the systemic nitrogen-demand signaling pathway,
accompanied by increased accumulation of nitrate ions
and amino acids and by a higher total nitrogen content.
Furthermore, grafting experiments between wild type and
LBD mutants, together with genetic interaction analyses
with mutants defective in output factors of the systemic
nitrogen-demand signaling pathway, demonstrated that
LBDs suppress nitrogen acquisition and utilization through
direct and indirect mechanisms. LBDs directly repress
nitrogen acquisition and utilization in both roots and shoots
according to local nitrogen status, and they indirectly
suppress it by downregulating the systemic nitrogen-
demand signaling pathway. Collectively, these findings
uncover a key mechanism by which plants integrate local
nitrogen nutritional status into whole-plant regulation to
achieve optimal nitrogen acquisition and utilization.

2. Xylem-mediated long-distance transport of cytokinins

Cytokinins, a class of plant hormones, function as
long-distance signals that convey root nitrogen status
to the shoot and coordinate root-shoot growth balance
in response to nitrogen availability. Plants achieve this
systemic regulation by transporting cytokinins through
the vascular network, particularly via xylem. In this
context, trans-zeatin (tZ)-type cytokinins transported
from roots to shoots play a central role in nitrogen-
responsive growth regulation. In this study, we performed
molecular biological and pharmacological analyses of
Arabidopsis ATP-binding cassette transporter subfamily G
14 (ABCG14), a key factor responsible for loading tZ-type
cytokinins into xylem. Xylem sap analysis of transgenic
lines expressing ABCG14 in a tissue-specific manner
revealed that ABCG14 activity in tZ-biosynthetic tissues
adjacent to the xylem (procambium) is sufficient for the
loading of tZ-type cytokinins into the xylem. In addition,
a plant cell-based transport assay using Arabidopsis
cultured cells and fobacco leaves overexpressing ABCG14
was established, and pharmacological transport-inhibition
assays suggested that the transported substrates are
cytokinin precursors. At present, substrate identification
is ongoing using a heterologous expression system in
Xenopus laevis oocytes.
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Plant growth is influenced by various viruses and
microorganisms. Our group explores, at molecular, cellular
and individual levels, the plant/microbe interplays of
several selected pathosystems in which viruses as main
players exert beneficial or harmful effects on plants.

1. RNA editing of genomic neighbors controls antiviral

response in fungi

Virus symptom expression involves complex
interactions between viruses and their hosts, including
antiviral defenses and counter-defenses, many of which are
not well understood. This study utilizes the ascomycete
Neurospora crassa as a model organism and a positive-
sense, single-stranded RNA virus, Neurospora crassa
fusarivirus 1 (NcFV1) to investigate the role of RNA
editing in the fungal antiviral response. We identify two
adjacent genes in the genome: the A-to-I RNA-editing
enzyme, OTT _1508-like deaminase (old), and its target,
zinc fingers adjacent to old (zao). The RNA-editor genes
(0ld-1/2) and transcription factors genes (zao-1/2) are
highly up-regulated upon NcFV1 infection. These genes
regulate the transcriptional response to viral infection, with
old modulating the expression of zao, which functions as
a master transcription factor. This regulation contributes
to asymptomatic infections by maintaining normal growth
and development. However, in RNAi-deficient conditions,
the overactivation of these genes leads to severe
symptoms, akin to hypersensitive responses observed
in plants. Additionally, homologs of zao-old are found as
genomic neighbors in various filamentous ascomycetes,
suggesting that this RNA-editing system may represent an
evolutionarily conserved antiviral mechanism.

2. Replication of a plant virus in a non-insect arthropod
vector (mite)

Cross-kingdom virus infections have long been observed
between plant RNA viruses and their insect vectors, as
exemplified by several plant negative-sense RNA viruses
(such as orthotospo-, tenui- and plant rhabdoviruses) and
double-stranded RNA viruses (plant reoviruses). However,
it is unclear whether similar virus-vector relationships
also exist between plant viruses and other organisms that
act as vectors, such as arthropod mites. In this study, we
investigated the possible replication of orchid fleck virus
(OFV), a segmented plant rhabdovirus, within its mite
vector (Brevipalpus californicus s.1) using quantitative RT-
qPCR, western blotting and next-generation sequencing.
Time-course RT-qPCR and western blot analyses showed
an increasing OFV accumulation pattern in mites after
virus acquisition. Since OFV genome expression requires
the transcription of polyadenylated mRNAs, polyadenylated
RNA fractions extracted from the viruliferous mite samples
and OFV-infected plant leaves were used for RNA-seq
analysis. In the mite and plant datasets, a large number of
sequence reads were aligned to genomic regions of OFV
RNA1 and RNA2 corresponding to transcribed viral gene
mRNAs. This includes the short polyadenylated transcripts
originating from the leader and trailer regions at the ends
of the viral genome, which are believed to play a crucial
role in viral transcription/replication. In contrast, a low
number of reads were mapped to the non-transcribed
regions (gene junctions). These results strongly suggested
that OFV gene expression occurs both in mites and plants.
Additionally, deep sequencing revealed the accumulation
of OFV-derived small RNAs in mites, although their size
profiles differ from those found in plants. Taken together,
our results indicated that OFV replicates within a mite
vector and is targeted by the RNA-silencing mechanism.
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We are studying mechanisms of plant defense against
herbivores using rice that is the most important monocot
crop in Japan. Two major areas investigated in 2025 are
listed below.

1. Continued studies on rice defense responses mediated
by insect oral secretions (OS)

Plants recognize chewing herbivores based on
mechanical damage (wounding) that is further fine-
tuned by perception of herbivore-associated molecular
patterns (HAMPs) from the larval oral secretions (OS) in
various insect pests. This year, we completed our work on
the characterization of novel HAMP type, oligogalactan
elicitors, isolated from the larval OS of chewing rice
herbivore, Mythimna loreyi. Notably, we found that
active elicitor molecules are generated by bacterial
symbionts in the insect gut, suggesting a dual role of these
microorganisms. While positively contributing to insect
feeding by digestion of various plant polymers, this activity
also results in the production of oligomeric galactan
molecules that trigger stronger plant defense responses
against herbivores.

2. Monitoring of volatile responses in World Rice Collection

In previous year, we showed that infestation levels of rice
plants by rice brown planthopper (Nilaparvata lugens) in
the field are substantially variable. As one of the possible
mechanisms for differential levels of herbivory, we focused
on rice volatile organic compounds (VOCs), using the
advantage of the World Rice Collection (WRC) distributed
by NARO. VOCs are known to attract natural enemies of
herbivores, as well as they repel and attract herbivores
themselves, thus playing a central role in the area of plant-
insect interactions and defense. Rice plants in the field
and laboratory were induced with artificial herbivory,
leaf volatiles were extracted by MonoTrap devices, and
eluted volatiles were examined by Orbitrap Exploris GC-
MS. Surprisingly large differences in basal volatiles in
untreated leaves as well as artificial herbivory treated
leaves (induced volatiles) were observed among the WRC
lines. In particular, some rice varieties contained already a
very high basal level volatiles that suggested a constitutive
defense mode to be activated in these plants. We are
now using the Genome-Wide Association Study (GWAS)
approach to identify crucial regulatory genes involved
in the control of volatile accumulation and emission in
rice. This information will be used for the construction of
rice cultivars with optimized VOC levels, and therefore
improved defense properties against herbivore infestation
and damage.
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Our ultimate goal is to design new plants to cope with
biotic stresses and improve important agronomic traits.
To accomplish this goal, we have been trying to decipher
the mechanisms of plant-microbe interactions. Our main
achievements in 2025 are described below.

Pattern recognition receptors (PRRs), receptor-like
cytoplasmic kinases (RLCKs), and transcription factors
(TFs), which together form key signaling modules that
orchestrate plant immune responses, all require precise
regulation. Integrating their transcriptional profiles with
subfamily-level classification offers a powerful approach
for characterizing immunity-related gene families and
prioritizing candidates for functional validation. However,
no comprehensive subfamily-wide transcriptional overview
of these regulators in rice under biotic stress is currently
available.

The current approaches using RNA-seq for identifying
target genes have significant limitations. For example,
Gene Ontology (GO) enrichment analysis is constrained by
incomplete databases, and the functional validation of large
candidate gene sets remains experimentally challenging.
Thus, new targeted strategies for prioritizing genes for
functional characterization are required.

In this study, we analyzed the transcriptional patterns of
PRRs, RLCKs, and TFs under biotic stress at the subfamily
level. In addition, to confirm the importance of well-
established subfamilies, such as RLK-LRR-XII and RLCK-
VII, we identified several novel subfamily candidates
related to rice immunity, including RLK-LRR-VIII-1, RLK-
LRR-XI-2, and RLK-RKF3, while taking into account the
limitations of common approaches such as GO enrichment
for candidate gene selection. Furthermore, we established
a novel method of overlapping differentially expressed
genes to compare gene expression in rice plants infected
with Magnaporthe oryzae with that in chitin-treated
suspension cells. Notably, all three overlapping DEGs
examined in the infection assay were confirmed to play a
role in rice immunity.

The primary achievement of this study is that it has filled
the critical knowledge gap concerning the comprehensive
transcriptional responses of key immune regulators to
biotic stress in rice. The originality of our study lies in the
integration of transcriptomics with subfamily-level analysis
and our establishment of a novel approach to screen
target genes using RNA-seq data. The significance of this
framework was demonstrated by our successful functional
validation of novel positive and negative regulators of rice
blast resistance. Therefore, we are confident that this
research provides a valuable transcriptomic resource and a
broadly applicable methodological pipeline.
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1. Lanthanide-dependent methanol metabolism in

Methylobacterium species.

Methylobacterium species, which are ubiquitous
bacteria living on the plant surface can utilize methanol
emitted from plants and promote plant growth. Generally,
Methylobacterium species have two different methanol
dehydrogenases (MDHSs), which are calcium (Ca)-
dependent MxaF and lanthanide (Ln)-dependent XoxF.
Their expression is switched by the presence of Ln (Ln
switch). This molecular switch is regulated by MxbDM
and MxcQE, both of which are a two-component signaling
system. MxbM is phosphorylated by MxbD, and further
oxidized depending on its Cys residue, to bind to the MxaF
gene promoter. In addition, we developed a dual reporter
vector that contains promoters of mxaF and xoxF linked
to different fluorescent protein genes, to reveal the Ln
concentration- and time-dependent expression of MDH
genes.

2. Search for marine bacteria that promote the growth
of the bloom-causative phytoplankton, Heterosigma
akashiwo
Algal bloom refers to the phenomenon that

phytoplankton proliferate abnormally to cause water
discoloration. Bloom formation is induced by various
factors such as water temperature, salinity, and
eutrophication. Various environmental bacteria may also
contribute to the bloom occurrence. For example, bacteria
in seawater and bottom sediments are suggested to
convert nitrogen- and phosphorus-containing compounds
to biologically available forms for phytoplankton, thus
facilitate the growth of the organisms.

We isolated more than 200 marine bacterial strains and
screened for the strains that promote the growth of H.
akashiwo, a bloom-causative alga. As a result, we identified
Vibrio comitans which promoted the growth of Heterosigma
and other phytoplankton in phosphorus-deficient
conditions. We found that the bacterium accumulates
polyphosphate, and is phagocytosed by Heterosigma
to be utilized as a nutrient source. Photosynthetic
phytoplankton, in general, utilize orthophosphate and
soluble organic phosphorous compounds: at the same
time, several reports demonstrated that they phagocytose
bacteria to survive under oligotrophic conditions. Our
study demonstrated for the first time that V. comitans, a
heterotrophic bacterium, converts organic matters into
polyphosphate, the readily accessible phosphate source
for Heterosigma, and contributes the primary production
by the alga. Algal phagocytosis and utilization of bacteria
may play an important role in phosphorus cycling in the
ecosystem.
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Our group promotes systematic conservation of barley
genetic resources collected from around the world. Our
efforts encompass preservation, maintenance, distribution,
and data enrichment. We conduct trait evaluation and
diversity analysis of these resources and are developing
a comprehensive database of the resulting information.
Additionally, we utilize next-generation sequencing and
genome editing technologies to identify and characterize
the genes of interest. These activities constitute
foundational research aimed at enhancing breeding
materials and applying them to crop improvement, thereby
contributing to the realization of sustainable agriculture.

1. Systematic Conservation of Barley Genetic Resources

Our group participates in the National BioResource
Project (NBRP) of the MEXT, providing barley
germplasms. Our group maintains approximately 20,000
barley accessions, including landraces, experimental lines,
and wild relatives. Through this project, we continuously
propagate, renew, and collect new genetic resources.

We also provide genomic resources such as BAC
libraries, full-length ¢cDNA clones, and genomic DNA
derived from these accessions. Recently, genomic DNA
from these preserved lines has become a primary
distribution item, widely utilized in molecular breeding
and phylogenetic studies. Through these distributions,
we support the effective use of genetic resources by
researchers both in Japan and abroad.

2. Diversity Evaluation of Barley Genetic Resources

Our group utilizes our barley genetic resources to
evaluate genetic diversity and to isolate and analyze
the genes responsible for valuable traits. These efforts
serve as foundational research in plant stress science,
aiming to develop novel breeding materials and improve
environmental adaptability.
(a) Large-Scale Genotyping of Barley Resources

To promote the use of previously unpublished genetic
resources, we conduct genotyping of cultivated and wild
barley originating from Central to East Asia. The additional
project of NBRP supports this research and aims to build
an information infrastructure that facilitates the discovery
of regional diversity and novel genetic resources. We also
promote studies focusing on reproductive traits and the
environmental adaptability of these accessions.
(b) Evaluation of barley cultivation characteristics in

subtropical environments

To promote breeding that preemptively responds to
global warming, we have been working to elucidate the
genetic structure required for stable production of barley
under a warming environment by simulating a subtropical
climate field as a global warming environment, and have
found QTL that improve the yield potential of modern
varieties.

3. Barley Transformation and Genome Editing

Our group is working to identify the genes involved in
transformation efficiency in barley and to advance genome
editing technologies. We have developed a multi-target
system using CRISPR/Cas9 that enables the simultaneous
expression of multiple guide RNAs, allowing efficient
introduction of mutations into multiple genes.

Currently, we are focusing on targeted genome
modification of genes for seed dormancy, which will
contribute to the elucidation of the molecular basis of
agriculturally important traits.
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Our group has been analyzing the barley genes
underlying agricultural traits, and diversity of wild plants.
Our main achievements in 2025 are described below.

1. Genetic analysis of proanthocyanidin-less mutants in

barley

Browning of barley grain is known to be caused
by proanthocyanidins (tannins). Reduction of
proanthocyanidins is important in barley breeding. In
this research, three proanthocyanidin-less mutant loci,
namely, ant25, ant21 and ant13 of barley were analyzed
because of their significantly bright whiter grain color.
Several independent mutant alleles for each of the
three loci were previously induced by mutagenesis, and
selected by NaOH or vanillin staining. Molecular mapping
localized these three genes (ant25, ant21 and ant13) to
the proximal region of barley chromosome 6H. Allelism
tests demonstrated that ant25, ant21 and antl3 are
allelic. Candidate gene search suggested that the three
genes commonly encode a WD40 transcription factor
(TF), which is one of the key TFs for flavonoid pigment
synthesis Twenty-two mutants sequenced carried a non
synonymous mutation or premature stop codon relative
to the wild type or recurrent parents. Consequently,
this study validated that the ant25, ant21 and ant13 loci
encodes WD40 transcription factor. The WD40 is reported
to form an MYB-bHLH-WD (MBW) complex for pigment
regulation. The ant25, ant21 and ant13 mutants of barley
characterized in this study could be beneficial gene
sources for quality improvement of food as well as malting
usages.

2. Field survey on endangered plants in Okayama Pref.

Threatened and near threatened plant species have
been surveyed in Okayama Prefecture. In this year, 45
populations of 25 species were newly found (Athyrium
imbricatum, Botrychium nipponicum, Bulbophyllum
drymoglossum, Bu. inconspicuum, Cheilanthes argentea,
Cyrtosia septentrionalis, Dendrobium moniliforme,
Diplazium hachijoense, Dryopteris gymnophylla, Dr. polylepis,
Hemipilia gracilis, Monachosorum nipponicum, Orostachys
japonica, Pellionia radicans var. radicans, Pinellia
tripartita, Rumex madaio, Saxifraga fortunei, Sphagnum
Junghuhnianum subsp. pseudomolle, Streptolirion lineare,
Thrixspermum japonicum, etc.). The previous records
(herbarium specimens or literatures) on these populations
were not found. In addition, one habitat of M. maximowiczii
and M. nipponicum, which had been recorded by S.
Namba in 1969 and then lost, was found to be existence.
Surveys conducted from 2022 have revealed that Isachne
nipponensis (near-threatened species; Okayama Pref. 2020)
have sufficient number of populations and individuals, and
it was not considered to be at risk of extinction. Red List
categories for more several species should be reevaluated
based on previous field survey. Two species were newly
recorded in Okayama Prefecture (in prep.).
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1. Genome Editing—Facilitated Domestication of Wild Rice

Although wild rice species possess stress tolerances that
are absent in cultivated rice, introducing these traits into
cultivars through conventional breeding is challenging.
Given the urgent need to prepare for global climate
change, rapidly developing stress-tolerant rice varieties
is an important strategy for food security. We focused
on genes reported to have lost their functions during
domestication and thereby contributed to domestication-
related traits. Disrupting these genes through genome
editing may convert wild rice into a “domesticated” form.
As a result, we successfully generated genome-edited lines
in which eight well-known domestication-related genes
were simultaneously knocked out using the CRISPR/Cas9
system.

2. Development of novel breeding systems to create useful

genetic variants from restricted materials

Utilizing a rice MAGIC population derived from
eight founders, we examined variations in element
concentrations and inter-element relationships under
different soil pH levels and in unfertilized fields. In
addition, we conducted GWAS to identify associated
genetic factors. With respect to soil pH, concentrations of
Cd, Fe, Mn, P, and Zn decreased as pH increased in straw,
while Mg concentration increased. Concentrations of As,
Cd, Mn, Ni, and Zn in grain decreased with increasing pH,
while K increased. In the unfertilized field, concentrations
of Cr, K, and Ni decreased with increasing pH in straw,
while As and Mo increased. Concentrations of As, Fe,
and Mo increased in grain. Among the QTLs detected by
GWAS, some were identified consistently across different
soil conditions for both straw and grain, while others
were detected (or not detected) only under specific soil
conditions.

3. Redefinition of Centromere Regions Using High-Quality

Genome Sequences

Advances in next-generation sequencing technologies
have enabled the acquisition of high-quality, chromosome-
level genome assemblies for many species, including
non-model organisms. In particular, recent methods now
allow the assembly of higher-order repetitive regions that
were previously difficult to resolve, thereby facilitating
detailed analyses of centromere regions that include
these repeats. By applying these advanced techniques,
centromere regions can be redefined through chromatin
immunoprecipitation using anti-centromere-specific
histone H3 (CENH3) antibodies. This year, we broadened
the scope of our analysis to include worldwide collections
of Allium species. In addition, we generated and evaluated
anti-CENH3 antibodies applicable to plant species
belonging to other taxonomic groups.
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Our team utilizes data science to harness the diverse
plant information and genetic resources accumulated
by the institute. We identify genes crucial for crop
productivity improvement and elucidate their physiological
and genetic functions. This year, we focused on the
impacts of interannual climatic variations on crop growth,
comprehensively tracking growth status, plant hormone
dynamics, and temporal expression changes of related
genes under field cultivation conditions. In particular, we
conducted detailed analyses of how winter temperature
differences affect both vegetative and reproductive
development, working to elucidate the genetic basis
of compensatory growth mechanisms in response to
environmental challenges. Furthermore, by utilizing single-
cell transcriptome analysis technology, we are deepening
our understanding of spatiotemporal gene expression
patterns and cell-type-specific responses. Additionally,
through collaborations with internal and external research
institutions, we actively advance genomic and gene
function analyses across a broad range of organisms, from
model crops to novel species.

Field Flora Research Team
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Our team has been investigating plant growth and the
rhizosphere microbiome over a three-year rice-barley
double-cropping system, alongside environmental factors
such as fertilization regimes, soil ion composition, and the
presence of wild plants. Through these measurements and
observations, we elucidated the dynamics of the complex,
intertwined network formed by these factors. From
the barley rhizosphere, we discovered that a violacein-
producing, cold-tolerant Duganella strain represents a
novel species. In addition, we comprehensively isolated
bacteria from the rhizosphere of barley grown under
no-fertilizer conditions and evaluated their individual
effects on barley growth, identifying bacterial strains that
exert either positive or negative influences. We further
constructed a representative SynCom from these strains
and demonstrated that antagonistic growth inhibition
occurs among the constituent bacteria.
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Crop and Environmental Design Research Team
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In the warm southwestern regions of Japan, including
Okayama Prefecture, double cropping—growing two
different crops on the same field within a year—has
long been practiced. To ensure sustainable agricultural
production, it is essential to understand seasonal
fluctuations in cultivation environments, crop genotypes
that adapt to these fluctuations, and the interactions
between them, and to apply this knowledge to breeding.
From FY 2022 to 2024, our team has worked to elucidate
the genetic architecture of crop x environment interactions
by using, as core project resources, multi-year and
multi-environment agronomic data for a barley core
collection that has been continuously evaluated at our
institute, together with soil mineral profiles, rhizosphere
microbiomes, and field environmental data obtained from
rice-barley double-cropping fields.

In 2024, we established recombinant inbred line
populations derived from crosses in which one parent was
a rice or barley line previously selected for contrasting
responses to fertilizer application, and we conducted field
trials under both conventional fertilization and no-fertilizer
conditions. We are currently analyzing agronomic traits
and rhizosphere microbiome composition in these trials.

Integrative Pan-omics Analytics Team

ARF— ok, ZIRMEMIEDIZEa 7 & LT 2025 4F 11
HEODRRLEFLWF—LTHh 2, BIEYRIEDZERT
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O, FoNDZ T = ITED SRR N A 7 A @ %
51977y b7 4 —L%MET2 2 L2HBL, Al
i PME FIEDOMNL, 2 L CT— YR8 1 774 v Dl
BrRF—LDI/ 2 HE L MEM T3, 2025 41
X, FTHERNRMEH A T 74 v ORMETET T 52
& HIEL 7, BARNIZIZ, whole-genome resequencing.
RNA-seq. whole-genome DNA X F )U{LfiENT, B L7 1
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This team is a newly established group launched in
November 2025 as a part of Research Core for Future
Crops. The Institute of Plant Science and Resources
possesses three types of mass spectrometers, GC-MS, LC-
MS, and ICP-MS, which have been used for quantifying
plant-derived volatile compounds, plant hormones, and
minerals accumulated in plant tissues. To further maximize
the use of these mass spectrometers, the team aims to
develop a platform for systematic pan-omics analysis
based on the data obtained from these instruments. Our
primary goals are to establish standardized procedures for
sample preparation and measurement, as well as to build
the corresponding data analysis pipelines. In 2025, we
focused on completing the foundation of these analytical
pipelines. Specifically, we developed data analysis pipelines
for whole-genome resequencing, RNA-seq, whole-genome
DNA methylation analysis, and proteome analysis. By
processing acquired datasets through these pipelines,
it is now possible to generate data suitable for detailed
statistical analysis and visualization, enabling rapid and
highly reproducible data processing following data
acquisition. In addition, we developed a DNA sequencing
system using a Nanopore sequencer, which enables low-
cost and efficient amplicon sequencing. This system allows
simultaneous sequencing of arbitrary PCR-amplifiable
DNA fragments from a large number of samples (up to
1,024 samples with the current setup), greatly enhancing
throughput and flexibility in sequence analysis.
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RECTOR 7277 A

RECTOR Program
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BEFZRICIN 2, B TAICHZ HIs L 72 HE b ED 72,
Milrad 51k, 77 A b>7=v D) VgL + 7 v L
bef A & DM LA % J L gL mREE IS IE U 728
TEERIENICEH S 9% 2 £ %2R L 7%, Emrich-Mills & &,
ferredoxin-NADP" reductase & Photosystem I % &5 L 727
BT A 7Y v 7 ERESILE L ATP &0 5
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DOMRETRERT DD E o7,

Our group analyzes the mechanisms governing
uptake and accumulation of essential, beneficial and
toxic minerals, as well as plant responses and tolerance
to mineral stresses from whole-plant to gene levels. Our
main achievements in 2025 are described below. In this
RECTOR program, we established collaborations with
three groups: the photo-environmental adaptation group
at IPSR, a group at RIIS, and Professor Michael Hippler’s
laboratory at the University of Miinster, Germany. Recent
studies by Hippler’s group and collaborators show how
structural organization, post-translational modification, and
spatial regulation shape the efficiency and adaptability of
photosynthetic and eukaryotic systems, particularly those
involving Chlamydomonas reinhardtii. In Milrad et al. (Plant
Physiology, 2025), the authors showed that plastocyanin
phosphorylation modulates its interaction with cytochrome
bef, enabling redox-dependent tuning of electron transfer.
Emrich-Mills et al. (Plant Cell, 2025) demonstrated that
tethering ferredoxin-NADP" reductase (FNR) to photosystem
I (PSI) enhances cyclic electron flow and ATP synthesis,
offering a model for bioengineering efficient energy-
conversion systems. Finally, Hoepfner et al. (Advanced
Science, 2025) resolved the high-resolution structure
of the ciliary glycocalyx, showing that its organized
glycoprotein coat regulates ciliary stability, adhesion, and
signaling. Together, these studies link protein structure,
dynamic regulation, and organelle function, redefining our
understanding of photosynthetic efficiency and cellular
architecture across diverse biological systems.
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Mori M. Chitin-signaling-dependent responses to insect oral secretions in rice cells propose the involvement of
chitooligosaccharides in plant defense against herbivores. Plant J. 121(1): €17157. doi.org/10.1111/tpj.17157 (2025.
1.)

(2) Endo Y, Tanaka M, Uemura T, Tanimura K, Desaki Y, Ozawa R, Bonzano S, Maffei ME, Shinya T, Galis I, Arimura G.I.
Spider mite tetranins elicit different defense responses in different host habitats. Plant J. 121(5): €70046. doi.
org/10.1111/tpj.70046 (2025. 3.)

(3) Fukumoto K, Hojo Y, Nakatani H, Wari D, Shinya T, Galis I. Flower jasmonates control fertility but largely disconnect
from defense metabolites in reproductive tissues of rice (Oryza sativa L.). | Exp Bot. 76(10): 2846-2863. doi.
org/10.1093/jxb/eraf073 (2025. 7.)

(4) Rahimian S, Ozawa R, Uemura T, Galis I, Arimura GI. Bush basil companion plants act as plant defense potentiators for
cultivated plants. J Agric Food Chem. 73(28): 17542-17549. doi.org/ 10.1021/acs.jafc.5c05179 (2025. 7.)

(5) Aboshi T, Teraishi M, Galis I, Yoshikawa T, Shinya T. Natural variation-based genetic screen in rice identifies the
isopentylamine biosynthetic gene that modulates brown planthopper behaviour. Plant Biol (Stuttg). 27(5): 873-882.
doi.org/10.1111/plbh.70041 (2025. 8.)

(6) MHEHZEH - FEAHL - % B A R8BI 23 F v REREN L o BEROBEREAEN . N7 ¥ 72> &8
X FU— 83:390-391 (2025.9.)

Wi 588 79 A4 >~ 7" )L— 7 (Plant Immune Design Group)

(1) DiL, Dongyong Y, Tai L, Zhe Z, Bingxiao Y, Yang H, Xiaoyuan L, Keran Z, Jiyun L, Kawano Y, Yiwen D, Xu NW, Junzhong L,
Zuhua H. A PRA-Rab trafficking machinery modulates NLR immune receptor plasma membrane microdomain
anchoring and blast resistance in rice. Sci Bull (Beijing). 70(5): 733-747. doi.org/10.1016/j.scib.2024.12.007 (2025.
3)

(2)  Yuli ], Jian L, Chunyan W, Li T, Kawano Y, Nagawa S. Stem Cell Factors BAM1 and WOX1 Suppressing Longitudinal
Cell Division of Margin Cells Evoked by Low-Concentration Auxin in Young Cotyledon of Arabidopsis. Int | Mol Sci.
26(10): 4724. doi.org/10.3390/ijms26104724 (2025. 5.)
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(3) Wahyu AP, Aprilia SS, Cahyo W, Mifta PR, Alfino S, Abdul RS, Tyas IH, Dwi SP, Neng TS, Yekti AP, Husna N, Anjar TW.
Global Perspectives on Environmental Microbiome Research: Current Status and Future Directions. J Multidiscip
Appl Nat Sci. 5(2):603-617. doi.org/10.47352/jmans.2774-3047.266 (2025. 5.)

(4) Yanjun K, Kawano Y. The OsATG8-OsATG1-SPIN6 module: Linking nutrient sensing to OsRacl-mediated rice immunity
via autophagy-independent mechanisms. Mol Plant. 18(10): 1623-1625. doi.org/10.1016/j.molp.2025.08.016 (2025.
10.)

(5) Akamatsu A, Ishikawa T, Tanaka H, Kawano Y, Hayashi M, Takeda N. Accumulation of phosphatidylinositol
4,5-bisphosphate inhibits the excessive infection of rhizobia in Lotus japonicus. New Phytol. 248(4):2005-2020. doi.
org/10.1111/nph.70527 (2025. 11.)

T BRI A W2 7' )V — 7 (Group of Plant Environmental Microbiology)

(1) Sahin N, Watanabe S, Tani A. Neptunitalea lumnitzerae sp. nov. isolated from the phyllosphere of the mangrove
Lumnitzera racemosa Willd. Antonie van Leeuwenhoek 118(3): 50. doi.org/10.1007/s10482-025-02062-3 (2025. 1.)

(2) Hu]J, Camerén H, Rilling JI, Campos M, Ruiz-Gil T, Gonzalez MA, Gajardo G, Vergara K, Guzman L, Espinoza-Gonzalez
O, Fuenzalida G, Riquelme C, Ueki S, Nagai S, Maruyama F, Fujiyoshi S, Yarimizu K, Perera IU, Avila A, Acufa JJ,
Zhang Q, Jorquera MA. Differentiation of microbial communities in coastal seawater before and during an Akashiwo
sanguinea (Dinophyceae) bloom in the urban area of Antofagasta city (northern Chile). Harmful Algae 142: 102782.
doi.org/10.1016/j.hal.2024.102782 (2025. 2.)

(3) Katayama S, Shiraishi K, Kaji K, Kawabata K, Tamura N, Tani A, Yurimoto H, Sakai Y. Methanol chemoreceptor MtpA-
and flagellin protein FliC-dependent methylotaxis determines the spatial colonization of PPFM in the phyllosphere.
ISME Comm. 5: ycaf092. doi.org/10.1093/ismeco/ycaf092 (2025. 5).

(4) Grossi CEM, Ulloa RM, Sahin N, Tani A. Methylobacterium as a Key Symbiont in Plant-Microbe Interactions: Its
Ecological and Agricultural Significance. Plant Biotech. 42: 229-241. doi.org/10.5511/plantbiotechnology.25.0309a
(2025.9.)

(5) Kishiro K, Sahin N, Saisho D, Yamaji N, Yamashita J, Monden Y, Nakagawa T, Mochida K, Tani A. Duganella hordei sp.
nov., Duganella caerulea sp. nov., and Duganella rhizosphaerae sp. nov., isolated from barley 7hizosphere. Antonie van
Leeuwenhoek 118(10): 146. doi.org/10.1007/s10482-025-02160-2 (2025. 9.)

(6) Fukuyama S, Usami F, Hirota R, Satoh A, Ohara S, Kondo K, Gomibuchi Y, Yasunaga T, Onduka T, Kuroda A, Koike K,
Ueki S. Proliferation of a bloom-forming phytoplankton via uptake of polyphosphate-accumulating bacteria under
phosphate-limiting conditions. ISME Comm. 5: ycaf192, doi.org/10.1093/ismeco/ycaf192 (2025. 12.)

BIZEFELI=Y I (Genetic Resources Unit)
7 ) BEME 2V — 7 (Group of Genome Diversity)

(1) Mahadevan N, Fernanda R, Kouzai Y, Kohno N, Nagao R, Nyein KT, Watanabe M, Sakata N, Matsui H, Toyoda K,
Ichinose Y, Mochida K, Hisano H, Noutoshi Y. Distinct Infection Mechanisms of Rhizoctonia solani AG-1 TIA and
AG-4 HG-I+II in Brachypodium distachyon and Barley. Life(Basel). 15(2): 235. doi.org/10.3390/1ife15020235 (2025.
2)

(2) Hisano H, Sakai H, Hamaoka M, Munemori H, Abe F, Meints B, Sato K, Hayes PM. Rapid development of naked malting
barley germplasm through targeted mutagenesis. Mol Breed. 45: 32. doi.org/10.1007/s11032-025-01553-5 (2025. 3.)

(3) Tanaka T, Haraguchi Y, Todoroki T, Saisho D, Abiko T, Kai H Reference-based chromosome-scale assembly of Japanese
barley (Hordeum vulgare ssp. vulgare) cultivar Hayakiso 2. DNA Res. 32(4): dsaf016. doi.org/10.1093/dnares/
dsaf016 (2025. 7.)

(4) Abiko T, Todoroki T, Thi Thanh HP, Nakamura T, Haraguchi Y, Tanaka T, Saisho D, Kai H Barley varieties tolerant to
waterlogged reduced soil show the better root growth in hypoxia. Plant Prod Sci. 26(4): 1-11. doi.org/10.1080/1343
943x.2023.2246215 (2025. 8.)

(5) Krause MR, Arbelaez JD, Asdal A, Belkodja R, Boury N, Blake VC, Brown PJ, Casas A, Cistué L, Farré-Martinez A, Fisk
S, Fuerst GS, Giménez E, Guijarro-Real C, Guthrie K, Halstead M, Helgerson L, Hisano H, Igartua E, Lillemo M,
Martinez-Garcia M, Martinez-Subira M, McCouch S, McGhee L, Nickols T, Peters N, Porter R, Romagosa I, Ruud
AK, Sato K, Salvi S, Sangiorgi G, Schiiller R, Sen TZ, Soriano JM, Stupar RM, Ting T-C, Vining K, von Korff M, Walla
A, Wang DR, Waugh R, Wise RP, Wolfe R, Yao E, Hayes PM Oregon Wolfe barley genetic stocks — Research and
teaching tools for next generation scientists. J Plant Regist. 19: €70004. doi.org/10.1002/plr2.70004 (2025.9.)

(6) Lubba KM, Yamamori K, Kishima Y. Haplotype shifts in the lipid-related OsGELP gene family underpin rice adaptation to
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high latitudes. Sci Rep. 15(1): 32293. doi.org/10.1038/s41598-025-15488-6 (2025. 9.)

(7) Kishiro K, Sahin N, Saisho D, Yamaji N, Yamashita J, Monden Y, Nakagawa T, Mochida K, Tani A. Duganella hordei sp.
nov., Duganella caerulea sp. nov., and Duganella rhizosphaerae sp. nov., isolated from barley rhizosphere. Antonie
Van Leeuwenhoek. 118(10): 146. doi.org/10.1007/s10482-025-02160-2 (2025. 9.)

5/ LBE1I=v Ik (Applied Genomics Unit)
B EIRESREMRNT 77V — 7 (Group of Genetic Resources and Functions)

(1) Nakamura K, Kikuchi Y, Shiraga M, Kotake T, Taketa S, Ikeda Y. SHORT AND CROOKED AWN, encoding an epigenetic
regulator EMF1, promotes barley awn development. Plant Cell Physiol. 66(5): 705-721. doi.org/10.1093/pcp/
pcael50 (2025. 5.)

(2) Chen ], Taketa S, Yang J, Dodd IC. Root hairs and lateral root proliferation enhance rice seedling rhizosheath
development and ABA accumulation under soil water deficit. Crop J. doi.org/10.1016/j.¢j.2025.09.009 (2025. 10.
Online preview)

(3) 0Oda ], Fuse S, Yamashita J, Katsuyama T, Tamura MN. Phylogeny and taxonomy of Carex (Cyperaceae) in Japan II.
New subsect. Multifoliae separated from subsect. Pisiformes s.l. (sect. Mitratae) | Jap Bot. 100(6): 489-514. doi.
org/10.51033/jjapbot.ID0338 (2025. 12. in press)

ey ) LBV —7 (Group of Integrated Genomic Breeding)

(1) Tsukahara S, Bousios A, Kreszies T, Perez-Roman E, Yamaguchi S, Leduque B, Nakano A, Naish M, Osakabe A,
Toyoda A, Ito H, Edera A, Tominaga S, Juliarni, Kato K, Oda S, Inagaki S, Lorkovi¢ Z, Nagaki K, Berger F,
Kawabe A, Quadrana L, Henderson I, Kakutani T. Centrophilic retrotransposon integration via CENH3 chromatin
in Arabidopsis. Nature. 637: 744-748. doi.org/10.1038/s41586-024-08319-7 (2025. 1.)

(2) Akagi T, Fujita N, Shirasawa K, Tanaka H, Nagaki K, Masuda K, Horiuchi A, Kuwada E, Kawai K, Kunou R, Nakamura
K, Ikeda Y, Toyoda A, Itoh T, Ushijima K, Charlesworth D. Rapid and dynamic evolution of a giant Y chromosome
in Silene latifolia. Science. 387: 637-643. doi.org/10.1126/science.adk9074 (2025. 2.)

(3) Nagaki K, Narusaka M, Narusaka Y. Elucidation of the phylogenetic relationships among Alpinia species native to the
Nansei Islands, Japan. Cytologia. 90: 29-36. doi.org/10.1508/cytologia.90.29 (2025. 3.)

(4) Nagaki K, Ushijima K, Akagi T, Tanaka K, Kobayashi H. Pancentromere analysis of Allium species reveals diverse
centromere positions in onion and gigantic centromeres in garlic. Plant Cell. 37: koaf142. doi.org/10.1093/plcell/
koaf142 (2025. 6.)

(5) Takeuchi Y, Yamamoto T, Yonemaru J, Takemoto-Kuno Y, Fukuoka S, Kuroki M, Goto A, Matsubara K, Sato H,
Hirabayashi H, Kobayashi N, Yamaguchi M, Ishii T, Ando I. Good eating quality QTLs, detected in two breeding
populations by genome-wide association mapping, increase eating quality of an elite Japanese rice cultivar
Koshihikari. Breed. Sci. 75: 358-368. doi.org/10.1270/jsbbs.25025 (2025. 12.)

R REYMEBHAF AT (Research Core for Future Crops)

e 7 A VWF9EeF — I (Crop Design Research Team)

(1) Nomura T, Kim JS, Iwata O, Yamada K, Atsuji K, et al. Genetic dissection of nonconventional introns reveals codominant
noncanonical splicing code in Euglena. Proc Natl Acad Sci U S A 122(39): €2509937122. doi.org/10.1073/
pnas.2509937122 (2025. 9.)

Y - BAE 7Y A Vi9E 5 — L (Crop and Environmental Design Research Team,)

(1) Sahin N, Watanabe S, Tani A. Neptunitalea lumnitzerae sp. nov. isolated from the phyllosphere of the mangrove
Lumnitzera racemosa Willd. Antonie van Leeuwenhoek 118(3): 50. doi.org/10.1007/s10482-025-02062-3 (2025. 1.).

(2) Mori A, Nakagawa S, Suzuki T, Suzuki T, Gaudin V, Matsuura T, Ikeda Y, Tamura K. The importin « proteins IMPAL,
IMPA2, and IMPA4 play redundant roles in suppressing autoimmunity in Arabidopsis thaliana. Plant J. 121: e17203.
doi.org/10.1111/tpj.17203 (2025. 1.)

(3) Akagi T, Fujita N, Shirasawa K, Tanaka H, Nagaki K, Masuda K, Horiuchi A, Kuwada E, Kawai K, Kunou R, Nakamura
K, Ikeda Y, Toyoda A, Itoh T, Ushijima K, Charlesworth D. Rapid and dynamic evolution of a giant Y chromosome
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(4)
(5)

(6)

(7)

(8)
9)

(10)

(1)

(12)

(13)

(14)

in Silene latifolia. Science. 387: 637-643. doi.org/10.1126/science.adk9074 (2025. 2.)

Huang S, Yamaji N, Konishi N, Mitani-Ueno N, Ma JE. Symplastic and apoplastic pathways for local distribution of silicon
in rice leaves. New Phytol. 247: 1280-1289. doi.org/10.1111/nph.70110. (2025. 3.)

Katayama S, Shiraishi K, Kaji K, Kawabata K, Tamura N, Tani A, Yurimoto H, Sakai Y. Methanol chemoreceptor MtpA-
and flagellin protein FliC-dependent methylotaxis determines the spatial colonization of PPFM in the phyllosphere.
ISME Comm. 5: ycaf092. doi.org/10.1093/ismeco/ycaf092 (2025. 5).

Nakamura K, Kikuchi Y, Shiraga M, Kotake T, Hyodo K, Taketa S, Ikeda Y. SHORT AND CROOKED AWN, Encoding the
Epigenetic Regulator EMF1, Promotes Barley Awn Development. Plant Cell Physiol. 66: 705-721. doi.org/10.1093/
pcp/pcael50 (2025. 5.)

Tanaka T, Haraguchi Y, Todoroki T, Saisho D, Abiko T, Kai H Reference-based chromosome-scale assembly of Japanese
barley (Hordeum vulgare ssp. vulgare) cultivar Hayakiso 2. DNA Res. 32(4): dsaf016. doi.org/10.1093/dnares/
dsaf016 (2025. 7.)

Fujii T, Yamaji N, Ma JF. Dual roles of suberin deposition at the endodermal Casparian strip in manganese uptake of rice.
J Exp Bot. 76: 6064-6074. doi.org/10.1093/jxb/eraf302 (2025. 7.)

Abiko T, Todoroki T, Thi Thanh HP, Nakamura T, Haraguchi Y, Tanaka T, Saisho D, Kai H Barley varieties tolerant to
waterlogged reduced soil show the better root growth in hypoxia. Plant Prod Sci. 26(4): 1-11. doi.org/10.1080/1343
943x.2023.2246215 (2025. 8.)

Thao TN, Mitani-Ueno N, Urano R, Saitoh Y, Wang P, Yamaji N, Shen JR, Shinoda W, Ma JF, Suga M. Structural insights
into a citrate transporter that mediates aluminum tolerance in barley. Proc Natl Acad Sci U S A. 122: €2501933122.
doi.org/10.1073/pnas.2501933122 (2025. 8.)

Kishiro K, Sahin N, Saisho D, Yamaji N, Yamashita J, Monden Y, Nakagawa T, Mochida K, Tani A. Duganella hordei sp.
nov., Duganella caerulea sp. nov., and Duganella rhizosphaerae sp. nov., isolated from barley 7hizosphere. Antonie van
Leeuwenhoek 118(10): 146. doi.org/10.1007/s10482-025-02160-2 (2025. 9.)

Nomura T, Kim JS, Iwata O, Yamada K, Atsuji K, et al. Genetic dissection of nonconventional introns reveals codominant
noncanonical splicing code in Euglena. Proc Natl Acad Sci U S A 122(39): €2509937122. doi.org/10.1073/
pnas.2509937122 (2025. 9.)

Grossi CEM, Ulloa RM, Sahin N, Tani A. Methylobacterium as a Key Symbiont in Plant-Microbe Interactions: Its
Ecological and Agricultural Significance. Plant Biotech. 42: 229-241. doi.org/10.5511/plantbiotechnology.25.0309a
(2025.9.)

Che J, Huang S, Qu Y, Yoshioka Y, Tomita C, Miyaji T, Liu Z, Shen R, Yamaji N, Ma JF. A node-localized efflux transporter
for loading iron to developing tissues in rice. Nat. Commun. 16: 9916. doi.org/10.1038/s41467-025-64863-4 (2025.
11)

RECTOR 7'& 77 2 (RECTOR Program)

(1

(2)

(3)
(4)

(5)

(6)

Dao O, Burlacot A, Buchert F, Bertrand M, Auroy P, Stoffel C, Madireddi SK, Irby J, Hippler M, Peltier G, Li-Beisson Y.
Cyclic and pseudo-cyclic electron pathways play antagonistic roles during nitrogen deficiency in Chlamydomonas
reinhardtii. Plant Physiol. 197: kiae617. doi.org/10.1093/plphys/kiae617 (2025. 1.)

Emrich-Mills TZ, Proctor MS, Degen GE, Jackson PJ, Richardson KH, Hawkings FR, Buchert F, Hitchcock A, Hunter
CN, Mackinder LCM, Hippler M, Johnson MP. Tethering ferredoxin-NADP" reductase to photosystem I promotes
photosynthetic cyclic electron transfer. Plant Cell 37: koaf042. doi.org/10.1093/plcell/koaf042 (2025. 3.)

INEE B AR EICBIZEFTVEROS 70 b b fEAERE . B4 83: 143-155. doi.
org//10.14943/lowtemsci.83.143 (2025. 3.)

Hoepfner LM, Nievergelt AP, Matrino F, Scholz M, Foster HE, Rodenfels J, von Appen A, Hippler M, Pigino G.
Unwrapping the Ciliary Coat: High-Resolution Structure and Function of the Ciliary Glycocalyx. Adv Sci (Weinh).:
€2413355. doi.org/10.1002/advs.202413355 (2025. 4.)

Milrad Y, Wegemann D, Kuhlgert S, Scholz M, Younas M, Vidal-Meireles A, Hippler M. Insights into plastocyanin-
cytochrome b¢f complex formation: The role of plastocyanin phosphorylation. Plant Physiol. 198: kiaf269. doi.
org/10.1093/plphys/kiaf269 (2025. 8.)

Ruaud S, Notzold SI, Waller M, Galbier F, Mousavi SS, Charran M, Mateos JM, Zeeman S, Baily A, Baroux C, Hippler M,
Wicke S, Szovenyi P. Molecular underpinnings of hornwort CO, concentrating mechanisms: subcellular localization
of putative key molecular components in the model hornwort Anthoceros agrestis. New Phytol. 247: 1244-1262. doi.
org/10.1111/nph.70167 (2025. 8.)
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R[5 PSP Sy VA

(List of International Conferences and Symposia)

RKSEEARNLRAIZY b (Atmospheric Stress Unit)

SR IHTSE 7L — 7 (Plant Light Acclimation Research Group)

(1)
(2)

(3)

(4)
(5)
(6)
(7)

(8)
(9)

Okegawa Y. Redox regulation of photosynthesis by the thioredoxin system in Arabidopsis. Plant Biology Colloquia,
University of Miinster, Miinster, Germany, Feb. 25, 2025.

Sakamoto W. Thylakoid membrane homeostasis and the evolution of a key membrane remodeling molecule VIPP1
against harsh environments. International meeting of the SfPhi and GdR IBCO2: The many facets of photosynthesis,
Paris, France, May. 26-28, 2025.

Tanigawa K, Okegawa Y, Shikanai T, Yamori W. Moderate overexpression of PROTON GRADIENT REGULATION 5
improves photosynthetic performance and plant growth under fluctuating light in Arabidopsis thaliana. Plant Biology
2025, Milwaukee, Wisconsin, The United States of America, Jul. 26-30, 2025.

Okegawa Y. Redox regulation of photosynthesis by the thioredoxin system in Arabidopsis thaliana. TRR175 International
“Chloroplast: From Molecular to Complex Systems”, Seeon-Seebruck, Germany, Aug. 25-29, 2025.

Sakamoto W. Key Factors in Thylakoid Membrane Organization and Homeostasis in Chloroplasts. Special Seminar,
College of Biological Sciences, Northeast Forestry University, Harbin, China, Nov. 10, 2025.

Sakamoto W. How plastids are inherited in angiosperms? Special Seminar, College of Biological Sciences, Shanghai
Normal University, Shanghai, China, Nov. 13, 2025.

Sakamoto W. Involvement of chloroplast HSP70 in controlling thylakoid membrane dynamics through VIPP1. 2025
International Symposium on Plant Organelles Frontiers and Future Agriculture. Shanghai Jiao Tong University,
Shanghai, China, Nov. 15, 2025.

Sakamoto W. Thylakostasis and membrane remodeling proteins in chloroplasts. Japan-US binational photosynthesis
workshop 2025 ~From Molecules to Physiology~, Matsue, Japan, Nov. 16-19, 2025.

Okegawa Y, Sakamoto W. Thioredoxin system coordinates with PSI cyclic electron transport to protect PSI under
fluctuating light. Japan-US Binational Photosynthesis Workshop 2025 ~From Molecules to Physiology~, Matsue,
Japan, Nov. 16-19, 2025.

(10) Sakamoto W. Chloroplast Biology: General View on Thylakoid Membrane Organization and Homeostasis. AS-BCST

SEMINAR, Academia Sinica, Taipei, Taiwan, Dec 15, 2025.

(11) Sakamoto W. THYLAKOID MEMBRANES: BIOGENESIS, ORGANIZATION AND HOMEOSTASIS. Special Seminar,

BREE

(1)
(2)

(3)

National Cheng Kung University, Tainan, Taiwan, Dec 16, 2025.

INEREREWTZE 77 )V — 7 (Group of Environmental Response Systems)

Hirayama T. Life-course Hormone Profile Analysis of Field Barley. Japan-China Bilateral Symposium on Plant Growth
Regulation, Yunnan, China, Jul. 13, 2025.

Nakamura K, Hisano H, Ito J, Tsuji H, Ito T, Ikeda Y. Histone modifications underlying awn development in barley.
2025 Keystone Symposia on Molecular and Cellular Biology ‘Plant Epigenetics and Epigenome Engineering’, Fort
Collins, The United States of America , Oct. 13-16, 2025.

Ikeda Y. Epigenetic control of awn development in Barley. IRN France-Japan Frontiers in Plant Biology Symposium 2025,
Strasbourg, France, Nov. 19-21, 2025.

FTEEIEXANL X2 =y b (Soil Stress Unit)

HEYI A v L A2 7 )V — 7 (Group of Plant Stress Physiology)

(1)
(2)
(3)
(4)
(5)

Yamaji N. Xylem to xylem inter-vascular transfer in node, Xylem to phloem in filtration in leaf, and phloem mobile long-
distance signaling to root for silicon accumulation in rice. Plant Vascular Biology 2025, Osaka, Japan, Jul. 7-11, 2025.

Ma JF. An Efficient Transport System for Mineral Nutrients in Rice. 20™ International Plant Nutrition Colloquium, Porto,
Portugal, Jun. 22-25, 2025.

Fujii T. Role of root endodermal Casparian strip in mineral element uptake in rice. 20" International Plant Nutrition
Colloquium, Porto, Portugal, Jun. 22-25, 2025.

Yamaji N. Shoot-Silicon-Signal protein regulating silicon uptake in rice. 20" International Plant Nutrition Colloquium,
Porto, Portugal, Jun. 22-25, 2025.

Konishi N, Ma JF. Identification of critical residues required for polar localization of rice manganese transporter,
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(6)
(7)
(8)
9)

(10)

OsNramp5. 20" International Workshop on Plant Membrane Biology, Elsinore/Copenhagen, Denmark, Aug. 1822,
2025.

Yamaji N. Strategy of rice to utilize silicon in soil. International Conference on Cross-border Soil Remediation and Fertile
Soil Cultivation Successfully Held, Nanjing, China, Aug. 21-23, 2025.

Ma JF. Silicon transport, accumulation and regulation in rice. 9" International Conference on Silicon in Agriculture,
Belgrade, Serbia, Sep. 15-19, 2025.

Mitani-Ueno N. A transporter required for cell-specific deposition of silicon in rice. 9™ International Conference on Silicon
in Agriculture, Belgrade, Serbia, Sep. 15-19, 2025.

Yamaji N. Shoot-Silicon-Signal, a phloem mobile protein to optimize silicon accumulation in rice. 9™ International
Conference on Silicon in Agriculture, Belgrade, Serbia, Sep. 15-19, 2025.

Huang S. Transporters involved in xylem loading, local distribution and deposition of silicon in rice. 9" International
Conference on Silicon in Agriculture, Belgrade, Serbia, Sep. 15-19, 2025.

RIBEEMARNLRAIZ v N (Biotic Stress Unit)

&Y - A HEAER 7 v — 7 (Group of Plant-Microbe Interactions)

(1)
(2)
(3)

(4)

(5)

(6)
(7)

(8)

9)

(10)

(11
(12)

(13)

(14)

(15)

Hyodo K, Kondo H, Suzuki N. Co-option of host V-ATPase and autophagy pathways for the replication of a plant RNA
virus. The 5" Korea-Japan Joint Symposium on Plant Pathology, Takamatsu, Japan, Mar. 25-26, 2025.

Kondo H, Hyodo K, Suzuki N. Evidence for the replication of a bipartite plant rhabdovirus in its arthropod mite vector.
The 5" Korea-Japan Joint Symposium on Plant Pathology, Takamatsu, Japan, Mar. 25-26, 2025.

Zhang Z. Fungal invasion-induced accumulation of salicylic acid promotes anthocyanin biosynthesis through MdNPR1-
MdATGA2.2 module in apple fruits. 16™ PSJ Plant Virus Disease Workshop, The Interface between plant and fungal
viruses III, Kurashiki, Japan, Mar. 29-30, 2025.

Ibiang S. The endophytic fungus Penicillium pinophilum in a tripartite interaction confers protection to host plants
against cucumber mosaic virus. 16™ PSJ Plant Virus Disease Workshop, The Interface between plant and fungal
viruses III, Kurashiki, Japan, Mar. 29-30, 2025.

Fadli M. A capsidless (+)RNA yadokarivirus hosted by a dsRNA virus is infectious as particles, cDNA, and dsRNA. 16"
PSJ Plant Virus Disease Workshop, The Interface between plant and fungal viruses III, Kurashiki, Japan, Mar. 29-30,
2025.

Caston J. R, Novoa G, Suzuki N. Cryo-EM structure of yadonushi / yadokari viruses in Rosellinia necatrix and Aspergillus
foetidus. The 6™ International Mycovirus Symposium, Helsinki, Finland, Jun. 11-13, 2025.

Kondo H, Nanaji M, Fujita M, Sugahara H, Suzuki N, Fujimori F. Mycoviruses in Aspergillus luchuensis isolated from
fermentation environments in Japan. The 6" International Mycovirus Symposium, Helsinki, Finland, Jun. 11-13,
2025.

Shahi S, Hisano S, Sa’diyah W, Takaki Y, Kondo H, Suzuki N. Thorough characterization of a new curvulavirid from
Japanese strains of Cryphonectria nitschkei. The 6™ International Mycovirus Symposium, Helsinki, Finland, Jun. 11-
13, 2025.

Sato Y, Suzuki N. Virus-mediated transposon regulation in the chestnut blight fungus. The 6™ International Mycovirus
Symposium, Helsinki, Finland, Jun. 11-13, 2025.

Fadli M, Hisano S, Novoa G, Caston J. R, Kondo H, Suzuki N. A capsidless (+)RNA yadokarivirus hosted by a dsRNA
virus is infectious as particles, cDNA, and dsRNA. The 6™ International Mycovirus Symposium, Helsinki, Finland,
Jun. 11-13, 2025.

Honda S, Yokoyama A, Suzuki N. RNA editing of genomic neighbors controls antiviral response in fungi. The 6™
International Mycovirus Symposium, Helsinki, Finland, Jun. 11-13, 2025.

Zhang Z, Honda S, Suzuki N. Transcription factor ZAO1 plays a key role in antiviral symptom mitigation in Cryphonectria
parasitica. The 6™ International Mycovirus Symposium, Helsinki, Finland, Jun. 11-13, 2025.

Benito-Delgado A, Pastor-Durantez E, del Campo-Calvo R, Suzuki N, Diez JJ. Effects of several mycoviruses on gene
expression in different isolates of Cryphonectria parasitica. The 6™ International Mycovirus Symposium, Helsinki,
Finland, Jun. 11-13, 2025.

Cornejo C, Shamsi W, Heinzelmann R, Ulrich S, Kondo H. Unveiling the RNA virome: do mycoviruses shape the feeding
behavior of root rot fungi Armillaria? The 6™ International Mycovirus Symposium, Helsinki, Finland, Jun. 11-13,
2025.

Kondo H, Andika I. B, Sun L, Suzuki N. Viruses spread without borders: Cross-kingdom infections in agroecosystems.
Symposium: Plant viruses and viroids on the move: Old routes, new insights. The 71* Annual Meeting of the
Japanese Society for Virology, Hamamatsu, Japan, Oct. 19, 2025.
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Ty - BRI HAER 7 v — 7 (Group of Plant-Insect Interactions)

(1) Ho NT, Shinya T, Galis I. Assessment of diversity in volatiles of World Rice Core Collection as basis for the understanding
of crop indirect defense. 40™ annual International Society of Chemical Ecology (ISCE) meeting, Christchurch, New
Zealand, Aug. 18-22, 2025.

Wi % 575 A4 >~ 7' )V — 7 (Plant Immune Design Group)

(1) Kawano Y. An NLR paralog Pit2 generated from tandem duplication of Pitl fine-tunes Pit1 localization and function. 2025
Korea-MPMI International Symposium, Seoul, Korea, Feb. 24, 2025.

(2) Alfino S. Identification and Characterization of the Effector for the Paired NLR Pitl and Pit2. 2025 Korea-MPMI
International Symposium, Seoul, Korea, Feb. 24, 2025.

(3) Kawano Y. An NLR paralog Pit2 generated from tandem duplication of Pitl fine-tunes Pitl localization and function. The
5™ Korea-Japan Joint Symposium on Plant Pathology, Kagawa, Japan, Mar. 25, 2025.

(4) Fukuhara R. Functional evaluation of plant-derived extracellular vesicles. The 5™ Korea-Japan Joint Symposium on Plant
Pathology, Kagawa, Japan, Mar. 25, 2025.

(5) Kawano Y. An NLR paralog Pit2 generated from tandem duplication of Pit1 fine-tunes Pitl localization and function 2025
International Society for Molecular Plant-Microbe Interactions, Cologne, Germany, Jun. 15, 2025.

(6) Kawano Y. An NLR paralog Pit2 generated from tandem duplication of Pit1 fine-tunes Pit1 localization and function 22™
International Symposium on Rice Functional Genomics, Chengdu, China, Aug. 24, 2025.

BB L Y2 7" )V — 7 (Group of Plant Environmental Microbiology)

(1) Tani A. Methylobacterium on the move: Methylotaxis and motility. Phyllosphere 12, Okinawa, Japan, Jun. 5-9, 2025.
(2) Latif MA, Watanabe S, Miyake K, Tani A. Exploring replication mechanisms and structural adaptations in
Methylobacterium genomes. Phyllosphere 12, Okinawa, Japan, Jun. 5-9, 2025.

BIEEIEL=vY M (Genetic Resources Unit)
7 ) L&KM 7V — 7 (Group of Genome Diversity)

(1) Hisano H. Targeted genetic modification of grain traits in barley. The International Workshop on Crop Translational
Genomics, IPK, Gatersleben, Germany, Apr. 28-30, 2025.

g/ LBE1=v k (Applied Genomics Unit)

e, LB )V — 7 (Group of Integrated Genomic Breeding)
(1) Zhang Q, Furuta F, Kashihara K, Ogawa D, Yonemaru J, Yu E, Ma JF, Yamamoto T. Genome-wide association and

candidate gene analysis of elemental accumulation under different soil pH conditions by using a rice mapping
population. 2025 International Symposium on Rice Functional Genomics, Chengdu, China, Aug. 23-26, 2025.

TR IEYMERIAZ 7 (Research Core for Future Crops)

7 4 —)V K 70— 755 — 4 (Field Flora Research Team)

(1) Mahamud MA, Pichaikarn R, Tani A. Interactions within barley rhizosphere-associated bacteria. Phyllosphere 12,
Okinawa, Japan, Jun. 5-9, 2025.

1EY) - B85 A 98 F — & (Crop and Environmental Design Research Team)

(1)  Tani A. Methylobacterium on the move: Methylotaxis and motility. Phyllosphere 12, Okinawa, Japan, Jun. 5-9, 2025.
(2) Latif MA, Watanabe S, Miyake K, Tani A. Exploring replication mechanisms and structural adaptations in
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Methylobacterium genomes. Phyllosphere 12, Okinawa, Japan, Jun. 5-9, 2025.

(3)  Yamaji N. Shoot-Silicon-Signal protein regulating silicon uptake in rice. 20" International Plant Nutrition Colloquium,
Porto, Portugal, Jun. 22-25, 2025.

(4)  Yamaji N. Xylem to xylem inter-vascular transfer in node, Xylem to phloem in filtration in leaf, and phloem mobile long-
distance signaling to root for silicon accumulation in rice. Plant Vascular Biology 2025, Osaka, Japan, Jul. 7-11, 2025.

(5)  Yamaiji N. Strategy of rice to utilize silicon in soil. International Conference on Cross-border Soil Remediation and Fertile
Soil Cultivation Successfully Held, Nanjing, China, Aug. 21-23, 2025.

(6) Zhang Q, Furuta F, Kashihara K, Ogawa D, Yonemaru J, Yu E, Ma JF, Yamamoto T. Genome-wide association and
candidate gene analysis of elemental accumulation under different soil pH conditions by using a rice mapping
population. 2025 International Symposium on Rice Functional Genomics, Chengdu, China, Aug. 23-26, 2025.

(7)  Yamaji N. Shoot-Silicon-Signal, a phloem mobile protein to optimize silicon accumulation in rice. 9" International
Conference on Silicon in Agriculture, Belgrade, Serbia, Sep. 15-19, 2025.

(8) Nakamura K, Hisano H, Ito J, Tsuji H, Ito T, Ikeda Y. Histone modifications underlying awn development in barley.
2025 Keystone Symposia on Molecular and Cellular Biology ‘Plant Epigenetics and Epigenome Engineering’, Fort
Collins, The United States of America, Oct. 13-16, 2025.

(9) Ikeda Y. Epigenetic control of awn development in Barley. IRN France-Japan Frontiers in Plant Biology Symposium 2025,
Strasbourg, France, Nov. 19-21, 2025.

RECTOR 7’1 "7 . (RECTOR Program)

(1) Ozawa SI. The molecular machinery of photosynthesis — electron transfer regulation mechanics of the cytochrome b,/
complex. 40" IPSR International Symposium and 16™ Symposium on Plant Stress Sciences, Kurashiki, Japan, Mar.
3-4, 2025.

(2) Ozawa SI, Jiinemann O, Hippler M. Functional Characterization of PETC K111 Carboxylation in CO2-Dependent Electron
Transfer Modulation. The 21" International Conference on the Cell and Molecular Biology of Chlamydomonas,
Miinster University, Miinster, Germany, Aug. 24-29, 2025.

(3) Jiinemann O, Scholz M, Ozawa SI, Grossman A, Hippler M. Exploring COz-Dependent Carboxylation in Photosynthetic
Protein Complexes of Chlamydomonas reinhardtii. The 21* International Conference on the Cell and Molecular
Biology of Chlamydomonas, Miinster University, Miinster, Germany, Aug. 24-29, 2025.
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HHHE KO VRO L JE#

(List of Domestic Conferences and Symposia)

RKSEEARNLRAIZY b (Atmospheric Stress Unit)

SR IHTSE 7L — 7 (Plant Light Acclimation Research Group)

(1)
(2)

(3)
(4)
(5)
(6)

(7)
(8)
(9)

Li D, Ozawa SI, Hippler M, Sakamoto W. Chloroplastic HSP70 affects dynamic behavior of VIPP1 by interacting with
VIPP1 C-terminal tail. 55 66 [0l H AREY) LRl A E L, @R (N4 70 v F), 3 H 1416 H, 2025,

Gachie SW, Muhire A, Kawamoto A, Takeda-Kamiya N, Goto Y, Sato M, Toyooka K, Yoshimura R, Takami T, Zhang
L, Kurisu G, Terachi T, Wataru Sakamoto W. Characterization of VIPP1 protein C-terminally tagged by GFP and
overexpressed in tobacco chloroplasts. £ 66 [A] H AREY LA S E S, &R (N4 7V v V), 3 A 1416 H,
2025,

WA ZE, WA ZE, BAMER, BA B Oy R 18754 E X CEFZERMN ol LER DEHE IS
Z 5. 5 66 M HAMAHYYSES, &R (N4 7Y v V), 3 H 1416 H, 2025.

FEREH, KA H MY OMEERICE T 5 DPD1 X 7 L 7 —EDOEBICOWT, 5 66 [0 HAKHY A B 2 4E 2,
EIR (N4 7V v F), 3H 1416 H, 2025.

W B, & @i, AHFEE UT M 37 EICEB T 2R A ROEHEIC O LT O, HABREEH
147 [lE#2, s, 3 H 2021 H, 2025,

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, Wataru Sakamoto W. Oligomerization and bundling of AtVIPP1-GFP in tobacco chloroplasts. 5
15 M HARARESESB IO v RV Y LA, BiE, 6 H 78 H, 2025.

FiJllkZE PTOX & Flv % v R 7B x BIF 4L P ¥ o VRIBEERORHEZENT 2. 5 165 M HALERES
HEEBLIOY Vv RY YA, BE, 6 H 7-8H, 2025,

BEERE RIIKZ, MNEE—, SR 5, L2, mEgEE PSIEHEICE T % PG Rl o%Hl. 4 15
B HANARESERB LR VR A, BE, 6 H 7-8 H, 2025.

BRHEHET, Z7u7 v, kT, B8 TT RIRER RS R, IR SEHAR 72 2 KO O RS,
YEER X OBROBIR, 5 74 B HASHRFERA2, ki, 9 H 35 H, 2025.

(10) 1, AEE—E, SREW, A H, 55 E A % LHCI UER L RE D /7 RIS AT, HATRY:

285 148 Rl 2, AL, 9 A 10-11 H, 2025.

(11) WAH FI7aA4 FIRVEFT) VI DTDY AL+ I 7 A, HAWEYZESSE 89 [HIRkE, i, 9 H 1820 H, 2025,
(12) B B S U 2B OB O f@hT, BIR2AFRpiiigeE s, =58, 12 A 1920 H, 2025,

BREE

(1)
(2)

(3)

(4)
(5)
(6)
(7)
(8)
(9)

INEREREWTZE 77V — 7 (Group of Environmental Response Systems)

WS ALEY —FOMEIH) T2 NEUDTE A A S =G ~ILRZEICB Y 2R VT VT
SWT, FHIMMHAINVEL T =7 ay 7, &R, 3 H 13 H, 2025,

WHET, M=E, Kim June-Sik, #ZII5EE, HHE—, FILUEE RNA~NY 7 —Z AGS2 DfEfTic X h Rl
S} a v FY 7 mRNA EEHHFE O LBV ERR. 66 M HARMYEMYSFES, &R (N4 7Yy F), 3H
14-16 H, 2025.

R i, WA T, SEWLR, < R, B L, AW K, (RS, LNRTE, CEHEf -, RAAERE, RFEE—,
PR, EHZ AXEO7a YT VIR E MR RZIGET 5. 4 66 M H AW EEERFER, &R (N
479y ), 3H1416 H, 2025,

Nishimura N, Tsuchiya W, Yano R, Suzuki N, Hirayama T, Yamazaki T. DOG1 & 7# ) ABA [5G EBERE D fidtT. 45 66
Bl AR AR 22, &R (N 7Y v 1), 3 1416 H, 2025,

Tania SS, Mori IC. Key amino acid residues governing CO, permeability in Arabidopsis PIP2 aquaporins. 55 66 [1] H AHE
YA RS, IR (N4 7Y v F), 3 H 1416 H, 2025,

e RZEAT, EhRESTTy, MREZET, R AGALMTI2 0V vgfhid vV v IR 2 b3 2. %66 M HA
TP RS AE 2, IR (N 77U »v F), 3 H 1416 H, 2025,

IEEERtH, EASIER, &R, AMRRRSE, R S uA X7 X5 ORI E T B SR Z IR o) M T ]
12359 % DEFL R 7' F Fof5E, 55 66 [ H AR R ESES, &R (N 7Y v V), 3 H 1416 H, 2025,

Paul NC, Imran S, Mori IC, Katsuhara M. Identification and characterization of ion channel aquaporins on tomato
SIPIP2s. % 66 [0 H AP I AR 2y, @R (N4 7Y v 1), 3 H 1416 H, 2025,

AR, WonsEf, MERRE, R E, ARG, BAIZE, AR, &R WRemE, RiCht, e
BRI T A, RIHERE, WA, ANVIRE, I, JeHER, S, & R, ILARZR, ZHEE %
FRABEEA b L AT 200D L 20 =0 A% GIHT 2 0 FHR O @A, 5 66 M H AP R ERTS, &
N4 79y F), 3H1416 H, 2025,
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(10) ke, AW @, WHET WARLED & KB E~OEMIE %R [ % 7 v~ F R T O R aEdT. 25 66
il H AR A B g2y, &R (N4 7Y v F), 3 H 1416 H, 2025,

(11) AHEPE+F, Olivier Mathieu, A+ =24 Mpmet ZEAKIZE 1T 2 DNA X F UL E & R+ VAR TED fEHT .
55 66 [l H AW BB A 22, @R (N 7Y v F), 3 H 1416 H, 2025,

(12) “FHIRH, NEARK, WEEE, WHET, DREE, NN, BEEHE a4 2+ XHIcE1F% DNAXF )L
LB MibaTE DR A, 55 66 [nl H AR BB A dE 2y, &R (N4 7Y v 1), 3 H 1416 H, 2025,

(13) WK, MWHEEGT, & 18 SWER, FHYEE oA XX VAH BETIEEMEs LS omfhicidb 5.
966 [ HAMY AR BE 2L, &R (N 7Y v ), 3 H 1416 H, 2025,

(14) #a#E, TFHIBH, mEPbT ENZEA, DEEE, HESE CRISPR/Casd v AT LZHwiraf X+ X F
FLCE{E YD 7 /) A0k, 5 81 It EERY A2 R, B, 5 H 17-18 H, 2025,

(15) =ORZELE, HPGF, LSS, BaEz, Gl &, AWEE, dEEd— BEERE v x+-X+, ¥=a7,
A FOWHEESIC B WA~ —» — & LT SmREE TR ofat, & 81 A EpuEEY S Ke, &
%, 5H 1718 H, 2025,

(16) $WARTER, M, PG T AR>S L 2NEE 7 Z7a N7 59 PEEPEET MY R LE v D5
Br. &5 81 R EVIE YA Re, g, 5 H 17-18 H, 2025,

(17) WHPT MEYOENE ZEY = 27 4 7 A W%EHES THORREYBFRIEE ), 5k, 7 H 56 H, 2025.

(18) Mamiya A, Fukaki H, Toyoda A, Hirayama T, Sugiyama M. Long-read sequencing reveals poly (A)-dependent regulation
of C-to-U editing of cch3/ccmC mRNA in plant mitochondria. 2% 26 [[]H A RNA A& 4EST v R v A, 7H 10 H,
2025,

(19) “FHEt, HHEBG T, MR, VRSN, BEFE > uA XF X181 % DNA X F IV GRERT O AR
Bl 72 HOD fH A, 2B 42 M HAR AN A A7 7 7 vy —2Fa ke, #F, 9H 57 H, 2025.

(20) HARMIL:, FAHKE, FHE, SEAER, mHbG, DH E, HE oo, DRE, BEE BT A8 6 75
THRBEEDNT T A L7 b BB THE E IBRE TS B B BRER AL 7 A, HABREERE 148 M5
iy, JkiEE, 9 H 1011 H, 2025,

@1) WwHpT =370 74 794 7 vEexEr 7 AT, HARBEBARFITHRERY v AY YL THYZEY = %
T4 7 Ao AIRER, #F, 9 H 1012 H, 2025,

(22) Rahmadani PA, ithHFz T, AHASHI, Buzas DM, 7 E  Physiological and Molecular Responses to Drought in
Four Japanese Capsicum annuum Varieties. H AR #2258 97 [BIK4y, #7, 9 H 10-12 H, 2025.

(23) PGS, A8, BT A+ A ¥ EMFLIC & 2 & & b B, HARY -5 89 A2, #&h, 9 H 1820 H,
2025,

(24) MHPZT B R b UEHiZ A LA A L FEEEGIE . 5 98 M OAE LS RES Y AP 7 L THEY LYy
ST A, 11 H 35 H, HUEE, 2025,

BRIEHERE Sy - BRFE 7 )V — 7 (Group of Functional Biomolecular Discovery)

(1) A 2, WM, =H 5, Bih— 7y P 72U BRBEEEA 2T OAEFEIC T T EE, ARG Ry
BhAad 39 MRy, i, 9 H 12-14 H, 2025.

(2) kA& 2, W EFuME, KRMEW YR IX R334 7075 2Fy 76RO BN, HARBRISEYES
2025 LEFEEAPE - U - P HAZER G FIRS, ki, 9 H 1819 H, 2025.

TIRIREA ML A2 Z Y b (Soil Stress Unit)
¥ A & v A2 7 )V — 7 (Group of Plant Stress Physiology)

(1) /hadtisg, §E s A 20 h 7 BRI E T % OsLsil DPEREDESE. 56 66 M H AW EBEAHES, &R (O
479y ), 3H1416 H, 2025,

(2) Hengliang Huang, Naoki Yamaji, Sheng Huang, Jian Feng Ma, Identification of a transporter for cobalt ion uptake in
rice. £ 66 [0l H AR A ASHES, &R (N4 7Y v 1), 3 H 1416 H, 2025,

(3)  FEHEURS, (LHhpEA, KE @ A R0~ A VRIS RTT 2RO D AR v ERBOFE, 5 66 [0l HAHEY) L
PESES, BN (N 7Y v ), 3 H 1416 H, 2025,

(4) thpEks, =asblgE, vaEEE, HEREL B EE A AMWERPICRE I N IRES A BRI T 2B, B
66 [l H AR A Bl p 22 iE 2y, R (N4 770 » F), 3 1416 H, 2025,

(5) B WY I & 7 VEEEA -0 TMEDRA» B¢ F19M 7 v AR—F %%, Wi, 5H
31H~6 H1H, 2025,

(6) & B, ILHbiERE, ANVEHEIS:, =OaRZE, J§ % Transporters involved in xylem loading and local distribution of
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silicon in rice. 28 19 0] b 5 > A X —% —f{ff7e4s, Wi, 5 H31 H-6 H1H, 2025,

(7) % #, JB ##$% Elevated expression of SaMTP8.1 is involved in internal manganese detoxification in the
hyperaccumulating ecotype of Sedum alfredii. % 190l b 7 v 2 K — % —if% 4, Wi, 5H31H-6 A1 H,
2025,

(8) Hengliang Huang, Naoki Yamaji, Sheng Huang, Jian Feng Ma. Identification of a transporter for cobalt ion uptake in rice.
B19M 7y AR=% —t%E2, i, 531 H-6H1H, 2025,

(9)  biER, #HrekH fiEEEOERMEIHICAITZDIY A v 7 b L= =%, F 19 b7 v AR =% =i
Ze2x, iy, 5H31H-6H1H, 2025,

(10) /NvE#EsE, 36 @ 7T I = 7 412K 54 % ARTL OFEHEKICE T 5 U Yk & ROS & 7 F VoG, HATIEE
B4 2025 FEFNRARS, #NH, 9 H 17-20 H, 2025.

§a¥) 5 -4 327 7 )V — 7° (Group of Plant Molecular Physiology)

(1) ImranS, Ono S, Horie T, Katsuhara M. Functional Analysis of Rice OsHKT1;1-V2 Variant. £ 66 [0 H ASfi4 24E Bl 4R 4,
B (N 7Y v F), 3H 1416 H, 2025,

(2) Paul NC, Imran S, Mori IC, Katsuhara M. Identification and Characterization of Ion Channel Aquaporins of Tomato
SIPIP2s. 5 66 [0 H ARG B x4y, @R (N4 7Y v F), 3 H 14-16 H, 2025,

(3) FHBARZT, HFEEA A4 L XFTO/KEXEZ AT 2R 7 7 78 » (HvIIPs) D & BERE D BILR.
95 66 [ HAMY AL BE 22, &R (N 7Y v ), 3 1416 H, 2025,

(4) wE&h%E, LT, GRARE, Shahin Imran, HEEAR  WAZZ  IREET, HEFHEERM  WILEH =2
7D Na' BT v 2% a3 — 925 MpHKTI BT DA T 74> 7)) 7 v b DFERLE 2 OBERERRNT.
66 [0l H AREY) A Bl i 2y, IR (N4 7Y v F), 3 H 1416 H, 2025,

(5) WIRFO D, HEECKR, /AMEE T, HIPFBERR, SV A % (Oriza sativa) OZETEMNT- OsHKT1;5 ~
DA X % Na' Wik iG kg Z ik, 5 66 M HAMY LR EaES, &R (N4 79 v F),3 H 1416 H,
2025,

(6) & KFELT, ENEMEET, MREZES, # R Phosphorylation of AtALMTI12 activate malate transport function. &5 66 [0l
HAMY B E R, @R (N 7Y v F), 3H 1416 H, 2025,

(7)  HIRET, LN, e RZET 3 25X0Y v IWEEAE TaALMTL EHAERT 28 v 8 7 BRT-OHE, HA
TNk A2 2025 FEEFR R, B, 9 H 17-19 H, 2025.

(8) #IFEHME, HIFEEAR, +EF%E, ME /6, Nguyen Sy Toan, F& ZE, MR 7%, WA s, FHLEmMm, LHAXESE,
BAEKREE W H,0, D Na™ 7L A ) WARRE UGS, §k & H,0,12 X 27 A RME 2 - R aRRE Y » iliafk-
Bi=IHNc B9 2 PR O ffE.  HAR TSR A2 2025 R K2y, #1908, 9 H 17-19 H, 2025.

(9) HEEKR 7277890 R > THL I SN L KERLED T TR & 5B ORE, MY L KOS (HANMY
L 89 MR BHEEER), &k, 9 H 1820 H, 2025.

(10) HIFEEAR Kk & KA N L RAREOEM - fild - 074wy, BEORZEH T v & — a0 7 F I E TR
LeoRlEEE, B, 12 H 6 H, 2025.

YL ) v A% 7 )V — 7° (Group of Plant Resilience Research)

(1) Niwa T, Goto A, Waku M, Kamiya T, Oishi S, Mizuta Y, Tsutsui H, Miwa K, Nagano A, Higashiyama T, Kiba T, Sakakibara
H, Tabata R. Functional analysis of the cysteine-rich peptide involved in the environmental stress response. % 66 [1]
HAMEY BB e, @R (N 7Y v F), 3H 1416 H, 2025,

(2) Monden K, Suzuki T, Kojima M, Takebayashi Y, Kiba T, Sakakibara H, Nakagawa T, Hachiya T. Cytokinin receptor AHK3
controls the long-distance transport of cytokinin. £ 66 [0] H AR A Bl2E 424, SR (N4 77V v F),3 H 1416 H,
2025,

(3) Bellegarde F, Kiba T, Sakakibara H. The cytokinin biosynthesis gene, IPT3, plays a key role in plant growth acclimation
to a fluctuating nitrate environment. &5 66 [0 H A BBl 4E 2y, 3R, 3 H 16 H, 2025.

(4) ARPEH WIFELVEY - A4 PAAL = oBEEHIET 5 ABC ik, 197 v AR =% —fRaiESR,
1, 5H31H, 2025.

(5) AP, EilE 6, & HTh WHBISEERE X SRR ZINERMICE T 5 LBD & NIGTL EE R T-Ho%EH. H
AR A2 2025 TR RS, B, 9 H 17 H, 2025,
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RIBEEMARNLRAIZ v N (Biotic Stress Unit)

Y - AWM EAER 7 v — 7 (Group of Plant-Microbe Interactions)

(1)
(2)
(3)
(4)

(5)

(6)
(7)

(8)

(9)

FERMEE, (HINECORES, BH vE, EEES, MTAKRE, $REL, TLEHKREE 7 74 Y 7 A )L A HvV145S 5-UTR
ICHATET % ) R A L OV IRES OPEIRAENT, A0 7 4R B HARREYIR B KRy, i, 3 H 2628 H, 2025,
WTREFS R, TRUH 22, $AORMEIA OEIENEY S 7R A N R IZENFETH 2 E R EHY O Y EN TGS B, AT

R HANYR B 2R 2, ik, 3 H 26-28 H, 2025.

FHEAN, ZHAL XL, WHEHSE aLF QAN ADIREMEE 2. XHEBME & OB, A 7 48 H A
YRl R4y, Efs, 3 H 2628 H, 2025.

Fadli M, Hisano S, Novoa G, Castén J.R, Kondo H, Suzuki N. A capsidless (+)RNA yadokarivirus hosted by a dsRNA
virus is infectious as particles, cDNA, and dsRNA. The 39" Annual Meeting of the Chugoku/Shikoku Regional
Virology Society, Kouchi, August 30-31, 2025.

HKEH#ESE, Paul Telengech, TH ®, PHE#WGE, RS, #iH @, ARG (DL S 756 S i 7 A
WA & A Y =7 A )V ADE LT 7 & OITHEYIFANE 2 F o 72 f@fr, 58 39 [RIFh U 4 v 2 FME 2, A,
8 H30-31 H, 2025.

FERMEE, (LNECRES, BH vE, EEES, MTAKRE, $REL, TLEHKREE 7 74 Y 7 A )L A HvV145S 5-UTR
ICFETET 5 ) R A L O IRES OYERIENT . AF1 7 451 HARY WA 2B 2, 50aF, 9 H 1819 H, 2025.

Ibiang R.S, Galis I, Kondo H, Suzuki N. Penicillium pinophilum in a tripartite interaction confers protection to hosts
against cucumber mosaic virus-yellow strain. The 71" Annual Meeting of the Japanese Society for Virology,
Hamamatsu, Japan, Oct. 19, 2025.

Suzuki N, Fadli M, Hisano S, Novoa G, Castén J. R, Kondo H. A capsidless (+)RNA yadokarivirus hosted by a dsRNA
virus is infectious as particles, cDNA, and dsRNA. The 71* Annual Meeting of the Japanese Society for Virology,
Hamamatsu, Japan, Oct. 19, 2025.

Zhang Z, Honda S, Suzuki N. Transcription factor ZAO1 plays a key role in antiviral symptom mitigation in Cryphonectria
parasitica. The 71* Annual Meeting of the Japanese Society for Virology, Hamamatsu, Japan, Oct. 19, 2025.

(10) gARMBIA FATANVAE~BEETOY ANV LD~ 560 B ILIAYFEL 2 - —, B8 1213 H,

2025,

&%) - BB EAER 7 )V — 7 (Group of Plant-Insect Interactions)

(1)
2)
(3)
(4)
(5)
(6)
(7)

MTET, FOBEE, Galis Ivan, FHERE, FEKE A I8BT4 VYRV FAT7 S VEGBGEETOMRA, H
AR ALr 2025 FFPER2:, LB, 3 H 48 H, 2025,

Galis I, Hojo Y, Wari D, Shinya T. Analysis of whole plant systemic defense responses against herbivores in rice. % 66 [
HAMY R 22, @R (N 7Y v F), 3H 1416 H, 2025,

Yang X, Hojo Y, Shinya T, Galis I. Morphological and chemical defense variation in two Oryza cultivars under brown
planthopper infestation. £ 66 [0l H AR LB -34Sy, SR (N4 7V v F), 3 H 1416 H, 2025,

Ho NT, Shinya T, Galis I. A pilot study to evaluate the use of World Rice Core Collection in study of plant-insect
interactions. & 66 [0l H AEY A A AES, IR (N4 7V v F), 3 H 1416 H, 2025.

Mttaqin Mafrikhu, 225 8, BRI, #HEKH, Galis Ivan, HHIERF RIEAKREA 7 SV v a5 A 1TRT
54 FDIEE LMEA + DK, AN 7 FE O RPN E AR RS, &k, 3 H 2628 H, 2025,

AES, MRPER, FACKE, Galis Ivan, RAEIE, KNS, AHE—EE  Rorippa aquatica DIKEEBREEZEE) 1
B BHHISE A A v 0, ML A28 60 MRS, 90, 110 13 H, 2025,

WEACKEE, LA, FMRRK, BAEZA, Galis Ivan, AR, BAREIE, BRE—  KEWAAEY) Rorippa
aquatica DKBEBEEEIC BT 2 BN A A4 v FHEME, Emow o M ARY v A2 A, ¥, 11 H 7 H,
2025,

T 50 7 4~ 7' )V — 7 (Plant Immune Design Group)

(1)
(2)
(3)

Alfino Sebastian. Identification and Characterization of the Effector for the Paired NLR Pitl and Pit2. % 66 [n] H AShi# 2k
BUpAES:, IR (N4 7Y v F), 3 H 1416 H, 2025,

Wanging Wang. Transcriptional landscape of PRRs-RLCKs-TFs involved in rice immunity. %8 66 [5] H At 4 Blep 4R 4,
B (NA 7V v F), 31416 H, 2025

RHE YOS 7 VIRT- 2 FR U 7R E O BG4k, HARRY #2858 89 MIK4%, &, 9 H 18-20 H,
2025,
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(4) EHS3E, Ting Guo, HHFWML, FEHEIT T, /NHIES, Falk-Fooken Decker, Pingyu Wang, Pk 754, /NEFASHET,
TEFEER WO BREIIE EHROMIER 7T P2 BARGS 7L & LTS 5. 5 24 RIRE D 749
arv7rLyA, AR, 11 H 1718 H, 2025.

(5) fEIEUE—ER, /NEIESE, PERNFEA, SR, RESEE WY R OMIEs MDY &Gk O $ s 2 WEECRIREIC
72 & SR DN . 55 24 BRI T4 a v 7 7 LV A, 4R, 11 H 17-18 H, 2025.

TYIBR B A:W2¢ 7' )V — 7 (Group of Plant Environmental Microbiology)

(1) Latif MA, Watanabe S, Miyake K, Tani A. Investigation of Unique Genome Structure of Methylobacterium and XerD-
Mediated Genetic Element. H AR ZAL 22 HPUESCHS - 75 HARSGHS - BIvE S moR<, ki, 9 H 1819 H,
2025.

(2) Mnialoh RI, Watanabe S, Nanami S, Tani A. Has lanthanide gradient in plants contributed to the evolutional change in the
metal requirement of bacterial methanol dehydrogenase? H A ZEAV A thPUE 52 « P8 H ARG « B GBE 1A
Kz, R, 9 H 1819 H, 2025.

(3) Uemura N, Ueki S, Nakane D. Phototaxis and light-driven accumulation in wild isolates of Heterosigma akashiwo. % 63

M H ARG, &S, 9 H 2426 H, 2025

BIGEIRLI=vY N (Genetic Resources Unit)
7 ) L% RN 77V — 7 (Group of Genome Diversity)

(1) ‘HEME 4, K B £, MkE R, KB, LB 2, IMRE—, BEAEY 20 2B ko
b & HIHIBERE. 28 66 [l H AR A B AL, &R (N4 7Y v 1), 31416 H, 2025,

(2)  hRPET, AR R, HER T RS D O R RE A OEGEE & H B 7 a < F v HIERE T O B LT, 55 66
Bl H AR A B4R s, &R (N4 770 v V), 3 H 1416 H, 2025,

(3)  EHH K, Flk of, WA, R, BEHECT, MR Bk, AEF 18, WNEPE, SRR, IR 3, KT 8, B
it E2 A F L XFETED single-nucleus RNA-seq D 729 O%ZHEER X O 1 IR 3D 4 X —2 v 7 D3R
BHFE. % 66 M HAMYIEMYAES, &R (N4 7V v F), 3 H 1416 H, 2025,

(4)  HRE M, BRAET, SPNURES, 4 B, SR, AR, SR, LRI, CEHE—, R, FRHE
S, & EH2 AXEO7u U S VU EZMERIEET 5. 5 66 Il AW EIEAES, &R (N
A7V F), 3H1416 H, 2025,

(5) AW #, FARILZE, ENMFER, HZEE PEUREEMROBIT IS 724 A A X CENHS BB T~ DA RE A,
HAB M A2 147 MEfHs, AR, 3 H 2021 H, 2025,

(6)  InEEAE, ARMEW, 53, AW B, EENLA A4 LAXFICBIT L L YLy BB FIEE T CAD Off
DiAA, HABMEEE 147 nlFES, #ALKRYE, 3 H 2021 H, 2025

(7)  MESeT, Zfgsd, W EET, A3, AW &, EERL 7 AHRETER L % TaQsdl “EARZRF> 2
LAX D 3EM O NRE: COFMAIRIRMEREAM. HABREY2H 147 mEfds, BALKE, 3 H 2021 H, 2025,

(8)  AMF #, ILUMbZSZE, WEIET, (RHEMIA HoMFTI ~OERNZERE A X 54 4 L X OFFEHIH, ATy
148 Mgk <, LR, 9 H 10-11 H, 2025,

(9) AHREK, R M, WNAGT EESE BEHBCE M, AR {E 4 FRFEH, Kao Ping, A1
B, AW f, WNEPRMEL, ABZHEE, BRI, ORT 8, KR, BE W, 8z A4 LAFEEKC
B} % single-nucleus RNA-seq O FEBRBFE X O 1R 3D 4 X — v JEbr, OAERY- 25 148 9]
Ay, AL, 9 H 10-11 H, 2025,

(10) (hFgSe—, WHRE, AIET, H)IEME, BEEFYE 22 FEETEGEEH O I 1 72 k%51 single pollen
RNA-seq f#fT., HAGMYAEH 148 [RIEEE S, FLBE, 9 H 10-11 H, 2025,

(11) FER— (EYOMEMRE TR OB H L 728 EE AL, 56 17 b E S a2, A, 11 H 29-30 H,
2025.

(12) /WA, L% —, ALET, AW 8% Bl 7Ah )V EEEDRA 4 LA X OREEE X OWIAEE I RIETRE,
517 IR ERUSE A GG, A, 11 H 2930 H, 2025.

(13) FEE—, BIEE A, SR EREBREE D25 B3 A 4 L X OFfdzthic 5.2 252, 517 M ESE GG S, B,
11 H 29-30 H, 2025.

(14) IS, ALET, IIHRR—, AT B PR AT LICX 244 X0 - 7 VA VR L AIBE
DR, £ 20 [AlA FEPFES, EHF, 12 A 13-14 H, 2025.

(15) FRHEKR, Blf:3g, AW, LVEsEkE, RBR—E 44 A X OEFEET Rmo2 I2 X > TE#kIns 77w
b BRI OIBREEIS T OMR. # 20 Mo FFIES, HIHE, 12 A 13-14 H, 2025.
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g/ LEB8E1=v M (Applied Genomics Unit)
WET ) LBV — 7 (Group of Integrated Genomic Breeding)

(1) R W, WHEE, MIEER, AN, KAE—, B @i, AR 2702 18 pH ERIEESE /b 6 & X
Kp D LRERICED 2 QTL ORI KIE T8, HABMYERNH 148 [FE2, LK, 9 H 1011 H, 2025.

(2) 7 ok, HHBWEL, WEER, WO, REF2, Wongla Wongsakorn, FIASHES, & E#IE, ILAGYE Oryza
sativa x Oryza glaberrima MEFRIZ BT 2 &+ X 4 v VEIE T O FBIEWSFE L BT (TE) D% & oRHE
5517 BIh EHUSR ERREG S, B, 11 H 2930 H, 2025.

(3) Zhang Q, Furuta F, Kashihara K, Ogawa D, Yonemaru J, Ma JF, Yamamoto T. Influence of soil pH and fertilizer level on
straw and grain elemental accumulation in rice MAGIC population. & 17 [A] [ Hulsk &5 ik 26 2>, £9%, 11 H 29-30 H,
2025.

(4) R COKKS, WWHREL, MRS, 2O, B, RGEZE, (AR 4 RFARERIMERE A 5 5 i S 2 B
D NGS 5@ % 7, 8 17 RpE bR E G S, 89, 11 H 2930 H, 2025.

(5) AR FHES ToOBEREMAAZHET "HWRA 2 of% (2) ~BURE RiAA  [WiLK% R&D
Showecase, [, 12 H 2 H, 2025.

(6) FEIiE# Centromeres on the move! ~ E pur si muove of chromosome ~ EIGHFFIEE THOMARRER & %D 5 A
277 ) LOGRRIE L Z DR, =K, 92930 H, 2025.

(7) RBgE# EReybaxX7z30WlYEORE REOKERE 76 MES, K, 11 H 2930 H, 2025.

(8) ElE# Centromeres on the shift! ~¥f{k D “E pur si muove” ~ 55 17 R EHbIR B 7562, &9, 11 H 29-30 H,
2025.

(9) WHEH OrthoPaiR I2 X 2N A — Y v ¥ —fHTICHE-D 7 7 LMEROFEA. H 48 BIHARS TRV SEE,
e, 12 H 3-5 H, 2025.

R REYMEBHAF D7 (Research Core for Future Crops)

7 4 —)V N7 8a—7fseF — L (Field Flora Research Team)

(1) Mahamud MA, Pichaikarn R, Tani A. Exploring interactions among bacteria associated with the barley rhizosphere using
a synthetic community approach. H A5 b af 2 VU E 35S - 78 HASSZER - BIvE S A RR <, B, 9 A 1819 H,
2025.

YY) - B 7 A %29 — L (Crop and Environmental Design Research Team)

(1) g M, TRAEF SEmoR, & 36, B W, AT &, EESHE RIEEE, EHG—, RAHKE, FRHE—,
NS, & EZ AXEO7u Y I3ER EZMERIEET 2. 5 66 [N AR ERESES, &R (N
479y ), 3H 1416 H, 2025,

(2)  hRYET, AW R, ERT RIS O R RE A OE G HE & H B 7 1 < F v HIERE T O R L T, 55 66
Bl H A A2, @R (N4 7Y v F), 3 H 1416 H, 2025,

(3) AHEHE T, Olivier Mathieu, I T £ =377 Mpmet ZEIRICE I} 2 DNA X FiLfb e & A b AMERREEDFET .
55 66 M H A A4S, @R (N4 7Y v 1), 3 H 1416 H, 2025,

(4) SFHIBH, NERHK, WAEEE, B DR, NZES, BERE a4 XS XFICEIFS DNA X F L
{UHmIEE AR DA, 56 66 [0l HAREY LB EARAES, &R (N4 7Y » F), 3 H 14-16 H, 2025,

(5) MK, WHEET, #FCE HFUELR FINREE oA X7 XF VAH @G3R s LS oifhici#b 2.
55 66 Bl H AR AR A4, @R (N4 7Y v 1), 3 H 1416 H, 2025,

(6)  WEHEERE, LhiER, B @ A R0 A VRIS RT BRI D 2R CERIOEE G 66 (8] A 4 B
BEOMES SR (N 7Y v ), 3 1416 H, 2025,

(7) MuER, =asRZE, T, HEAM, B % 4 2mERhcRE I NI BIBES A RICHT 5% 5§
66 [0l H AR E B P 4E 4y, &R (N4 7Y v 1), 3 H 1416 H, 2025,

(8) MLOHME, “FHIEBH, JHET, VNN, IMREY, EEFHEE CRISPR/Casd > AT Lz Hwiyuf 2+ X+
FLCBEBETOIET 7 LMmEDilA, 5 81 R EVIERY~aRe, Fh%, 5 H 1718 H, 2025,

(9) —RZEEE WG T, BB, BB O A, RS, kg, BREHEER rug 2, ¥=a7g,
£ FOWEERIC B W CEANIE~ —h — & LTo SmREETRA oM. & 81 M EVIEMY SR, &
W%, 5 H 17-18 H, 2025,

(10) $5ARVER, A, wmGy o XY o Wl L 2NER 7 7 a Ny 50 PR EFET 2R L€ v D4y
Br. 26 81 [nlrpEPUEfEY E e Kes, Bk, 5 H 17-18 H, 2025.
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(11)
(12)
(13)
(14)
(15)
(16)

(17)

(18)

(19)
(20)
21

(22)

(23)

(24)
(25)

(26)

27)

(28)

(29)

(30)

o, IHBERY, NPT, SO RZE, JE H%%  Transporters involved in xylem loading and local distribution of
silicon in rice. 2§ 19 0] b 7 ¥ A X — 4% —{ff%e4, Wi, 5 H31 H-6 H1H, 2025,

Hengliang Huang, Naoki Yamaji, Sheng Huang, Jian Feng Ma. Identification of a transporter for cobalt ion uptake in rice.
H19M 7y AR—=2 =W, Wi, 5H31H-6H1H, 2025,

IR, HrEREAH fEEEOEEMIICA 2 DIYA Y& 7 b L —Y—iEoBEFE, F19R 7 v AR—7 —if
Zugy, Wi, 5 H31H-6H1H, 2025,

Wb WHYOEE €Y = 27 4 7 A WEHES TRORMEW AL, 5, 7 H 56 H, 2025.

Mamiya A, Fukaki H, Toyoda A, Hirayama T, Sugiyama M. Long-read sequencing reveals poly (A)-dependent regulation
of C-to-U editing of ccb3/ccmC mRNA in plant mitochondria. 8 26 [B|H A< RNA 222 4ESY v R A, 7 H 10 H,
2025,

g, BT, AMEEEFE, TEREA, BEEFBE S uA X F R FICE TS DNA X FOLURSE BT o LA 1
Ll 2 A4, 5 42 MIHAREY N A 47 7 2 vy —"Fakes, M, 9 H 57 H, 2025.

AR, BAHREN, HHEH, S/AN, mEb T 0BE &, BHE oo, AT, 0B E Ser ) 28676
THBFEDNT 54 Ly 7 b DEREFER L IBRE RIS B 28R E RN 7 A, HABEYSHE 148 [
ey, ALfEE, 9 H 10-11 H, 2025,

HERAK, M, WAAET, FEERSE BREZT, KB AH 1 4 i Keo Ping, ZAET,
AR, AR, NEPER, IBEMETY, B B, ORT 8, Rk, BB, dEZ AL XEHEKC
B} % single-nucleus RNA-seq O BRI E L OV 1HIIEMAREE 3D 4 X — v Jfighr. HAEMY 25 148 [0
A2y, AL, 9 H 1011 H, 2025,

R WZ, EHAAR, RMUEERL, ANIEKEE, KAE—, B B, (AR R 2 13 pH & RIEBIEE DD & & KK
HOITLEERICB D 2 QTL OIS FUE T2, HARBHEY2H 148 [ME#ss, LB, 9 H 1011 H, 2025.
WHG T ¥=a7D74 794 70y A, HRBEBEREITHRAEY v AY Y A THYZEY = %

T4 7Aoo BREM, s, 9 H 1012 H, 2025,

Rahmadani PA, A+, #AH26M1, Buzas DM, fEEFE Physiological and Molecular Responses to Drought in
Four Japanese Capsicum annuum Varieties. H AE{Z #2258 97 [MIK2x, #l7, 9 H 1012 H, 2025,

Latif MA, Watanabe S, Miyake K, Tani A. Investigation of Unique Genome Structure of Methylobacterium and XerD-
Mediated Genetic Element. H AR Zb A2 PUEISCES - P HASCER - BAE B & ALy, i, 9 A 1819 H,
2025.

Mnialoh RI, Watanabe S, Nanami S, Tani A. Has lanthanide gradient in plants contributed to the evolutional change in the
metal requirement of bacterial methanol dehydrogenase? H A ZE{V A4 v PUE S - P8 HARSGES « BIvESGHA TR
K&z, Wi, 9 H 1819 H, 2025.

FRRETE, AR, BT A4 A X EMFLIC & % & 2 b A6, HAREY -2 5 89 Mk 2, #&i, 9 H 18-20 H,
2025,

WHBE T v A b EMiZ A L7 A A A FETRGEIE L 2E 98 MIH AL ERREY v RY & THEY LIy
AT/ Ll 11 H 35 H, =#B, 2025,

RS 3E, Ting Guo, A, BEHEN T, /ANFEESE, Falk-Fooken Decker, Pingyu Wang, VA7, /INFASEHT
WEPEG b BINHEIEE RO RE R 7T FR2EGEGS 7L E LTI T 5. 5 24 WDRIRE S 4B
¥ar7yrLryA, 4R, 11 11718 H, 2025.

[ R —, R FA 550, e fHR  IREEBREE D 22 )54 & & ¥ DRI 5 2 82, 56 17 I EHISE GRS, 81,
11 A 29-30 H, 2025.

A OUEHE, A, MEERE, WOKEE, B2, Wongla Wongsakorn, RMIAEES, B EGE, IIABE Oryza
sativa x Oryza glaberrima MEREIZE T 2 A A A 0 78BN O FBUIENTRE LB T (TE) D% L ORH
o517 MR ERUS A RS, AW, 11 A 2930 H, 2025.

el KME, HHEE, MEEER, P okhE BEHR, RBIEZE, AR 4 BEARRERMERE A 220 5 kS 5 BEUR
D NGS &z o7, 28 17 R E s E RS, g9, 11 H 2930 H, 2025.

HHAHL  OrthoPaiR 12 &k 2N A — Y 0 & —MITICEED 7/ DGR OHA, B 48 MHAD TRV FAES,
e, 12 H 35 H, 2025.
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RECTOR 7’1 ' 2 (RECTOR Program)

(1) Di Li, Shin-Ichiro Ozawa, Michael Hippler, and Wataru Sakamoto Chloroplastic HSP 70 affects dynamic behavior of
VIPP1 by interacting with VIPP1 C-terminal tail. £ 66 [0] H AR A B2 4E S, @R (N4 7Y v F), 3 H 14-16
H, 2025.

(2) i, ANEEER RREH, WA 5, HYE A % LHCIWEKIEZ BR 075 FEE AT, HAREY
20 148 [y, LR, 9 H 10-11 H, 2025,
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MEFEDP TR L2 v RP 7 L5
(List of Symposium Superintended by the Member of Institute)

40™ TIPSR International Symposium and 16™ Symposium on Plant Stress Sciences

March 34, 2025
Kurashiki, Japan
Organizing Committee: Tomoyuki Furuta, Yoji Kawano, Noriyuiki Konishi, Yuki Okegawa, Kazuhide Rikiishi,
Takayuki Sasaki, Shoko Ueki (IPSR, Okayama University)

1. Finding new and useful genetic diversity in wheat landraces
Simon Griffiths (John Innes Centre)

2. Exploring valuable genes in genomes using comprehensive orthology graphs
Tomoyuki Furuta (IPSR, Okayama University)

3. The molecular machinery of photosynthesis - electron transfer regulation mechanics of the cytochrome b f complex
Shin-Ichiro Ozawa (IPSR, Okayama University)

4. A novel osmosensing mechanism mediated by cytoplasmic crowding-sensitive DCP5
Hongwei Guo (Southern University of Science and Technology)

5. Periodic cytokinin response in leguminous root nodule symbiosis
Takashi Soyano (National Institute for Basic Biology)

6. Host parasitic plant response to the hyperparasite inducing gall development
Kanako Bessho-Uehara (Tohoku University)

7. How plant host cells recognize invasion virus and initiate antiviral defense
Yi Li (Fujian Agriculture and Forestry University)

8. Evo-devo studies on leaf shape diversity
Hirokazu Tsukaya (The University of Tokyo)

9. Stem development and evolution: how nodes and internodes are formed?
Katsutoshi Tsuda (National Institute of Genetics)

10. Light regulation of stomatal opening and plasma membrane H'-ATPase
Yuki Hayashi (Nagoya University)

11. Molecular mechanism of plant growth optimization through cytokinin biosynthesis and translocation
Hitoshi Sakakibara (Nagoya University)

B3N FINE YT =2 ay T

Hf 202543 H 13 H
I SN el
A =AF AP — D HEEE GaR) - AR (RILER)

1. U ®IC
ARG (FERiK - N4 T4 v Z2ER]
2. WYIHRIVE VI 2BET ST B 07~ L iR - Sl oir & v & — DN
BiARRE (ERK - Juimts ot v v —)
3. PEWF CSRS TOWEM AN E Y W7 T v b 7 4 — L DFEAS
ANESERL T, ATARRSE T, AR ¥ % (BEHF - CSRS,? AR K - B anEEb)
4. nano-LC/MS & LMD %\ 72 b &1 a U TEMOMEY ~ 7 Lh S 1AA E 250
BRARVEDR VY, ATMMRIET Y, MHROGHEE Y (B TRERY: < ICHAEYSE, P - BERERR A v Y —,
SHRERK BRI v 7 —)
5. RLVEYV—FOHIEZ T2 NEUHTI Ay AT I RIS E T 2R F LT VIRTIc DWW T
WSTHIASRD (RLK - WEYF)
6. JEFINVE VIIRED HY 726 BRIV E VNI & - kB
B, ARER (s r b rR Ay, PAEHEBER - BIET)
7. T OEEIRE LR
EHE A LA Y (A EUR - BETARFTERL, AR - N4 A A T ZERL, P AT RUKR - ey
Wty —)
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8. MR T T K& 2 BB A X H = 2 L DFEHT

FousethE Y, SHLE Y (AEEA BB, PAEEK - B, ST - X E 551
9. BIEHEEH T —2ADER LA —F > Vilink - A EOBIRIEDO I ) T

KGR GER - N4 T A4 v AR}
10. #bbhic
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B #w
REZHE et (IR B - HlIER)

SEEITA - TORAIR - BB A RIS ASE S « RV Rl BT - brhgA it - JEIRGEEE - T BPesn - 2R B - R — 22
ARIEE— « ARG R - FRFEIE o« VAR HE—J] - /PRSP « TR —  JEIET 1 S P -Loifg - s 2 R—id « T onkEsl -
BARMEIL < TR - ESIEAT - SEAIA - PEAS SO - BEARSRME - AR —30 - HUMIHESL - S20H JE - DRSS -
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16™ PSJ Plant Virus Disease Workshop
The Interface between plant and fungal viruses III

March 29-30, 2025
Venue: Auditorium of the Kurashiki City Art Museum
Organizer: Nobuhiro Suzuki (IPSR, Okayama University)

1. Antiviral defense and counter-defense strategies in insects
Raul ANDINO (UCSF, US)

2. AGO5 restricts virus vertical transmission in plant gametes
Marco INCARBONE (Max Planck Institute of Molecular Plant Physiology, DE)

3. Plant modifies fungal non-self recognition to facilitate mycovirus transmission
Jiatao XIE (Huazhong Agricultural University, CN)

4. Potexvirus-mediated delivery of CRISPR-Cas9 components for transgene-free multiplexed genome editing in plants
Ying Wen HUANG (National Chung Hsing University, TW)

5. Host ESCRT components are required for TSWV ribonucleoprotein complex formation in the yeast replicon system
Kazuhiro ISHIBASHI (Institute of Agrobiological Sciences NARO, JP)

6. Facilitative effect of tobacco remorin NtREM1.2 on intercellular movement of plant viruses of different genera
Nobumitsu SASAKI (Tokyo University of Agriculture and Technology, JP)

7. Rab proteins involved in intracellular movement of bamboo mosaic virus RNA in Nicotiana benthamiana
Chi-Ping CHENG (Tzu Chi University, TW)

8. Endornaviruses in rice, malabar spinach, and Phytophthora spp.: Epigenetic factors Influencing host growth and development
Hiromitsu MORIYAMA (Tokyo University of Agriculture and Technology, JP)

9. Deep insights into biogenesis of tombusvirus replication organelles
Peter D. NAGY (University of Kentucky, US)

10. The role and diversity of plant antiviral jacalin genes
Yasuyuki YAMAJI (University of Tokyo, JP)

11. Genome and virulence evolution mediated by Starship giant transposons in a plant pathogenic fungus
Yukiyo SATO (University of Koeln, DE)

12. Plant antiviral defense: Coordination of salicylic acid immunity and RNAI by stress-associated proteins
Hsin-Hung YEH (ABRC, Academia Sinica, TW)

13. Cross-kingdom transmission of viruses between plant and fungus; What has been known so far ?
Liying SUN (Northwest A&F University, CN)

14. Hostile takeover — Viral strategies to hijack a plant
Rosa LOZANO-DURAN (Eberhard Karls University, DE)

15. Mechanism of SSHADV1-induced hypovirulence on Sclerotinia sclerotiorum
Aurélie RAKOTONDRAFARA (University of Wisconsin-Madison, US)

16. Live-Cell imaging of a plant virus replicase during infection using a genetically encoded, antibody-based probe
Ken KOMATSU (Tokyo University of Agriculture and Technology, JP)

17. Role of chloroplast-localized editosome in negatively regulating bamboo mosaic virus RNA replication
Ching-Hsiu TSAI (National Chung Hsing University, TW)

18. The epitranscriptomic methylation components have a profound effect on the infection cycle of a plant RNA virus
Vicente PALLAS (IBMCP, CSIC-UPYV, ES)

19. At the crossroad between organelle perturbation and immunity — Selective autophagy senses viral replication to control
plant cell death
Marion CLAVEL (Max Planck Institute of Molecular Plant Physiology, DE)

20. Cryphonectria hypovirus 1 p29 modulates ROS levels to induce the autophagic degradation of dicer and argonaute proteins
Ida Bagus ANDIKA (NWAFU, CN)

Poster Session

1. Training a traitor RNA to disrupt a majority decision system of a plant RNA virus
Shuhei MIYASHITA (Tohoku University, JP)

2. Detection of an uncharacterized mycovirus that potentially changes lifestyles of plant pathogenic fungus Colletotrichum
higginsianum
Ren UJIMATSU (The University of Tokyo, JP)

3. A mycovirus shuttles between Sclerotinia sclerotiorum and its Mycoparasite Coniothyrium minitans
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Hongyan DU (Huazhong Agricultural University, CN)

4. A mutualistic relationship between a fungal endornavirus and phytopathogenic fungus Rhizoctonia solani
Tianxing PANG (Northwest A&F University, CN)

5. Bamboo mosaic virus hitches a ride on clathrin-coated vesicles for cell-to-cell movement
Pei-Yu HOU (Tzu Chi University, TW)

6. Fungal invasion-induced accumulation of salicylic acid promotes anthocyanin biosynthesis through MdNPR1-MdTGA2.2
module in apple fruits
Zhenlu ZHANG (IPSR, Okayama University, JP)

7. The endophytic fungus Penicillium pinophilum in a tripartite interaction confers protection to host plants against cucumber
mosaic virus
Sarah IBIANG (IPSR, Okayama University, JP)

8. A capsidless (+) RNA yadokarivirus hosted by a dsRNA virus is infectious as particles, cDNA, and dsRNA
Muhammad FADLI (IPSR, Okayama University, JP)

9. Discovery of icosahedral virion of a novel “Flexivirus”-Related virus sheds light on evolutionary trajectories of coat proteins
of Tymovirales
Chien-Fu WU (USDA-ARS ORISE, US)

10. A hypovirulent strain of Sclerotinia sclerotiorum with three mycoviruses have potential to develop a virocontrol agent
Weimeng LI (Huazhong Agricultural University, CN)

11. The characterization of a novel persistent virus in pepper (Capsicum annuum)
Midori TABARA (Ritsumeikan University, JP)

The 21* International Conference on the Cell and
Molecular Biology of Chlamydomonas

August 24-29, 2025
Venue: Miinster University, Miinster, Germany
Organizers: Gaia Pigino (Human Technopole Milano), Michael Schroda (RPTU Kaiserslautern-Landau),
Michael Hippler (University of Miinster, IPSR, Okayama University)

Sessions
1. Photosynthesis — Structure and function
Chair: Xenie Johnson (Institute of Biosciences and Biotechnology of Aix Marseille, BIAM, CEA Cadarache, France)
2. Photosynthesis — Physiology and Metabolism
Chair: Wojciech Nawrocki (Institute of Physical and Chemical Biology, CNRS, France)
3. Systems and Synthetic Biology
Chair: Saul Purton (University College London, GB)
4. Cilia and basal body structure and function
Chair: Takashi Ishikawa (Paul-Scherrer-Institute, Switzerland)
5. Metabolism and responses to the environment I
Chair: Yonghua Li-Beisson (Institute of Biosciences and Biotechnology of Aix Marseille, BIAM, CEA Cadarache,
France)
6. Metabolism and responses to the environment II
Chair: Claire Remacle (University of Liege, Belgium)
7. Biotic interaction
Chair: Alison Smith (University of Cambridge, GB)
8. Novel methodologies I
Chair: Kaiyao Huang (Institute of Hydrobiology, Chinese Academy of Sciences, China)
9. Novel methodologies II
Chair: Adrian Nievergelt (Max Planck Institute of Molecular Cell Biology and Genetics, Germany)
10. Organelle biogenesis
Chair: Katja Wostrikoff (Institute of Physical and Chemical Biology, CNRS, France)
11. Cilia and basal body (dis) assembly
Chair: Karl Lechtreck (University of Georgia, USA)
12. Cell and sexual cycles, multicellularity, diurnal behaviour
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Chair: Jim Umen (Donald Danforth Plant Science Center, USA)
13. Biotechnology and applications
Chair: Thomas Baier (University of Bielefeld, Germany)
14. Chlamydomonas as a model for structural biology
Chair: Ben Engel (University of Basel, Switzerland)
15. Community resources
Chairs: Olivier Vallon (Institute of Physical and Chemical Biology, CNRS, France), Paul A. Lefebvre (University of
Minnesota, USA)

International Workshop on Genome Modification for
Sustainable Crop Development

August 28, 2025
Venue: Institute of Plant Science and Resources, Okayama University
Organizers: Hiroshi Hisano, Ivan Galis, Ryo Matsushima (IPSR, Okayama University)

1. Healthier plants; healthier people. Improving the nutritional quality of tomato
Cathie Martin (John Innes Centre)

2. Gene Editing Products from Research to Farmers: The Case of High-GABA Tomatoes
Minako Sumiyoshi (Sanatech Life Science Co., Ltd.)

3. Expanding the frontiers of genome editing technology in plant engineering
Yuriko Osakabe (Institute of Science Tokyo)
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PRE%E (Awards)

Y - AWM AEER 7V — 7, 88ARE3, (#dZ), Editor of Distinction Awards (Editorial Contribution Award 2025 ¥ X OV
Author Service Award 2025), Springer Nature, 5 H 29 H, 2025.

A P LRIV —7, & B (RIS BW#), 1875 E, Transporters involved in xylem loading and local
distribution of silicon in rice, & 19 [\l b 7 > 2 X —¥ —%E4 (Wi, 6 H 1 H, 2025.

W2 b L AN — 7, 8 B (R 2249k 2 Bh2%) , Epstein Award, 9™ International Conference on Silicon in Agriculture (%
LET), 9H 18 H,2025.

Y - BCEPIRTEAEI 20— 7, $AGEE (D), % 8 IIRIEmf e, WA (IS RS - 4otk — ),
11 H1H, 2025.

A P LAV — 7, B s (##%2), Highly Cited Researchers, 5 HFH3CEH Y 2 + 2025 4K, Clarivate £k,
11 H 17 H, 2025.

WA b LRV — 7, [IHhiER (f%d%), Highly Cited Researchers, s JHEwCE#F ) A b 2025 4E)i), Clarivate £,
11 H 17 H, 2025,

Wy 6B V=7, WK OREbed), BHERE, 4 GFREEMRA %2 5 08T 2 B8k NGS f§Hiz H v
o, A 17 P EMRE GRS (A0, 11 H 30 H, 2025

7 LERRE V=7, WK CRPBEE), SRR, WIEEREORRDSA 4 L X ORIMICH Z 08, 170
hEMIRE GRS (%), 11 30 H, 2025,
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