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In November 2025, I traveled 
to Cambodia to observe 
natural habitats of wild Oryza. 
This photograph was taken at 
Tonle Sap Lake. It shows wild 
rice (Oryza rufipogon) floating 
on the lake surface, where the 
water level was still high at the 
end of the rainy season. In 
reality, the stems, composed 
of numerous nodes and 
internodes, extend all the way 
down to the lakebed. When 
we pulled one up, the stem 
measured approximately 6 
meters in length.
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Thinking About the Future of the Genetic Resource Programs

By the time this newsletter reaches you, signs of spring 
may be in the air. The time I am writing this manuscript, 
however, we are still experiencing cold winter days. I 
hope this message finds you well. The fourth year of the 
fifth phase of the National BioResource Project (NBRP) is 
drawing to a close. We successfully completed the mid-
term evaluation last year, and with the final year of Phase 
V approaching, we are now compiling the achievements 
of this term. In FY2026, we may repeatedly ask users 
to provide information on publications resulting from 
the use of NBRP Rice resources and to register such 
publications with Research Resource Circulation @ NBRP 
(RRC: https://rrc.nbrp.jp/projects/12). We sincerely 
appreciate your continued cooperation. Fortunately, 

the number of users of NBRP Rice resources has been 
steadily exceeding our targets. This is clear evidence that 
research in this field remains active and dynamic. If NBRP 
Rice resources and our activities contribute even in part to 
energizing this research community, it is a great source of 
pride and satisfaction for us as resource managers.

Although a little over one year remains in Phase V, we have 
already reached the stage of preparing for Phase VI. In the 
era of AI4Science, the role of biological resources in life 
sciences is undergoing significant change. Beyond simply 
preserving and distributing resources, we must consider 
how to integrate genomic data and diverse phenotypic 
information to build a next-generation research platform. 

SATO, Yutaka
Project Leader of National BioResource Project-Rice

Plant Genetics Laboratory, National Institute of Genetics (NIG)
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Left :

Right :

At the Plov Center in Tashkent, the capital of the Republic of Uzbekistan 
in Central Asia. The author stands beside a large traditional cauldron 
used to prepare plov, a traditional rice dish.
Plov served with horse-meat ham and quail eggs (top). In Tashkent, plov 
is typically prepared with indica rice. In contrast, in Samarkand, we tried 
plov made with japonica rice (bottom).

Reflecting the opinions of our users, we are committed to 
preparing NBRP Rice to help lead this new phase of life 
science research.

In this issue, we are honored to feature a column 
contributed by Professor Toshihiro Kumamaru, who 
retired from Kyushu University the year before last. As 
many of you know, Professor Kumamaru served for 
many years as the representative of a sub-core center 
of the NBRP Rice with great dedication. I would like to 
take this opportunity to express my sincere gratitude for 
his longstanding contributions. In his column, Professor 
Kumamaru carefully traces the development of his 
scientific interests and vividly describes how research 

using rice genetic resources can expand dynamically from 
fundamental studies to applied research. He also offers 
heartfelt encouragement for the future of the NBRP Rice 
genetic resources project. I hope you will enjoy reading his 
inspiring contribution. Kyushu University will continue to 
serve as a sub-core center, and the role of representative 
has been smoothly passed on to Professor Takahiko 
Kubo, ensuring a seamless continuation of the project.

The transfer of responsibility in biological resource 
projects is not always straightforward. At the annual 
Biological Resource Committee meeting hosted by the 
National Institute of Genetics, resource managers from 
across Japan gather to discuss issues related to genetic 
resource projects. In recent years, succession planning 
and generational transition have repeatedly emerged 
as important topics. Whether young researchers are 
being nurtured within the community to take on these 
responsibilities is likely a key factor in the continued 
development of research communities built around 
genetic resources. Engagement in genetic resource 
activities provides opportunities to encounter a wide 
range of materials, broaden one’s research perspective, 
and discover highly original research questions. Recently, 
I have come to feel that part of my role is to convey the 
excitement and significance of genetic resources and 
resource projects to as many young researchers as 
possible.
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Column

Mutations affecting rice seed 
storage proteins.
KUMAMARU, Toshihiro
Faculty of Agriculture, Kyushu University, Japan

Plants accumulate large amounts of proteins, starches, 
lipids, and other substances in storage organs such 
as seeds and roots. Animals maintain their life by 
consuming these stored substances. Elucidating the 
mechanisms underlying the accumulation of storage 
compounds is expected to provide insights that 
will contribute to the improvement of these storage 
materials. Because storage proteins accumulate as the 
gene products themselves, they are particularly suitable 
for discussion at the molecular level.
Rice grains contain not only starch but also a considerable 
amount of protein. The protein content varies depending 
on the cultivar or line and has been reported to range from 
about 7% to over 10%. While most plant seeds mainly 
accumulate one major storage protein, rice seeds are 
unique in that they accumulate three different types of 
storage proteins with distinct solubility characteristics. 
These proteins—glutelin, prolamin, and globulin—
account for more than 60%, about 20%, and about 
10% of the total protein content, respectively. These 
storage proteins are accumulated in protein bodies 
(PBs) via the intracellular membrane trafficking system 
(the endomembrane system). Prolamins accumulate 
in endoplasmic reticulum as protein body I (PBI), 

whereas glutelins and globulins are transported via the 
Golgi apparatus and accumulate in the protein storage 
vacuole (PSV) as protein body II (PBII). This article 
introduces insights obtained to date using rice genetic 
resources into the genetic regulatory mechanisms 
involved in the transport and accumulation of storage 
proteins into PBs.

1. Screening of rice seed storage protein mutants
To screen mutants affecting rice seed storage proteins, 
we employed SDS–PAGE analysis, a method that 
allows simple and semi-quantitative analysis of storage 
proteins accumulated in PBs. As materials for screening, 
we used approximately 3,000 CM lines, currently part of 
the NBRP collection, and approximately 350 EM lines 
derived from the japonica rice cultivar Kinmaze, in which 
mutations were induced by treating fertilized egg cells at 
the single cell stage with N-methyl-N-nitrosourea (MNU). 
Storage proteins were extracted from brown rice grains 
of each line, and SDS–PAGE analyses were performed 
systematically for all l ines day after day for some 
months. From these analyses, we selected mutants that 
accumulated large amounts of glutelin precursors as well 
as mutants affecting the level of prolamin polypeptides 1).

Fig. 1. Gene-gene interactions among mutants affecting glutelin precursor accumulation
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Fig. 2. A model of intracellular transport and accumulation of glutelin in rice seeds

2. Mutants accumulating glutelin precursors
To elucidate the genetic regulatory mechanisms involved 
in the biosynthesis, transport, and accumulation of 
glutelin, we identified eight mutants that accumulate 
glutelin precursors—endosperm storage protein 2 (esp2), 
Glutelin precursor 1 (Glup1), glup2, glup3, glup4, Glup5, 
glup6, and glup7—through MNU treatment of fertilized 
eggs. 
Genetic interaction analyses revealed that esp2 mutant 
belonging to the class 1 was most epistatic to the 
other mutants; that mutants (Glup1, glup2, and glup7 ) 
belonging to class 2 were epistatic to mutants belonging 
to classes 3 and 4; and that mutants ( glup4, Glup5, and 
glup6 ) belonging to class 3 are epistatic to glup3 mutant 
belonging to the class 4 mutant. In addition, mutants 
within each class were shown to act additively (Fig. 1) 2).

2-1. Class 1 mutant: Quality control in the endoplasmic 
reticulum

In esp2 mutant, protein disulfide isomerase (PDI) was 
absent. Electron microscopic observation of the seed 
endosperm in the esp2 mutant revealed that PBI was 
not detected; instead, granular structures accumulating 
glutelin precursors and prolamins were observed within 
the lumen of the endoplasmic reticulum. These proteins 
bounded by the intermolecular disulfide bonds. These 
results indicate that PDI is involved in the quality control 
of both proteins in the endoplasmic reticulum (Fig. 2) 3), 4).

2-2. Class 2 mutant: Membrane trafficking from the 
endoplasmic reticulum to the Golgi apparatus

In glup2 mutant belonging to the class 2 , glutelin 
precursors accumulated within the endoplasmic 

reticulum and were localized to distinct granules from 
those containing prolamins. This observation indicates 
that the transport of glutelin precursors from the 
endoplasmic reticulum is impaired. Linkage analysis 
revealed that the GLUP2 gene encodes Golgi transport 
(GOT)1, which is involved in vesicular transport from the 
endoplasmic reticulum to the Golgi apparatus (Fig. 2) 5).

2-3. Class 3 mutants: Membrane trafficking from the 
Golgi apparatus to PSVs

In glup4 and glup6 mutants belonging to the class 3 , 
the transport of glutelin precursors to PBII was impaired. 
In both mutants, PSVs that were smaller than those in 
the wild type and novel structures accumulating glutelin 
precursors were observed. These novel structures were 
located extracellularly, between the plasma membrane 
and the cell wall, indicating that glutelin precursors were 
secreted extracellularly in both mutants. The structures 
also contained Golgi-resident glycosylation enzymes 
and the cell wall polysaccharide β-glucan. The GLUP4 
gene encodes Rab5a, a small GTPase involved in 
vesicular trafficking, whereas the GLUP6 gene encodes 
a guanine nucleotide exchange factor (GEF) that 
activates the Rab5a protein. These results suggest that 
Rab5a activated by its GEF is involved in the transport 
of glutelin precursors from the Golgi apparatus to the 
PSVs (Fig. 2) 6), 7).

2-4. Class 4 mutant: Processing within PSVs
In glup3 mutant belonging the the class 4, glutelin 
precursors accumulated in the PSVs with cleaved 
form of glutelin subunits. The GLUP3 gene was found 
to encode a vacuolar processing enzyme (VPE). In 
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Fig. 3. Mutants affecting seed storage proteins in rice

developing seeds of the glup3 mutant, VPE activity 
was markedly reduced compared with that in the wild 
type. These results indicate that VPE is involved in the 
proteolytic processing of glutelin precursors within the 
PSVs (Fig. 2) 8).

3. Mutants affecting prolamin accumulation
Using MNU treatment of fertilized eggs, we isolated 
the mutants esp1, esp3, and Esp4, which affect the 
accumulation levels of prolamin polypeptides. In the 
esp1 mutant, a reduction in 13-kDa cysteine-poor 
prolamins was observed, whereas in the esp3 and 
Esp4 mutants, a decrease and an increase in cysteine-
rich prolamins were observed, respectively (Fig. 3). The 
ESP1 and ESP3 genes were found to encode 
eukaryotic peptide chain release factor 1 (eRF1), 
which is involved in the release of nascent 
polypeptides from ribosomes, and dehydratase-
enolase-phosphatase (DEP), which is involved in 
methionine metabolism, respectively 9), 10).

4.  Processing properties of rice seed storage 
protein mutants

4-1. Bread-making properties
Bread-making tests were conducted using rice 
flour from the esp2 endosperm, which lacks 
PDI as described above. Dough prepared from 
esp2 mutant rice flour exhibited less collapse 
after expansion compared with dough prepared 
from wild-type rice flour. Dough made from 
esp2 mutant rice flour was easier to handle and 
showed superior workability. Bread prepared from 

esp2 mutant rice flour exhibited greater loaf volume and a 
texture comparable to that of wheat bread (Fig. 4) 11).

4-2. Brewing properties (small-scale brewing tests)
Evaluation of sake brewed from the esp1, esp3, and 
Esp4 prolamin-related mutants, as well as from the 
esp2 mutant, was conducted at the National Research 
Institute of Brewing. Sake brewed from esp2 mutant 
rice exhibited a strong distinctive aroma, resulting in 
divergent evaluations among panelists. In contrast, some 
panelists evaluated sake brewed from esp3 mutant rice 
as having a pleasant aroma, a ginjo-like fragrance, good 
taste, and a well-balanced flavor profile (Fig. 5) 12).

Fig. 4. Bread made from esp2 rice flour
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Fig. 5. Brewing properties of rice seed storage protein mutants
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Concluding remarks
Since my time as a graduate student, I have been 
fortunate to work in a research environment in which 
abundant rice genetic resources were freely available. As 
described above, SDS–PAGE was employed to screen 
mutants affecting storage proteins. The successful 
isolation of a large number of mutants proved pivotal 
in shaping the subsequent direction of my research. 
Even today, some of the mutant lines selected during 
my graduate studies continue to serve as important 

research materials.
In the uti l ization of genetic resources, the use of 
materials established through previous studies is one 
effective approach. However, it is equally important 
to devise simple and efficient methods for selectively 
isolating novel traits of interest. I believe that the use 
of independently selected mutant lines can lead to 
dramatic advances in research. I sincerely hope that 
effective utilization of NBRP lines will continue to 
contribute to further progress in this field.
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Introduction
Plants function as “natural chemical factories,” producing hun-
dreds of thousands of diverse low-molecular-weight organic 
compounds. Among these are specialized metabolites that con-
tribute to environmental responses and biological defense, many 
of which exhibit useful biological activities. Genes involved in 
the biosynthesis of these compounds are sometimes physically 
clustered in the genome as biosynthetic gene clusters (BGCs), a 
genomic organization thought to facilitate their evolutionary dis-
semination and coordinated regulation.
Momilactone, a diterpenoid produced by rice (Oryza sativa), 
plays important roles in disease and pest resistance as well as 
interactions with other organisms (Fig. 1). The genes required 
for its biosynthesis are organized as a momilactone biosynthetic 
gene cluster (MBGC) within the genome 1). In this study, we per-
formed comparative genomic analyses of diverse Oryza species, 
including both diploid and allotetraploid species, to reconstruct 
the species-specific structures and evolutionary history of the 
MBGC. Our analyses revealed that the MBGC has undergone 
lineage-specific rearrangements, variations in gene copy num-
ber, and cluster loss during evolution. Notably, an MBGC struc-
ture previously thought to be specific to the genus Echinochloa 
was newly identified in Oryza coarctata. This finding supports the 
possibility that MBGCs in Oryza and the phylogenetically distant 

genus Echinochloa share a common evolutionary origin, provid-
ing important insights into the evolution of plant BGCs.

Evolutionary Trajectory of the Momilactone 
Biosynthetic Gene Cluster in Oryza Lineages
The momilactone biosynthetic gene cluster (MBGC) is distribut-
ed across multiple lineages within the genus Oryza; however, its 
conservation and structural organization vary markedly among 
lineages 2). In this study, we performed a comparative genomic 
analysis using newly released genome assemblies of both dip-
loid and allotetraploid Oryza species to investigate the presence, 
genomic localization, and evolutionary history of the MBGC. As a 
result, the MBGC was found to be retained in CC-genome spe-
cies and in the C subgenome of the tetraploid species O. alta, 
whereas the cluster was absent in EE-genome lineages and in the 
GG-genome species O. granulata. In addition, a compact MBGC 
with a distinct gene composition was identified in O. coarctata. 
Synteny analyses suggested that the MBGC originated from a 
common ancestral cluster within the genus Oryza and subse-
quently underwent lineage-specific rearrangements, variations in 
gene copy number, and cluster loss during evolution (Fig. 2).
Among Oryza lineages harboring genomes distantly related to 
cultivated rice (CC, CCDD, EE, KKLL, and GG), orthologous 
MBGCs were retained only in the CC lineage and in the KKLL 

lineage (specifically in the LL subgenome). 
Therefore, O. officinalis (CC genome) and 
O. coarctata (KKLL genome) were select-
ed as representative species to evaluate 
their capacity for momilactone production 
using chemical analyses. Upon induction 
of biosynthesis by CuCl₂ treatment, both 
momilactone A and B were detected in 
O. officinalis, whereas only momilactone 

Evolution and diversification of the momilactone biosynthetic 
gene cluster in the genus Oryza.

New Findings from Studies utilizing NBRP-Rice Genetic Resources

LIU Youming, OKADA Kazunori
Agro-Biotechnology Research Center, Graduate School of Agricultural and Life 

Sciences, The University of Tokyo, Japan

Fig. 1. Momilactones, diterpenoid compounds 
that play important roles in resistance to 
pests and diseases and in inter-organismal 
interactions
Momilactones function as allelopathic substances 
between plants and are also inducibly produced in 
response to pest and pathogen attack, acting as 
chemical defense compounds that confer resistance 
in rice. Studies have further examined their positive 
and negative effects on aquatic microorganisms and 
nematodes. Owing to their broad biological activities, 
momilactones are expected to be effective against 
potentially emerging, yet-unknown biological threats.
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Fig. 2. The conserved momilactone biosynthetic gene cluster (MBGC) in the genus Oryza
A. The momilactone biosynthetic pathway. Early biosynthetic intermediates referred to in the main text are indicated by numbered labels.
B. Phylogenetic analysis of the MBGC region in Oryza species with different genome types and in the closely related species Leersia perrieri, together with the corre-

sponding MBGC structures.
C. Synteny of the MBGC region across Oryza genomes. Vertical lines connecting genomes indicate the genomic positions of conserved clusters in each lineage.
Modified from Priego-Cubero et al. (2025)3)

A was detected at low levels in O. coarctata. These results sup-
port that the MBGCs identified in both species function as bona 
fide biosynthetic gene clusters, while also indicating substantial 
lineage-dependent differences in the production levels of momi-
lactones 3).

Functional Divergence of KSL4 Paralogs 
and Identification of an Ancestral P450 
Gene in Wild Oryza MBGCs
To demonstrate the functionality of the MBGCs identified in wild 
Oryza lineages, enzymatic validation at the biochemical level was 
required. We therefore focused on KSL4, which catalyzes the ini-
tial committed steps of momilactone biosynthesis, and analyzed 
its enzymatic functions. Among the two KSL4 paralogs identified 
in O. officinalis, OoKSL4-2 exhibited catalytic activity convert-

ing syn-copalyl diphosphate ❶ into 9βH-pimara-7,15-diene ❷ , 
whereas OoKSL4-1 produced an as-yet-unidentified novel diter-
pene. In contrast, the KSL4 enzyme from O. coarctata (OcKSL4) 
showed catalytic activity comparable to that of OsKSL4. These 
results indicate that gene duplication and subsequent functional 
divergence within the MBGC have proceeded in a lineage-spe-
cific manner. In addition, the MBGC of O. coarctata contains a 
cytochrome P450 gene that is absent from the MBGCs of other 
Oryza species. Phylogenetic analysis revealed that this gene 
is an ortholog of Echinochloa crus-galli EcCYP76L11, which is 
encoded within the MBGC of that species, prompting further 
investigation into their functional similarity. Enzymatic assays 
using Nicotiana benthamiana as a heterologous expression sys-
tem demonstrated that OcCYP76L11 catalyzes the conversion 
of 9βH-pimara-7,15-diene❷ to 6β-hydroxy-syn-pimaradiene❸ . 
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Taken together, these results suggest that CYP76L11 represents 
an ancestral component of the MBGC in the genus Oryza that 
has been retained in O. coarctata but lost in other Oryza lineages 
during evolution (Fig. 3) 3).

Conclusion
In this study, we demonstrate that the momilactone biosynthetic 
gene cluster (MBGC) was present in the common ancestor of the 
genus Oryza and subsequently evolved through lineage diver-
gence accompanied by cluster reorganization, variation in gene 
copy number, functional diversification, and partial loss of the 
cluster. Notably, the MBGC identified in Oryza coarctata retains 
clear ancestral characteristics and exhibits a structure highly sim-
ilar to that found in the genus Echinochloa. This finding provides 
critical insights into both the early evolutionary configuration of 
the MBGC and its overall evolutionary trajectory leading to pres-
ent-day diversity. Collectively, our results substantially advance 
the understanding of the dynamic evolution of plant biosynthetic 
gene clusters and the diversification of specialized metabolic 
pathways in grasses. Further studies addressing the biological 

significance of the long-term conservation of the MBGC during 
evolution are expected to open new avenues of research.
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Fig. 3. A structurally distinct MBGC in O. coarctata and a P450 gene conserved with the genus Echinochloa
A. Compact MBGC identified exclusively in Echinochloa crus-galli and O. coarctata, including a P450 gene conserved between the two genera.
B. Two distinct P450 enzymes responsible for the production of the momilactone precursor ❸ , 6β-hydroxy-syn-pimaradiene. Although cultivated rice and O. coarctata 

retain different P450 genes, both function as components of the MBGC.
C. Functional characterization of the P450 enzymes using Nicotiana benthamiana. O. sativa CYP76M8 and O. coarctata CYP76L11 both catalyze the biosynthesis of ❸ , 

6β-hydroxy-syn-pimaradiene.
Modified from Priego-Cubero et al. (2025)3)
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Introduction
Unlike cultivated species, wild Oryza species grows naturally in 
a variety of environments and possesses traits that are advan-
tageous for survival in the natural environment. One of its typical 
characteristics is deep seed dormancy. It is generally considered 
that seed dormancy has become shallower with the advent of 
domestication, in order to ensure uniform growth of crops. How-
ever, wild Oryza species growing in the natural environment needs 
to survive the dry season in seed form, so if a little rain causes 
the seeds to germinate all at once, the entire population could be 
wiped out. For this reason, it is considered that the seed dormancy 
is generally deeper than that of cultivated species, and the timing 
of germination is also staggered, preventing the population from 
becoming completely wiped out.
However, in using wild Oryza species in experiments, the deep 
seed dormancy of wild Oryza species can be quite troublesome. 
An effective way to break seed dormancy is to expose the seeds 
to high temperatures (42°C) for about a week 1), but some acces-
sions require a long time to germinate even after high temperature 
treatment. If you try to germinate such accessions in the usual way, 
they will not germinate easily, and mold will grow while you wait for 
germination, making them unusable for experiments. In such cases, 
although it takes a little effort, sterilizing the seeds and sowing them 
aseptically will allow them to continue germinating for a long peri-
od of time, thereby resulting in higher germination rate. This time, I 
would like to introduce how to do this sterile sowing with a video.

Sterilization of seeds
First, dehulled seeds (brown rice) are placed into a tube. Since 
highly concentrated ethanol may erase the writing, it is safer to 
cover the writing with cellophane tape. Next, add 70% ethanol 
and mix by inversion (2 minutes). At this time, make sure to mix 
the seeds thoroughly checking that they are fully inverted. After 
removing the 70% ethanol with a pipettor, add sterilizing solution 
A 2) (sterilized water 10 ml, sodium hypochlorite solution 10 ml, 10% 
Tween 20 25 μl) and mix by inversion (for 5 minutes). After remov-
ing sterilizing solution A with a pipettor, add sterilizing solution B 2) 

(10 ml of sterilized water, 10 ml of sodium hypochlorite solution) and 
mix again by inversion (for 5 minutes).

Sterile sowing of seeds
After 5 minutes 3) of sterilization solution B, remove sterilizing solu-
tion B with a pipettor in a clean bench and rinse seeds with sterile 
water. Mix by inverting the tube about 30 times, making sure to 
rinse thoroughly to the bottom. Then, remove the sterile water with 
a pipettor and rinse with fresh sterile water. Repeat this rinsing pro-
cess a total of five times. After rinsing, place the seeds on sterilized 
filter paper to remove excess water, then sow them on 1/2 MS me-
dium (per 2L, 1 pack of MS culture mixed salts (for 1L) and 20g of 

agar (for plant medium)). After sowing, the plant boxes are kept in 
an artificial climate chamber until the seedlings grow to about 5 cm. 
The biggest advantage of sterile sowing is that it allows enough 
time for germination and growth.

Transplantation of seedlings
Once the plants have grown to about 5 cm, they are acclimatized 
from the sterile environment to a normal environment. Open the lid, 
pour in small amount of distilled water, and leave the container to 
acclimate for two days with the lid aside, and then for another two 
days with the lid removed (Figure 1). Once the seedlings have fin-
ished acclimatizing, they are transplanted into cell trays and grow 
them larger.

Conclusion
This time, as the fourth video in the NBRP-Rice teaching material 
series, we focused on sterile sowing. We have previously intro-
duced methods to make wild Oryza species easier to handle, such 
as bagging, threshing, and germination, so please check those as 
well. If there are any other topics you would like us to cover, please 
feel free to let us know at nig_openfield@nig.ac.jp. Also, don’t for-
get to subscribe to NBRP-Rice channel !

1) The seeds distributed by NBRP-Rice have been treated at high 
temperatures.

2) Sterilizing solutions contain high concentrations of hypochlorous 
acid, so please wear gloves and goggles.

3) The seeds may die if the sterilization time is too long, so be care-
ful about the sterilization time.

How can we increase the germination 
rate of wild Oryza species?

Technical Tips

YOSHIKAWA, Takanori
Graduate School of Agriculture, Kyoto University, Japan

Fig. 1. Acclimation after sterile sowing.
A. Seedlings that have grown to about 5cm 

after germination.
B. Open the lid of the plant box, pour in dis-

tilled water, and leave the lid aside to accli-
mate for 2 days. After that, remove the lid 
and let it acclimate for another 2 days, then 
transplant seedlings to a cell tray.
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Activity Reports FY2025

NIG Research Workshop: “Wild Relatives of Oryza — Evolutionary Strategies from Wild Oryza Species”

Outreach Activities at Academic Conferences
■ Rice Genetics and Molecular 

Biology Workshop 2025(July, 
Tohoku University, Japan)

■ The 27th Annual Meeting of the 
Society of Evolutionary Studies, 
Japan (August, Nagahama Insti-
tute of Bio-Science and Tech-
nology, Japan)

■ Agri-Business Creation Fair 2025 
(November, Tokyo Big Sight,Ja-
pan)

■ The 48th Annual Meeting of the 
Molecular Biology Society of 
Japan (December, PACIFICO 
Yokohama, Japan)

■ The 2026 Annual Meeting of the 
Japan Society for Bioscience, 
Biotechnology, and Agrochemis-
try (March, Doshisha University, 
Japan, scheduled)

Rice Genetics and Molecular 
Biology Workshop 2025
(Tohoku University)

Announcements

NBRP Rice
Outreach Activities

We plan to introduce NBRP rice genetic resources at various academic meetings and related events. 
We warmly invite you to stop by and learn more about our activities.

Back Issues Back issues and the English version of this newsletter are available on Oryzabase.
【Oryzabase】 https://shigen.nig.ac.jp/rice/oryzabase/ 

We will continue to offer guided visits to wild rice accessions and experimental lines derived from wild rice 
in FY2026. If you wish to observe and examine the plants directly in the field, please contact us at nig_
openfield@nig.ac.jp. Visits will be arranged individually, and we will be pleased to guide you during your visit.

Open Field Tour

The QR code of
the NBRP Rice
Official Channel

The QR code to jump 
to Oryzabase.

On December 10–11, 2025, a research workshop was held at the National Institute of Genetics 
(NIG), bringing together researchers and students engaged in studies using wild relatives of the 
genus Oryza. The meeting featured numerous presentations by students, along with lively and 
productive discussions, making it a highly successful event.
During the workshop, the NBRP Young Researchers Working Group also convened to ex-
change ideas on how to further enhance the effective utilization of NBRP rice genetic resourc-
es. The valuable feedback and suggestions gathered will contribute to the future development 
of NBRP Rice activities.

Open Field Tour

Open field 
(National Institute of Genetics)

Guided tours of wild Oryza accessions 
and experimental lines derived from 
wild Oryza were conducted in a per-
sonalized format, with visitors receiving 
individual guidance. This year again, 
we welcomed visitors from a range of 
countries, including Korea, China, and 
Italy.

NBRP Rice Steering Committee

NIG Research Workshop: “Wild Relatives of Oryza 
— Evolutionary Strategies from Wild Oryza Species”

Rice paddy at Kyushu 
University (Ito Campus)

NBRP Rice Steering Committee
This fiscal year, the NBRP Rice Steering 
Committee meeting was held on Oc-
tober 20 at the Faculty of Agriculture, 
Kyushu University (Ito Campus).
Prior to the committee discussions, par-
ticipants visited the experimental fields 
where NBRP-related activities are being 
conducted at Kyushu University.

YouTube - NBRP Rice 
Official Channel

 (https://www.youtube.com/@
NBRP-Rice)

We have newly released a protocol for the aseptic sowing of wild rice seeds. This 
method is also featured in the Technical Tips section, and we encourage you to read it 
together with this newsletter. In addition, videos on the official NBRP Rice YouTube chan-
nel explain methods for bagging wild rice panicles, seed pre-germination, and threshing. 
Please scan the QR code on the right to watch the videos.


