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Plant Light Acclimation Research Group
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Our group has been studying how the plant adapts to
environmental stresses at the molecular level. Especially,
we have been focusing on chloroplasts that participate in
the energy transfer systems of photosynthesis.

1. QTL analysis of the stay-green phenotype in sorghum

Stay-green is an important agronomic trait for plants,
possibly leading to higher yield and biomass. Currently, we
are trying to identify new quantitative trait loci (QTL) of
sorghum stay-green by using 252 recombinant inbred lines
(RILs), which were obtained from a cross between a
stay-green parent BTx623 and a faster senescing parent
NOG.

2. Molecular mechanism of organellar DNA degradation

during plant senescence

In plant cells, mitochondria and plastids contain their
own genomes derived from ancestral bacteria
endosymbionts. 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 in leaves during senescence
using Arabidopsis mutants.

3. D1 fragmentation in photosystem II repair under

different photo-damage

A major target site of photo-damage is the reaction
center protein, D1 in photosystem II. We tested whether
the D1 degradation process can be affected by qualitatively
different photo-damage that occurs according to a two-step
model. The significant increase of D1 fragmentation under
blue light irradiation strongly suggested that the primary
damage resulting from the absorption of light energy in the
Mn-cluster in two-step model was involved in D1
fragmentation.

4. Molecular mechanism underlying the diversity of starch

grain morphologies among plant species

Starch is a biologically and commercially important
polymer of glucose and is synthesized to form starch grains
(SGs) inside the plastids (amyloplasts). Despite the simple
composition of glucose polymer, SG exhibits various
morphologies and sizes depending on the plant species.
However, the molecular mechanisms underlying this SG
diversity remain unknown. To answer this question, we
have been analyzing several rice mutants defective in SG
morphologies and sizes. Here, we report the ssg6 mutant,
which develops enlarged SGs in endosperm. SSG6 encodes
a protein homologous to aminotransferase. SSG6-green
fluorescent protein is localized in the amyloplast
membrane surrounding SGs. The results suggest that
SSG6 is a novel protein that controls SG size. SSG6 will be
a useful molecular tool for future starch breeding and
applications.
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Group of Environmental Response Systems
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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 plant hormone response systems and we have
been analyzing the systems using physiological, molecular
biological and molecular genetic approaches. Our main
achievements in 2016 are described below.

1. Analysis of components involved in the ABA response

To understand the ABA response mechanisms, we have
been studying ABA-related mutants of Arabidopsis. We
identified two important components for mitochondrial
mRNA stabilityy, AHG2/PARN and AGS1/PAP, whose
adequate balance is required for normal ABA and salicylic
acid responses. This year, we analyzed further the effect of
ahg2-1 in which the AHGZ2 expression is reduced, and
found that a novel short peptide is involved in the
induction of the ahg2-1 phenotype. We also addressed how
much the AHG2-AGS1 regulatory system is conserved
among plants. We identified the liverwort counterparts of
AHG2 and AGS1. Analyses of the loss of function mutants,
over-expressing transgenic plants, and in vitro properties
strongly suggested that they have functions similar to
AHG2 and AGS1 have, and that AHG2-AGS1 system is
conserved at least in land plants.

2. Analysis of methyljasmonate-induced stomatal closure
The stomatal
methyljasmonate. A low concentration of ABA is a

aperture closes 1in response to
prerequisite for this process, indicating that a certain ABA

receptor 1is involved in the potentiation of the
methyljasmonate signaling pathway in guard cells. Two
candidate ABA receptor genes, which are involved in

potentiation of the methyljasmonate signaling, were found.

3. Functional analysis of DNA methylation in liverwort,

Marchantia polymorpha

DNA methylation is an epigenetic modification that
affects gene expression and transposon silencing. Therefore,
DNA methylation plays an important role in the
development, differentiation and environmental response
of many organisms. To elucidate the DNA methylation
function in plant evolution, we used liverwort, Marchantia
polymorpha, which is a model species for studying plant
evolution, and in a basal lineage of land plants. We
identified Marchantia orthologs of plant DNA methylase
and demethylase genes. We are analyzing the function of
DNA methylation in M. polymorpha by mutant analysis of
DNA methylase and demethylase genes using the
CRISPR/Cas9 genome editing system.
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(Soil Stress Unit)
Group of Plant Stress Physiology
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Our group has been analyzing the mechanisms of
transport 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
2016 are described below.

1. Molecular mechanisms of cadmium accumulation

We characterized the function of HvNrampb in barley
and found that this gene is involved in Cd uptake.
HvNramp5 is localized to the plasma membrane and
shows transport activity for Cd and Mn, but not for Fe.
Immunostaining analysis showed that HvNramp5 is
localized in the epidermal cells of the roots. Suppression
of this gene expression resulted in decreased uptake of both
Mn and Cd. On the other hand, we isolated and
characterized a rice accession with high Cd accumulation.
This high accumulation is due to the mutation in OsHMAS,
a tonoplast-localized transporter for Cd. Since this
accession is able to accumulate high Cd, it has a potential
for use in phytoremediation.

2. Distribution mechanism of mineral elements in rice
nodes

Nodes in gramineous plants play an important role in
the distribution of mineral elements. We characterized the
function of SPDT (Sultr-like Phosphate Distribution
Transporter), which showed high expression in rice nodes.
This gene is expressed in the xylem region of both
enlarged and diffuse vascular bundles of the nodes and
encodes a plasma membrane-localized transporter for P.
Knockout of this gene resulted in decreased distribution
of P to the grains, but increased P distribution to the
straw. Furthermore, the contents of total P and phytic
acid were decreased by 20-30% in the mutant grains, but
neither the germination rate nor earth growth were
affected. SPDT therefore, functions as a switch for
distribution of P to the grains.

On the other hand, we found that OsFRDLI, a gene
encoding citrate transporter, also showed high expression
in rice node. OsFRDLI is expressed in many cells of
enlarged and diffuse vascular bundles. Knockout of this
gene decreased the distribution of Fe to the grain and
negatively affected the anther development and fertility.

3. Identification of a transporter involved in Cu

accumulation in rice

We identified a transporter (OsHMA4) based on the
genotypic difference in Cu accumulation in rice grains.
OsHMAA is localized to the tonoplast of the root pericycle
cells. Knockout of this gene increased Cu accumulation in
the grain, but decreased tolerance to Cu toxicity.
Furthermore, we found that the genotypic difference in
grain Cu accumulation was caused by one amino acid
substitution. Therefore, OsHMA4 is involved in vacuolar
sequestration of Cu in the roots, thereby reducing
translocation of Cu to the shoots and grains.

4. Functional analysis of Al-tolerance genes

We investigated the role of OsFRDLZin Al tolerance in
rice. OsFRDL2 is localized to unidentified vesicles.
Knockout of this gene resulted in decreased citrate
secretion, but the effect on Al tolerance was small. On the
other hand, we found that the genotypic difference in the
expression of OsFRDIL4is caused by a 1.2 kb re-transposon
insertion in the promoter region of this gene. Functional
analysis of JREG1 in buckwheat revealed that this gene is
involved in vacuolar sequestration of Al in the roots.
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Group of Plant Growth Regulation
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Our research has been focused on aluminum (Al ion, a
major inhibitory factor in plant growth in acidic soils, and
we have been analyzing the mechanisms of Al toxicity and
tolerance, using a cultured cell system and whole plants.
Concerning the mechanisms of Al-induced oxidative stress
and cell death, sugar metabolism and vacuolar functions
have been investigated. On the other hand, the functional
and structural features of the Al-activated malate
transporter gene ALMT, a major Al tolerance gene In
wheat, and functional diversity of ALMT family have been
studied. The research conducted this year is outlined:

1. Induction mechanism of cell death by Al in cultured
tobacco cells - The involvement of VPE gene encoding
the vacuolar processing enzyme -

VPE is localized in the wvacuole and exhibits
caspase-1-like protease activity. A comparative study of Al
responses between wild-type and the VPFErepression lines
suggested that VPE is one of the executers of cell death
under Al stress.

2. Functional analysis of the N£SUT1 encoding sucrose-H*

symporter expressed at root apex of tobacco

Sucrose, photoassimilate, is essential for root growth,
and is provided for root apex via phloem. SUT1 is located
in the plasma membrane and transports sucrose from
outside (apoplast) to inside cell. Function of SUTY at root
apex in root elongation was investigated by use of wild-type,
over-expression (OX) lines, and repression lines by
comparison of root elongation under various conditions (in
the light or dark, with or without Al. These results
indicated that the expression level of NtSUT is positively
related to root elongation. Furthermore, the OX lines
exhibit a tolerance phenotype to Al-induced root elongation.

3. Al-tolerance mechanism in cultured tobacco cells - Gene
expression analyses of COX and AOX mvolved in
respiration of mitochondria -

In tobacco cells under Al stress, respiration rate
(consumption rate of O2) is reduced and reactive oxygen
species (ROS) is produced. Therefore, the expression
levels of the genes encoding cytochrome oxidase (COX) and
alternative oxidase (AOX) were investigated under normal
and Al treatment conditions. The AOX level increased
during the logarithmically growing phase and under Al
stress, while the COX1level did not change. Thus, it seems
that COX contributes to constitutive Oz consumption,
while AOX contributes to the regulation of Oz consumption,
in order to repress ROS production.

4. Expression and function of SIALMT malate transporters

in fruit of tomato

Malate is a predominant organic anion in many fruits
(e.g. tomato). We investigated sixteen ALMT genes in
tomato, and identified two genes SIALMT4 and SIALMTS
that were expressed in fruit throughout development. The
promoter:GUS analysis showed that SIALM7T4 and
SIALMTS were expressed in the vascular bundles of fruit,
developing seeds and embryos of mature seeds. Transient
expression of the SIALMTs using green fluorescent protein
in plant protoplasts indicated that SIALMT4 was localized
to the endoplasmic reticulum (ER) and that SIALMT5 was
localized to the ER and other endomembranes.
Electrophysiological analysis showed that both SIALMTs
transported malate. Transgenic tomato overexpressing
SIALMT5 showed higher malate and citrate contents in
dry seeds, compared to the wild type. These results suggest
that the transport activity of SIALMT5 during fruit
development alters the organic acid contents of tomato
seeds.
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We have been conducting molecular, cellular, and
physiological studies on the responses of plant cells to
environmental stresses. Now our focus is on the ion
transporters under salt stress and the function of
aquaporins as transporters for low molecular weight
neutral compounds.

1. Hydrogenperoxide (H202) permeable aquaporins

H20: permeable aquaporins in rice and barleys have
been identified in the heterologous expression system using
strain. One such
membrane-type aquaporin in barley, HvPIP2;5 contains

a H2Oesensitive yeast plasma
Ser-126 that has a large impact on H20;: transport with a
minor influence on the HvPIP2;5-mediated water
transport. We also fund 4 other H:02 permeable
aquaporins classified as tonoplast (vacuolar membrane)
type aquaporins in rice and barley.

2. COz-permeable rice aquaporin OsTIP2;2

We established a screening-system to identify COs-
permeable aquaporins using yeast cells co-expressing
carbonic anhydrase with aquaporins. Besides previously
reported PIP aquaporins, we found that rice OsTIP2;2 has
a COq-transporting activity. This is the first identification of
TIP aquaporins transporting CQOs. The amino acids
sequence suggests that OsTIP2;2 localizes in the tonoplast,
but GFP-fusion OsTIP2;2 was observed in the chloroplast
envelope andlor some intracellular organelles near
chloroplasts in rice leaves.

3. Ion-transporting assay using Xenopus frag oocytes

Oocytes were injected with cRNAs of putative ion
transporters, and then ion-transporting activity was
estimated using radioisotopes. With this rapid screening
system to identify the ion-transporting activity, we found
some Na- and/or K(Rb)-permeable transporters from a salt
tolerant grass, Sporobolus virginicus.

4. Studies on the origin of unique aquaporin PIP1

Land plants have many aquaporin genes in their
genome. Among them, the PIP group plays a major role in
absorbing water from the outside world. No PIP isomer has
been found in the green alga genome. Although PIP can be
further classified into two subgroups, PIP1 and PIP2, PIP1
is known as a unique molecule that cannot migrate singly
to the plasma membrane where it is working. It was found
that K flaccidum, a primitive Charophyte, which are
thought to be the closest to the first land plant, has only
one gene of PIP belonging to the PIP2 subgroup. On the
other hand, multiple PIP1 genes were found in the genome
of three moss species examined. K flaccidum has the same
anatomy as green algae and has no similarities with land
plants. This indicates the possibility that PIP1 is one of the
genes that plants acquired for adapting to land.
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Plant growth is influenced by various microorganisms
including mutualistic and pathogenic ones. Our group
explores, at molecular, cellular and individual levels, the
interplay of mutualistic and pathogenic microorganisms
occurring in some selected plant/microorganism systems.

1. A new virus life style observed in a phytopathogenic

fungus, Rosellinia necatrix

We found a mixed viral infection in a hypovirulent strain
of Rosellinia necatrix. Novel co-infecting viruses are termed
yadokari virus 1 (YkV1) with a (+} RNA genome of
approximately 6 kb and yado-nushi virus 1 (YnV1) with a
dsRNA genome of approximately 9 kb. YkV1 possesses one
single ORF encoding RNA-dependent RNA polymerase
(RdRp), while YnV1 has two ORFs, each encoding capsid
protein (CP) and RdRp. Immunological and molecular
analyses revealed trans-encapsidation of not only YkV1
RNA but also RdRp by the major CP of the other virus,
YnV1. Virion transfection assay and previous
epidemiological data strongly suggest that YkV1 depends
on YnV1 for wviability, although it probably encodes
functional RdRp. This hypothesis was confirmed by
establishing infectious full-length ¢cDNA of YkV1. We
propose that the capsidless (+) RNA virus, YkV1 highjacks
CP of the dsRNA virus, YnV1, for the trans-encapsidation
of its genome and RNA polymerase at the replication site.

2. Mycovirus hunting by a deep sequencing approach

The identification of novel mycoviruses contributes
greatly to understanding of the diversity and evolutionary
aspects of viruses. In this study, we report new ten
complete or near-complete totivirus (dsRNA genome,
family 7btiviridae)-like genome sequences determined by
deep sequencing on dsRNA isolated from field-collected
powdery mildew fungus (Erysiphe trifoliorum) that
infected red clover plants. Similar totvirus-like sequences
are found in transcriptome shotgun assembly libraries of
the fungi, plants and insects. These viruses and virus-like
sequences are phylogenetically clustered with yeast
totiviruses (genus 7otivirus), but not fungal totiviruses
(genus Victorivirus). This study represents the first report
of mycovirus infection of powdery mildew fungi and
provides new insights into totivirus evolution.

3. Function of methylotrophs symbiotic to plants

Methylobacterium species is one of the most
predominant bacterial species in the phyllosphere and
utilize methanol emitted from plant stomata. They are
capable of promoting plants’ growth but its mechanism is
remained unclear. We identified multiple genes encoding
methanol dehydrogenases in the bacteria, one of which was
found to be lanthanide dependent, in addition to
calcium-dependent enzyme. The switching mechanism of
the gene expression for calcium and lanthanide-dependent
enzymes are now under investigation. We also found that
they accumulate an anti-oxidative amino acid,
ergothioneine, which was revealed to be important for
them to resist against phyllospheric stresses including
sunlight and temperature shifts.
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Our group is focusing on basic questions of how plants
perceive herbivores and how they induce their defense
systems to survive under the natural competition with
their natural enemies.

1. Characterization of phenolamide biosynthesis in rice

Last year, we identified several polyamine conjugates
with hydroxycinnamic acids (phenolamides) that were
strongly induced by herbivore feeding in rice, including
chewing insects and sucking insects. This year, we
identified three genes involved in the biosynthesis of
phenolamides in rice plant. Two genes were highly specific
for their polyamine substrates, encoding putrescine
N-hydroxycinnamoyltransferase ~ (0s09g0543900) and
agmatine N-hydroxycinnamoyltransferase(Os04g0664600),
while the third enzyme (0s09g0544000) could use both
polyamines. All three genes were preferentially expressed
in the rice roots and developing flowers, and in addition,
the Os09g0544000 transcripts were strongly induced by
wounding. Our results provide mechanistic explanation for
both constitutive and inducible accumulation of
phenolamides as major defense compounds against insect,
and possibly other biotic stress conditions in rice plants. We
are now working on the identification of the master
regulators of phenolamide genes to produce plants with
higher phenolamide content, and thus stronger defense
capabilities under adverse environments.

2. Analysis of herbivore resistance traits in grain sorghum

In collaboration with the Plant Light Acclimation
Research Group, we continued our research on the
mechanisms of defense of grain sorghum (Sorghum bicolor)
against insect pests. Sorghum is an important crop in
Africa for its drought resistance and high biomass. In 2016,
we analyzed the resistance to European corn borer
(Ostrinia nubilalis) of grain sorghum hybrids from two
parental genotypes (BTx623, NOG) featuring distinctive
resistance. While the BTx623 parent genotype showed
higher resistance to the pest, NOG (no-stay-green) was
highly susceptible. Analysis of approximately 250 hybrids
between BTx623 and NOG revealed three potential QTLs
for stem borer resistance. In another experiment, we found
several varieties of grain sorghum with superior resistance
to aphids, which may provide an important germplasm for
the studies on the resistance to aphids, such as the sugar
cane aphids considered as new threat for the worldwide
sorghum production.

3. Characterization of insect elicitors from rice herbivores

Perception of herbivory is essential for plant defense. We
found a novel type of the elicitor fraction in the oral
secretions prepared from the rice herbivore, Mythimna
Ioreyi larvae. In addition to its strong elicitor activity, we
found that this fraction enhances the effect of other known
insect elicitors, fatty acid amino acid conjugates in the rice
cells. This work provides the first documented example of
positive interaction between two independent insect
elicitors in plants. It shows that plants rely on multiple
signals from the environment to induce strong defense
responses. Currently, we are focusing on other
damage-associated signals in plants and their interaction
with the newly identified insect-derived elicitors.
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Our group has preserved ca. 14,000 accessions of
cultivated barley including experimental lines and ca. 900
accessions of wild relatives. The objectives of our research
are 1) collection, multiplication, preservation and
distribution of barley germplasm, 2) evaluation of genetic
diversity and development of the database of genotype and
phenotype data, and 38) application of barley genetic
resources to breeding and basic research by the genome
analysis using new technologies, e.g., next generation
sequencing (NGS), microarray genotyping and genetic
transformation.

1. Preservation and distribution of barley genetic resources

Our group has been taking part in the National
BioResource Project NBRP) and has been preserving and
distributing the barley seeds and DNA clones.
(a) Preservation and distribution of barley germplasms

We are multiplying and distributing the barley
germplasms including landraces, experimental lines and
wild relatives. We are depositing barley seeds in the
Svalbard Global Seed Vault in Spitsbergen, Norway. These
barley seeds are important genetic resources to be utilized
as barley breeding materials for food security, and storage
of duplicate samples is important.
(b) Distribution of barley genome resources

We are distributing the barley genome resources to
domestic and international institutions and researchers
upon request. These resources include complete BAC clone
set, pooled BAC DNA for clone screening, its high-density
replica membranes, expressed sequence tag (EST) clone
and full-length ¢cDNA derived from the Japanese cultivar
“Haruna Nijo”.

2. Evaluation of barley germplasm

Our group is focusing on isolation and characterization of
the genes involved in agronomically important traits using
barley genetic resources. For example, we identified a
candidate gene for barley seed dormancy quantitative trait
locus (QTL) (@sd1) on the long arm of chromosome 5H,
which may be associated with pre-harvest sprouting using
a high-density linkage map of a large segregating
population from recombinant chromosome substitution
lines (RCSL). The relationship between §sdI gene and
seed dormancy were validated by transformation test.

3. Barley genome analysis
(a) Genome analysis and marker development in barley
This project incorporated The International Barley
Sequencing Consortium (IBSC) to develop the barley
reference genome. We have integrated the physical and
genetic maps, and developed full-length ¢cDNA resources.
Recently, we performed RNA-seq analysis using NGS
technology using several barley varieties; and conducted
single nucleotide polymorphism (SNP) analysis.
(b) Genetic transformation and genome editing in barley
For post-genome analysis, we are searching for the genes
related to the efficiency of transformation in barley. For
genetic analysis, we use the progenies derived from a cross
between "Golden Promise", a variety that can be
transformed, and “Haruna Nijo”, a variety that is difficult
to transform. We are now developing a method of
mutagenesis by genome editing for future breeding and
functional genomics in barley.
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Our group has been analyzing important genes
controlling morphogenesis and the quality of cereal crops,
particularly barley (Hordeum vulgare L). Our main
achievements in 2016 are described below.

1. Cloning and functional characterization of narrow leafed

dwarf 1 gene in barley

Barley is the fourth most-produced cereal in the world
and is mainly utilized as animal feed and malts. Recently
barley attracts considerable attention as a healthy food rich
in dietary fiber. However, limited knowledge is available
about developmental aspects of barley leaves. In the
present study, we investigated barley narrow leafed dwartf1
(n/d]) mutants, which exhibit thin leaves accompanied by
short stature. Detailed histological analysis revealed that
leaf marginal tissues, such as saw tooth hairs and
sclerenchymatous cells, lacked nldi, suggesting that
narrowed leaf of nldl was attributable to the defective
development of the marginal regions in the leaves. The
defective marginal developments was also observed in
internodes and glumes in spikelets. Map-based cloning
revealed that NLDI encodes a WUSCHEL-RELATED
HOMEOBOX3 (WOX3), an ortholog of the maize
NARROW SHEATH genes. In situ hybridization showed
that NLDI transcripts were localized in the marginal edges
of leaf primordia from the initiating stage. From these
results, we concluded that NLDI plays a pivotal role in the
increase of organ width and in the development of
marginal tissues in lateral organs in barley.

2. A homolog of Blade-On-Petiole I and 2(BOP1/2) controls
internode length and homeotic changes of the barley
inflorescence
Inflorescence architecture in small-grain cereals has a

direct effect on yield and is an important selection target in
breeding for yield improvement. We analyzed the recessive
mutation Jaxatum-a (lax-a) in barley, which causes
pleiotropic changes in spike development, resulting in (1)
extended rachis internodes conferring a more relaxed
inflorescence, (2) broadened base of the lemma awns, (3)
thinner grains that are largely exposed due to reduced
marginal growth of the palea and lemma, and (4) and
homeotic conversion of lodicules into two stamenoid
structures. Map-based cloning enforced by
mapping-by-sequencing of the mutant lax-a locus enabled
the identification of a homolog of BLADE-ON-PETIOLE1
(BOPI) and BOP2 as the causal gene. Interestingly, the
recently identified barley uniculme4 gene also is a BOP1/2
homolog and has been shown to regulate tillering and leaf
sheath development. While the Arabidopsis (Arabidopsis
thaliana) BOPI and BOPZ2 genes act redundantly, the
barley genes contribute independent effects in specifying
the developmental growth of vegetative and reproductive
organs, respectively. Analysis of natural genetic diversity
revealed strikingly different haplotype diversity for the two
paralogous barley genes, likely affected by the respective
genomic environments, since no indication for an active
selection process was detected.
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Our group has been investigating the mechanistic basis
for evolution of species diversity of plants. In addition, we
are preserving resources of wild plant seeds. Our main
achievements during 2016 are described below.

1. Unraveling the mechanisms of adaptation to local

environment differing along latitude

Adaptation to environment that differs along latitude
such as photoperiod and temperature is important for
plants. As mechanisms of such adaptation, we are focusing
on phytochromes, red-light photoreceptors, and unraveling
its functional differences among local accessions using
arctic-alpine plants. There are two reasons we focused on
phytochromes. Given that all plants have phytochromes,
knowledge of their adaptive functions could be applied to
various crops. In addition, our previous study revealed that
plants growing in different latitude have alleles that
diverged under natural selection. This year we compared
the physiological roles of PHYB from Cardamine
bellidifolia (CbPHYB) with those from Cardamine
nipponica (CnPHYB) by complementing mutants of
Arabidopsis thaliana lacking functional PHYB. We did not
find any significant difference in the phenotypes of traits
regulated by PHYB (e.g., flowering, germination, hypocotyl
length). However, our detailed experiments demonstrated
a difference in the biochemical characters of PHYB in vivo.

2. Taxonomy of the Dioscoreaceae

The Dioscoreaceae in Japan include 16 wild species
(Yamashita and Tamura 2016). In the Flora of Japan
Volume IVb, we compared all the Dioscorea species
distributed in 'Ryukyu' region including Dioscorea
zentaroana Koidz., D. tabatae Hatus. ex Yamashita and
M.N.Tamura. Hitherto, Dioscorea zentaroana had been
included in to D). ascrepiadea Prain et Burkill due to
insufficient understanding of the species. Concerning the
Japanese Dioscoreaceae, even though many taxonomic
problems still remain, our contribution (Flora of Japan
Volume IVb) is currently the only literature describing all
the wild species.

3. Project for recovering arable lands devastated by East

Japan Earthquake (from radioactive pollution)

Since 2012, we have been conducting a field survey to
support the recovery of arable land polluted with
radioactive elements from the Fukushima-1 Nuclear
Station accident. This surveyed
decontaminated paddy fields in Kawamata-machi
(Fukushima Pref), in collaboration with the Advanced
Science Research Center, the Field Science Center, and
Faculty of Environmental Science and Technology
(Okayama University). We also presented a few articles on
this project at domestic meetings.

Power year, we
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Our research group has been conducting molecular
studies on the structures and functions of nucler and
chromosomes, mainly in plants. We have been analyzing
chromosome functional elements; centromeres, telomeres
and replication origins, and constructing plant artificial
chromosomes for crop improvement. Our main
achievements in 2016 are described below.

1. ePro-ClearSee: a simple immunohistochemical method

that does not require sectioning of plant samples

Since investigations of epigenetic status of individual
cells in tissues can produce not only epigenetic data in
different cell-types but also positional information of the
cells, the investigations are important to understand intra-
and inter-cell control systems for environmental responses
in plants. However, a simple and harmless way to detect
epigenetic modifications of individual cells in plant tissues
had not been developed. In this study, we developed a
clearing method for immunohistochemical (ePro-ClearSee)
to investigate epigenetic modifications without sectioning.
The ePro-ClearSee method could detect modified histones
and/or methylated DNA in Arabidopsis, tobacco, tomato,
sunflower, rice, maize, barley, wheat and green onion for a
short period (10 days-3 weeks) suggesting this method
provide a simple and universal way to investigate
epigenetic modifications in widespread plant species.

2. Transmission control of plant artificial ring chromosomes

in Arabidopsis thaliana

We generated artificial ring chromosomes in the model
plant, Arabidopsis thaliana using the Cre/LoxP and Ac/Ds
system. Despite the ring structure, they were stable during
mitotic divisions and could be transmitted to the next
generation through meiosis. One of the artificial ring
chromosomes, AtARC1, originating from a centromeric
edge of the long arm of chromosome 2, is approximately
2.85 Mb in size. Although the centromeric 180-bp repeat
array of ARC1 is much shorter than that of the original
chromosome 2 (0.25 Mb vs. 3.0 Mb), the transmission rates
through the female and male sides were 11% and 28%,
respectively, when it was added to wild-type plants
(Murata et al. 2103). In this study, ARC1 was transferred
to a T-DNA knockout line for Mem9 (Minichromosome
maintenance 9) gene that is expressed preferentially in
pollen. As a result, the transmission of ARC1 increased to
100%, because the Mem9gene on ARC1 complemented the
recessive allele (mcm9) on chromosome 2 and restored
pollen viability. This line, MOARC], is useful for identifying
a genetic factor(s) that controls the stability of ring
chromosomes in A. thaliana.
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This group analyzed the genetic factors for greater
production of crops and improvement of seed quality and
also tolerance genes for metal or oxidation stresses and a
spacegrowing.

1. Development of chromosome segments introduced lines

(LCSILs) of pLIA-1 in Basmati rice

We developed a potential Low Input-Adaptable (pLIA-1)
line derived from the cross between Oryza longistaminata,
an African wild species and T-65 showing large biomass
under non-fertilized conditions. For improvement of low
productivity of Basmati, 50 LCSILs were developed by
backcrossing using simple sequence repeat (SSR) markers
in Basmati background. Phenotypes of LCSILs will be
evaluated and the effects of chromosome segments of
pLIA-1 will be examined.

2. Microarray analysis for photo-regulation of shoot
regeneration in callus cultures derived from barley
immature embryos
Efficiency of shoot regeneration in barley cultivar Kanto

Nijo-5 was lower under a 16-h photoperiod during
callus-induction than in continuous darkness. However,
Lenins showed higher shoot regeneration frequency in calli
cultured under a 16-h photoperiod. Light effects on gene
expression were investigated by microarray analysis in
these cultivars. Although several transcription factors were
up-regulated in KantoNijo-5 calli cultured in continuous
darkness, light condition had no effects on the expression of
these genes in Lenins. These transcription factors may
play important roles in the inhibition of shoot regeneration
by light in Kanto Nijo-5.

3. Transcriptome Analysis of Rice Seeds after Long-term

Exposure to Outside of International Space Station

Rice seeds exposed to outside of the International Space
Station (ISS) for 13 and 20 months were examined for seed
germination and gene expression in order to elucidate the
effect of space environment on seed viability. Seed
germination was delayed with the increased duration of
exposure. The amount of long-lived mRNA that is
required for germination was decreased in the seeds
exposed for 20 months, suggesting that damage to
long-lived mRNA in seeds in outer space environment
reduces seed viability.

4. An epigenetic gene-regulation as Al stress response-

mechanism in Arabidopsis

We have found that the AvSAMSI (S-adenosyl
methionine synthase) gene-dependent epigenetic gene-
regulation occurred under Al stress in Arabidopsis.
Moreover, this gene can stimulate an alteration of
methylation status in DNA and histone H3 protein under
the stress. Recently, we performed microarray analyses
and found that a histone methyl transferase gene, Suvh4,
disrupted mutant line shows a genome-wide change in
gene-expression under Al stress, compared with a control
line. This result suggested that the gene is also strongly
related to the epigenetic generegulation as Al
response-mechanism in Arabidopsis.

5. Control of the water transport activity of tonoplast

intrinsic proteins (TIPs) in barley seeds

Most seeds form an embryo, store starch and nutrients
during ripening, are then desiccated and maintain a
desiccated condition until germination. This suggests the
existence of a mechanism controlling the inner water
condition of cells during the development and subsequent
desiccation of seeds. To reveal the molecular mechanism
controlling water transport in the ripening and desiccation
of seeds, we analyzed some TIPs expressed in barley seeds,
especially HVITTP3;1, which accumulates in barley seeds
and changes the water transport activity with other TIPs.
This year we advanced our research on the interaction
between HVTIP3;1 and other aquaporin species.
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Our group focuses on the study of Heterosigma akashiwo,
a unicellular algae that forms harmful algal bloom
(commonly termed ‘red tide), frequently observed in the
western part of Japan. The outline of our research activity
during the present year is summarized below:

1. Characterization of mutualistic relationship between H.

akashiwo and a marine bacterium

Algal bloom 1s typically caused by aberrant propagation
of a single species, resulting in its predomination in the
local population. While environmental factors including
temperature and eutrophication are linked to bloom, the
precise mechanism of its formation process is still obscure.
We isolated a Dbacterial strain, Altererythrobacter
1shigakiensis, a member of the class Alphaproteobacteria,
that promotes growth of Heterosigma akashiwo, a
Raphidophyceae that causes harmful algal blooms. When
added to the culture, this strain facilitated the growth of H.
akashiwo and increased its cell culture yield significantly.
Importantly, this strain did not affect the growth of other
raphidophytes, Chattonella ovate and C. antiqua,
indicating that it promotes growth of H. akashiwo in a
species-specific manner. We also found that, in co-culture,
H. akashiwo suppressed the growth of C. ovate. When A.
1shigakiensis was added to the mixed culture, H. akashiwo
growth was facilitated while C. ovate propagation was
markedly suppressed, indicating that the presence of the
bacterium enhances the dominance of H. akashiwo over C.
ovate. This is the first example of selective growth
promotion of H. akashiwoby a marine bacterium, and may
exemplify importance of symbiotic bacterium on algal
bloom forming process in general.

2. Characterization of Heterosigma akashiwo virus

H. akashiwo bloom is known to be terminated by
algicidal bacteria and viruses. Heterosigma akashiwo virus
(HaV) was identified as one of such bloom-terminating
factors. Its genome was characterized to be a linear double
stranded DNA (dsDNA), with an estimated size of ~290
kbp. It is a member of Phycodnaviridae, one of the viral
families regarded as “giant dsDNA viruses” that possess
genomes larger than several hundred-kbp in size.

We sequenced the whole genome of HaV strain 53, and
studied Mimiviridae-Phycodnaviridae phylogeny including
Halb3. Geneto-gene comparison of Halb3 with other
giant dsDNA viruses showed that only a small proportion
of HaVb3 genes show similarities with the others,
revealing its uniqueness among Phycodnaviridae.
Phylogenetic/genomic  analysis of  Phycodnaviridae
including Ha V53 revealed that the family can be classified
into four distinctive subfamilies, namely, Megaviridae
(Mimivirus-like), — Chlorovirustype, and  Coccolithd
Phaeovirustype groups, and HaV53 independent of the
other three groups. Several orthologs found in specific
subfamilies while absent from the others were identified,
providing potential family marker genes. Our study
illustrates the phylogeny and evolution of Mimiviridae—
Phycodnaviridae and proposes classifications that better
represent phyletic relationships among the family
members.

_13_



ER R 7 — 7

International Collaboration Group

KT N— T TIINEPIT & AR OEEHHT & 72 0 . HED)
WFOYLIIFEREESCH 2 [HEVHERENR - A b L AREAAE
R EEICERT 272004y b7 — 210 EESSHETT
9o K 22-24 FEEIZHAAMARIES T 27 77 ) A2
AU [T 7 U 2icB1F 2B A b L AR A
v b7 — 7P & RIERE OGS L~k 26-28 4FREIE
HASAHRBAIIRESE (727 - 77 )28 L7 7
Y AR L 3 2 EIFREIRIE A 7 R — > a VTR
R SR I N2 DT, Pk 28 4EEE E Cli 2 FEICH N
TRFEITI YV a®r =T v 2ETARY (JKUAT) ZHul
WL 7 V) hKEBe R 0483 % JICA [JAPAN-ai-Africa 7’1
Yz 7 b | OENIEMEE L L CEEILFEIRO R -1 3
fTo T3, ILICHK 28 EIX T H Y XD= 7 L LRFEL K
RIS LR AR T % 2 L i o7z,

1. =7 - AV ZWEEOZAN L HEAE, WEES

DFilfe

P 28 4L, JKUAT & =4 L LREDRHIIFEE 2 £ %
) - BERFALE 2 v — 7" (1 4. Rk 28 4E 7~10 H).
SEERBSEICITSE 7 v — 7' (1 4. PR 28 4:.8~10 ) ICZ AN,
ZNZN2~3 7 Al o E-CHRZE 21T o 72, PR
2942 H~5 HZh I Cr =7 8LV v XOWEE 2 4
R~ L, HEREETS FETH 5, P28 410 Al
37 =7 - 77V HhT—2016 ZBfEL. PRk 29 4F2 Hiciz

7Yz MREIREREIT) TETH B,

2. FET~OWFEEIREL v v R Yy LifiE
VK 28 SEREIIREYINTD b 3/ DEE ORAR, Y A &)

CERBVEMBIATIE RS 2 4 OAMR HH) 2o Ay XL
T=T %, BEEGRIEENTTR S 2 4 (PUE, B Lo
14 (M) 27 =T &5 LTz #4382 » A JKUAT
ICHHE LTI AT 572, TRk 28 4F 11 A2l JKUAT 12 C
B N7258 11 | a7 =7 v X BT R AR E
T [Innovative Agricultural Sciences, Technologies and
Global Networking for Sustainable Food Production and
Security| &Lz VR Y LEFHEL 72,

This group consists of concurrent faculty members, and
aims to establish an international hub and/or exchange
program on Plant Genetic Resources and Stress Science.
Our program is supported by the Japan Society for the
Promotion of Science (JSPS), under the Asia-Africa Science
Platform (AASP) program under the title “Establishment
of crop stress science network for increase of food
production in eastern Africa” (2010-2012) and “Plant
Science and Resource Innovative Research Core with Pan
African University” (2014-2016). In addition, Okayama
University has been selected as one of the supporting
institutions for JICA JAPAN-ai-Africa project initiated in
2014. To enhance our exchange in eastern Africa, MOU
between Okayama University and Makerere University in
Uganda has been signed in 2016 under our initiative. Our
group aims in promoting international exchange through

these programs.

1. Accepting Kenyan and Ugandan researchers and

international collaboration

We invited two researchers from Jomo Kenyatta
University of Agriculture and Technology (JKUAT) and
Makerere University to Plant-Insect Interaction Group
(Prof. Galis) and Plant Light Acclimation Research Group
(Prof. Sakamoto). During their stay at Okayama
University for about two months, they achieved advanced
experimental skills in their disciplines and performed
collaborative projects. To promote networking of young
researchers, we organized the “Kenya Africa Day 2016” in
October, 2016. We also organize AASP final report meeting
scheduled in February, 2017.

2. Visiting east African countries

To promote exchange between IPSR and other east
African universities, three faculty members from IPSR
(Sakamoto, Galis and Tani) and two faculty members from
the Faculty of Agriculture (Kubo and Tanaka) visited
Uganda (Makerere and NaCRRI) and Kenya (JKUAT),
and two faculty members from the Faculty of Agriculture
(Nishino and Goto) and a graduate student (Tosa) visited
Kenya (JKUAT). We organized a symposium “Innovative
Agricultural Sciences, Technologies and Global Networking
for Sustainable Food Production and Security” held at
JKUAT in November, 2016. Future collaborations with
Makerere and NaCRRI have been discussed.
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— L DFNT %D 72, IEE L 72RNA-seq7 — & # T De
novot 7V A2 Y 7 b= LETEAT, V7 7LV AT L
TH EMorexH DB T T/ 7 —3 a VICIHEW% { DR
FRAZFE LTz, Ez. B E  CRERI OB ERSH
BIETFORMELEFICHEKT 2 L EXLLNAEEEYE, 21
TNDORFTHRL, ThoORRIECcOFRT e 7 7 4
WM LT, ThD DL DT 2 — v & RRS
IR THHAL, A LFXFDEFRAT -V OiERTT L A A L
¥ DR EREEL T O FEBHRAE & DEBEAfH L 72,

FoEhic, KMy —r v —oHhF— 2 %@ 5
7= OFIEBSE 2 EH L, FINOIIZEE ICR %2 1T > T
5,

With the genetic resources in IPSR, our group has been
integrating a broad range of data and knowledge related to
the physiological responses in plants, and promoting the
research to discover genes that contribute to higher crop
productivity for next-generation crop design by integrated
use of approaches in bioinformatics and data science.

1. Genome-scale analysis of genetic polymorphisms in the

oriental barley population

Recent  polymorphism  studies  suggested the
domesticated the Dbarley population 1is primarily
differentiated into the western and subpopulations.
Valuable genes and allelic variations should be involved
in the traits of the eastern varieties to particular
environmental conditions in Asia. Therefore, exploration
of genetic diversity from the Asian landraces will enable
us to identify valuable variations that can be easily used
to improve the productivity of barley under various
environmental conditions. To examine the genome-scale
properties of genetic polymorphisms of oriental barley
landraces, we carried out RNA-seq based polymorphism
analysis of 19 diverse accessions of domesticated barley
and one wild Dbarley variety, H.vulgaressp.
spontaneum H602, and compared the genome-wide
patterns of DNA variations between these accessions
based on the datasets of 38,729-79,949 SNPs.
Furthermore, using the RNA-seq based SNP dataset and
another generated wusing a publicly available
exome-sequencing dataset, we performed a population
structure analysis of domesticated barley accessions.
Based on the estimated population structure, we
revealed the genomic diversity in the eastern
subpopulation in a genomic context (Takahagi et al.
2016).

2. Field transcriptome of barley accession

To better understand the physiological responses of crops
under field conditions throughout the life cycle, we
performed time-series transcriptome analysis of two
different barley accessions grown under field conditions.
With the RNA-seq dataset, we performed de novo
transcriptome analysis, and identified a number of
transcripts that are not annotated in the Morex reference
genome. Moreover, we analyzed seasonal gene expression
profiles of barley transcripts putatively encoding proteins
involved in the flowering process. Then, we classified the
genes based on their time-course expression patterns, and
figured out relations of the barley developmental stages
and combinatorial properties of expressions of the
flowering related genes in the barley accessions.

Furthermore, we developed an analytical infrastructure
to analyze data from next-generation sequencers, and
started to provide the service to researchers in IPSR.

_15_



HERY Y 2 b (List of Publication)

RKEEEX FLAA=vY kb (Atinospheric Stress Unit)

NBREEIGFFE S V— (Plant Light Acclimation Research Group)

€]

)

©)

(4)

(®)

(6)

()

(8)

Matsushima, R., Maekawa, M., Kusano, M., Tomita, K., Kondo, H., Nishimura, H., Crofts, N., Fujita, N. and
Sakamoto, W. Amyloplast membrane protein SUBSTANDARD STARCH GRAING controls starch grain size
in rice endosperm. Plant Physiol. 170: 1445-1459. (2016. 1.)

Toyosawa, Y., Kawagoe, Y., Matsushima, R., Crofts, N., Ogawa, M., Fukuda, M., Kumamaru, T., Okazaki, Y.,
Kusano, M., Saito, K., Toyooka, K., Sato, M., Ai, Y., Jane, J.-L., Nakamura, Y. and Fujita, N. Deficiency of
Starch Synthase Illa and IVb alters starch granule morphology from polyhedral to spherical in rice endosperm.
Plant Physiol. 170: 1225-1270. (2016. 1.)

WARH HEROFER LE RA—R=NA I~ R, =N Ny v X JEWICFS, Y z0507 (&
M@, FEHO Y ZHR) , BERF MRS pp. 19-39. (2016. 3.)

Zhang, L., Kusaba, M., Tanaka, A. and Sakamoto, W. Protection of Chloroplast Membranes by VIPP1 Rescues
Aberrant Seedling Development in Arabidopsis nycl Mutant. Front Plant Sci. 28; 7: 533. (2016. 4.)

Zhang, L., Kondo, H., Kamikubo, H., Kataoka, M. and Sakamoto, W. VIPP1 Has a Disordered C-Terminal Tail
Necessary for Protecting Photosynthetic Membranes against Stress. Plant Physiol. 171: 1983-95. (2016. 7.)

Nishimura, K., Kato, Y. and Sakamoto, W. Chloroplast Proteases: Updates on Proteolysis within and across
Suborganellar Compartments. Plant Physiol. 171: 2280-93. (2016. 8.)

Nishimura, K., Kato, Y. and Sakamoto, W. Essentials of Proteolytic Machineries in Chloroplasts. Mol. Plant. 16:
30166-6. (2016. 8.)

Tominaga, J., Mizutani, H., Horikawa, D., Nakahara, Y., Takami, T., Sakamoto, W., Sakamoto, A. and Shimada, H.
Rice CYOL1, an ortholog of Arabidopsis thaliana cotyledon chloroplast biogenesis factor AtCYOQL1, is
expressed in leaves and involved in photosynthetic performance. J. Plant Physiol. 207: 78-83. (2016. 12.)

REICEBREN 7 Vv —7 (Group of Environmental Response Systems)

M)

O]

@)

(4)

®)

(6)

U]

Fukao, Y., Kobayashi, M., Zarger, S.M., Kurata, R., Fukui, R., Mori, I.C. and Ogata, Y. Quantitative proteomic
analysis of the response to zinc, magnesium, and calcium deficiency in specific cell types of Arabidopsis roots.
Proteomics 4: 1. (2016. 1.)

Yoshida, R., Mori, I.C., Kamizono, N., Shichiri, Y., Shimatani, T., Miyata, F., Honda, K. and lwai, S. Glutamate
functions in stomatal closure in Arabidopsis and fava bean. J. Plant Res. 129: 39-49. (2016. 1.)

Hisano, H., Matsuura, T., Mori, I.C., Yamane, M. and Sato, K. Endogenous hormone levels affect the regeneration
ability of callus derived from different organs in barley. Plant Physiology and Biochemistry 99: 66-72. (2016.
2)

Takagi, H., Ishiga, H., Watanabe, S., Konishi, T., Egusa, M., Akiyoshi, N., Matsuura, T., Mori, I.C., Hirayama, T.,
Kaminaka, H., Shimada, H. and Sakamoto, A. Allantoin, a stress-related purine metabolite, can activate
jasmonate signaling in a MY C2-regulated and abscisic acid-dependent manner, J. Exp. Bot. 67: 2519-2532.
(2016. 3.)

Hayashi, S. and Hirayama, T. ahg12 is a dominant proteasome mutant that affects multiple regulatory systems for
germination of Arabidopsis. Scientific Rep. 6: 25351. (2016. 4.)

Ishiga, Y., Ishiga, T., Ikeda, Y., Matsuura, T. and Mysore, K.S. NADPH-dependent thioredoxin reductase C plays a
role in nonhost disease resistance against Pseudomonas syringae pathogens by regulating chloroplast-
generated reactive oxygen species. Peer J. 4: €1938. (2016. 4.)

Rigal, M., Becker, C., Pélissier T., Pogorelcnik, R., Devos, J., Ikeda, Y., Weigel, D. and Mathieu, O. Epigenome
confrontation triggers immediate reprogramming of DNA methylation and transposon silencing in Arabidopsis
thaliana F1 epihybrids. Proc. Natl. Acad. Sci. USA. 113: 2083-2092. (2016. 4.)

_22_



(8) Mikami, K., Mori, I.C., Matsuura, T., Ikeda, Y., Kojima, M., Sakakibara, H. and Hirayama, T. Comprehensive
quantification and genome survey reveal the presence of novel phytohormone action modes in red seaweeds. J.
Applied Phycology 28: 2539-2548. (2016. 8.)

(9) Yin, Y., Adachi, Y., Nakamura, Y., Munemasa, S., Mori, I.C. and Murata, Y. Involvement of OST1 protein kinase
and PYR/PYL/RCAR receptors in methyl jasmonate-induced stomatal closure in Arabidopsis guard cells.
Plant Cell Physiol. 57: 1779-1790. (2016. 8.)

TEBREX LRI =Y k (Soil Stress Unit)
WA NV RAZET V—7 (Group of Plant Stress Physiology)

(1) Suzuki, K., Yamaji, N., Costa, A., Okuma, E., Kobayashi, N. I., Kashiwagi, T., Katsuhara, M., Wang, C., Tanoi, K.,
Murata, Y., Schroeder, J. 1., Ma, J. F. and Horie, T. OsHKT1;4-mediated Na* transport in stems contributes to
Na* exclusion from leaf blades of rice at the reproductive growth stage upon salt stress. BMC Plant Biol. 16:
22. DOI: 10.1186/s12870-016-0709-4 (2016. 1.)

(2) Che, J., Yamaji, N., Shao, J. F, Ma, J. F. and Shen, R. F. Silicon decreases both uptake and root-to-shoot
translocation of manganese in rice. J. Exp. Bot. 67: 1535-1544. doi: 10.1093/jxb/erv545 (2016. 3.)

(3) Clemens, S. and Ma, J. F. Toxic heavy metal and metalloid accumulation in crop plants and foods. Annu. Rev. Plant
Biol. 67: 489-512. Doi: 10.1146/annurev-arplant-043015-112301. (2016. 4.)

(4) Yokosho, K., Yamaji, N., Fujii-Kashino, M. and Ma, J. F. Functional analysis of a MATE gene OsFRDL2 revealed
its involvement in Al-induced secretion of citrate, but a lower contribution to Al tolerance in rice. Plant Cell
Physiol. 57: 976-985. doi: 10.1093/pcp/pcw026 (2016. 5.)

(5) Chen, Z. C., Yamaji, N., Fujii-Kashino, M. and Ma, J. F. A cation-chloride cotransporter gene is required for cell
elongation and osmoregulation in rice. Plant Physiol. 171: 494-507. doi:10.1104/pp.16.00017. (2016. 5.)

(6) Sasaki, A., Yamaji, N. and Ma, J. F. Transporters involved in mineral nutrient uptake in rice. J. Exp. Bot. 67:
3645-3653. doi: 10.1093/jxb/erw060 (2016. 6.)

(7) Yokosho, K., Yamaji, N., Mitani-Ueno, N., Shen, R. F. and Ma, J. F. An aluminum-inducible IREG gene is required
for internal detoxification of aluminum in buckwheat. Plant Cell Physiol. 57: 1169-1178. doi:
10.1093/pcp/pcw065 (2016. 6.)

(8) Toda, Y., Wang, Y., Takahashi, A., Kawali, Y., Tada, Y., Yamaji, N., Ma, J. F., Ashikari, M. and Kinoshita, T. Oryza
sativa H*-ATPase (OSA) is involved in the regulation of dumbbell-shaped guard cells of rice. Plant Cell
Physiol. 57: 1220-1230. doi: 10.1093/pcp/pcw070 (2016. 6.)

(9) Huang, X. Y., Deng, F., Yamaji, N., Pinson, S. R. M, Fujii-Kashino, M., Danku, J., Douglas, A., Guerinot, M. L.,
Salt, D. E. and Ma, J. F. A heavy metal P-type ATPase OsHMAA4 prevents copper accumulation in rice grain.
Nat. Commun. 7: 12138. doi: 10.1038/ncomms12138. (2016. 7.)

(10) Che, J., Yamaji, N. Shen, R. F. and Ma, J. F. An Al-inducible expansin gene, OSEXPAL10 is involved in root cell
elongation of rice. Plant J. 88: 132-142. DOI: 10.1111/tpj.13237. (2016. 10.)

(11) Yokosho, K., Yamaji, N. and Ma, J. F. OsFRDL1 expressed in nodes is required for distribution of iron to grains in
rice. J. Exp. Bot. 67: 5485-5494. doi: 10.1093/jxb/erw314 (2016. 10.)

(12) Wu, D., Yamaji, N., Yamane, M., Kashino-Fujii, M., Sato, K. and Ma, J. F. The HvNramp5 transporter mediates
uptake of cadmium and manganese, but not iron. Plant Physiol. 172: 1899-1910. (2016. 11.)

(13) Mitani-Ueno, N., Yamaji, N. and Ma, J. F. High silicon accumulation in the shoot is required for down-regulating
the expression of Si transporter genes in rice. Plant Cell Physiol. 57: 2510-2518. (2016. 12.)

(14) Yokosho, K., Yamaji, N., Fujii-Kashino, M. and Ma, J. F. Retrotransposon-mediated aluminum tolerance through
enhanced expression of the citrate transporter OSFRDL4.  Plant Physiol. 172: 2327-2336. (2016. 12.)

(15) Shao, J. F., Fujii-Kashino, M., Yamaji, N., Fukuoka, S., Shen, R. F. and Ma, J. F. Isolation and characterization of a
rice line with high Cd accumulation for potential use in phytoremediation. Plant Soil doi:
10.1007/s11104-016-3014-y (2016. 8. Online preview)

_23_



(16) Chungopast, S., Duangkhet, M., Tajima, S., Ma, J. F. and Nomura, M. Iron-induced nitric oxide leads to an increase
in the expression of ferritin during the senescence of Lotus japonicas. J. Plant Physiol. doi: 10.1016/
jjplph.2016.11.004 (2016. 11. Online preview)

(17) Yamaji, N., Takemoto, Y., Miyaji, T., Mitani-Ueno, N., Yoshida, K. T. and *Ma, J. F. Reducing phosphorus
accumulation in rice grains with an impaired transporter in the node. Nature doi: 10.1038/nature20610 (2016.
12. Online preview)

YR EHIME 7 V—7 (Group of Plant Growth Regulation)

(1) Sasaki, T., Tsuchiya, Y., Ariyoshi, M., Ryan, P.R. and Yamamoto, Y. A chimeric protein of aluminum-activated
malate transporter generated from wheat and Arabidopsis shows enhanced response to trivalent cations.
Biochim. Biophys. Acta 1858: 1427-1435. (2016. 7.)

(2) Takanashi, K., Sasaki, T., Kan, T., Saida, Y., Sugiyama, A., Yamamoto, Y. and Yazaki, K. A dicarboxylate
transporter, LJALMT4, mainly expressed in nodules of Lotus japonicas. Mol. Plant Microbe Interact. 29:
584-592. (2016. 7.)

(3) Sasaki, T., Tsuchiya, Y., Ariyoshi, M., Nakano, R., Ushijima, K., Kubo, Y., Mori. I.C., Higashiizumi, E., Galis, I.
and Yamamoto, Y. Two members of the aluminum-activated malate transporter family, SIALMT4 and
SIALMTS, are expressed during fruit development and the overexpression of SIALMT5 alters organic acid
contents in seeds in tomato (Solanum lycopersicum). Plant Cell Physiol. 57: 2367-2379. (2016. 11.)

ST EEREREREAT 7 L — 7 (Group of Molecular and Functional Plant Biology)

(1) Suzuki, K., Costa, A., Nakayama, H., Katsuhara, M., Shinmyo, A. and Horie, T. OsHKT2;2/1-mediated Na* influx
over K* uptake in roots potentially increases toxic Na* accumulation in a salt-tolerant landrace of rice Nona
Bokra upon salinity stress. J. Plant Res. 129: 67-77. DOI: 10.1007/s10265-015-0764-1 (2016. 1.)

(2) Mahdieh, M., Mostajeran, A. and Katsuhara, M. Phosphorus Deprivation Effects on Water Relations of Nicotiana
tabacum Plant via Reducing Plasma Membrane Permeability. Russ. J. Plant Phys. 63: 54-57. DOI: 10.1134/
$102144371601012X (2016. 1.)

(3) Suzuki, K., Yamaji, N., Costa, A., Okuma, E., Kaobayashi, N. I., Kashiwagi, T., Katsuhara, M., Wang, C., Tanoi, K.,
Murata, Y., Schroeder, J. I., Ma, J. F. and Horie, T. OsHKT1;4-mediated Na*-selective transport contributes
to Na* exclusion from leaf blades of rice at the reproductive growth stage upon salt stress. BMC Plant Biol. 16:
22. DOI: 10.1186/s12870-016-0709-4 (2016. 1.)

(4) Azad, A. K., Ahmed, J., Alum, M. A., Hasan, M.M., Ishikawa, T., Sawa, Y. and Katsuhara, M. Genome-Wide
Characterization of Major Intrinsic Proteins in Four Grass Plants and Their Non-aqua Transport Selectivity
Profiles with Comparative Perspective. PLoS ONE 11: e0157735. doi: 10.1371/journal.pone.0157735 (2016.
6.)

(5) Sharipova, G., Veselov, D., Kudoyarova, G., Fricke, W., Dodd, I., Katsuhara, M., Furuichi, T., Veselova, S. and
Veselov, S. Exogenous application of abscisic acid (ABA) increases root and cell hydraulic conductivity and
abundance of some aquaporin isoforms in the ABA deficient barley mutant Az34. Ann. Bot. 118: 777-785. doi:
10.1093/aob/mcw117 (2016. 10.)

(6) Rhee, J., Horie, T., Sasano, S., Nakahara, Y. and Katsuhara, M. Identification of an H,O, permeable PIP aquaporin
in barley and a serine residue promoting H,O, transport. Physiologia Plantarum Version of Record online
DOI: 10.1111/ppl.12508 (2016. 10. Online preview)

_24_



REAYWRA LR Z Y + (Biotic Stress Unit)
Y - AW EVER 7 V—7 (Group of Plant-Microbe Interactions)

(1) Zhang, R., Hisano, S., Tani, A., Kondo, H., Kanematsu, S. and Suzuki, N. A capsidless ssSRNA virus hosted by an
unrelated dsRNA virus. Nature Nicrobiol. 1: 1500. doi:10.1038/nmicrobiol.2015.1 (2016. 1.)

(2) Keo-oudong, C., Nitiyon, S., Sotitham, P., Tani, A., Noppon, L., Yuangsaard, N., Bounphanmy, S., Limtong, S. and
Yamada, M. Isolation and characterization of thermotolerant ethanol-fermenting yeasts from Laos and
application of whole-cell MALDI-TOF/MS analysis for their quick identification. Afr. J. Biotechnol. 15:
153-164. (2016. 2.)

() & WA HMEEmIZILAT 5 Methylobacterium JEMEE OFpE. Ny FH 7 = X g FX P T — T4
135-137. (2016. 2.)

(4) Watthanasakphuban, N., Tani, A., Benjakul, S. and Maneerat, S. Detection and preliminary characterization of a
narrow spectrum bacteriocin produced by Lacobacillus pentosus K2N7 from Thai traditional fermented shrimp
(Kung-Som). Songklanakarin J. Sci. Technol. 38: 47-55. (2016. 2.)

(5) Matsushima, R., Maekawa, M., Kusano, M., Tomita, K., Kondo, H., Nishimura, H., Crofts, N., Fujita, N. and
Sakamoto, W. Amyloplast membrane protein SUBSTANDARD STARCH GRAING controls starch grain size
in rice endosperm. Plant Physiol. 170: 1445-1459. (2016. 3.)

(6) Hyodo, K. and Okuno, T. Pathogenesis mediated by proviral host factors involved in translation and replication of
plant positive-strand RNA viruses. Curr. Opin. Virol. 17: 11-18. (2016. 4.)

(7) Suzuki, N. Foreword. The world of diverse viruses in the kingdom Fungi (Special Issue “Advances in Fungal Virus
Research”). Virus Res. 219: 1. (2016. 7.)

(8) Chiba, S., Lin, Y.H., Kondo, H., Kanematsu, S. and Suzuki, N. A novel betapartitivirus RnPV6 tolerates host
RNA silencing but is impaired by its defective RNAs. Virus Res. 219: 62-72. (cover featuring) (2016. 7.)

(9) Kondo, H., Hisano, S., Chiba, S., Maruyama, K., Andika, 1.B., Toyoda, K., Fujimori, F. and Suzuki, N. Sequence
and phylogenetic analyses of novel totivirus-like double-stranded RNAs from field-collected powdery mildew
fungi. Virus Res. 219: 39-50. (cover featuring) (2016. 7.)

(10) Sasaki, A., Nakamura, H., Suzuki, N. and Kanematsu, S. Characterization of a new megabirnavirus that confers
hypovirulence with the aid of a co-infecting partitivirus to the host fungus, Rosellinia necatrix. Virus Res. 219:
73-82. (2016. 7.)

(11) Xie, J., Havens, W. M., Lin, Y. H., Suzuki, N. and Ghabrial, S. A. The victorivirus Helminthosporium victoriae
virus 190S is the primary cause of disease/hypovirulence in its natural host and a heterologous host. Virus Res.
219: 100-107. (2016. 7.)

(12) zZhang, L., Kondo, H., Kamikubo, H., Kataoka, M. and Sakamoto, W. VIPP1 has a disordered C-terminal tail
necessary for protecting photosynthetic membranes in Arabidopsis. Plant Physiol. 171: 1983-1995. (2016. 7.)

(13) Afonso, C.L., Amarasinghe, G.K., Banyai, K., Bao, Y., Basler, C.F., Bavari, S., Bejerman, N., Blasdell, K., Briand,
F., Briese, T., Bukreyev, A., Calisher, C.H., Chandran, K., Che’ng, J., Clawson, A.N., Collins, P.L., Dietzgen,
R.G., Dolnik, O., Domier, L.L., Dirrwald, R., Dye, J.M., Easton, A.J., Ebihara, H., Farkas, S.L., Freitas-AstUa,
J., Formenty, P., Fouchier, A.M., FU, Y., Ghedin, E., Goodin, M.M., Hewson, R., Horie, M., Hyndman, T.H.,
Jiang, D., Kitajima, E.W., Kobinger, G.P., Kondo, H., et al. Taxonomy of the order Mononegavirales—update
2016. Arch Virol. 161; 2351-2360. (2016. 8.)

(14) Li, H., Kondo, H., Kuhne, T. and Shirako, Y. Barley yellow mosaic virus VPg is the determinant protein for
breaking elF4E-mediated recessive resistance in barley plants. Front. Plant Sci. 7: 1449. doi: 10.3389/fpls.
2016.01449 (2016.9.)

(15) Andika, 1.B., Kondo, H. and Sun, L. Interplays between soil-borne viruses and RNA silencing-mediated antiviral
defense in roots. Front. Microbiol. 7: 1458. doi: 10.3389/fmicb.2016.01458 (2016. 9.)

(16) Tamada, T., Kondo, H. and Chiba, S. Genetic diversity of beet necrotic yellow vein virus (Chapter 5). In
Rhizomania. Eds, Biancardi, E. and Tamada, T. Springer, Switzerland. pp. 109-131. doi: 10.1007/978-3-319-
30678-0 (2016.9.)

(17) Higashi, A., Fujitani, Y., Nakayama, N., Tani, A. and Ueki, S. Selective growth promotion of bloom-forming
raphidophyte Heterosigma akashiwo by a marine bacterial strain. Harmful Algae. 60: 150-156. (2016.11.)

_25_



(18) Luque, D., Mata, C.P., Gonzalez-Camacho, F., Gonzalez, J.M., Gomez-Blanco, J., Alfonso, C., Rivas, G., Havens,
W.M., Kanematsu, S., Suzuki, N., Ghabrial, S.A., Trus, B.L. and Caston, J.R. Heterodimers as the structural
unit of the T=1 capsid of the fungal dsSRNA Rosellinia necatrix quadrivirus. J. Virology 90: 11220-1123.
(cover featuring) (2016. 12.)

(19) Li, Z., Kondo, H., Andika, I.B., Liu, P., Sun, L. and Wu, Y. Identification of the genome recombination events
among apple stem pitting virus isolates. J. Plant Pathol. 98: 595-601. (2016. 12.)

(20) Okumura, M., Fujitani, Y., Maekawa, M., Charoenpanich, J., Murage, H., Kimbara, K., Sahin, N. and Tani, A.
Cultivable Methylobacterium species diversity in rice seeds identified with whole-cell matrix-assisted laser
desorption / ionization time-of-flight mass spectrometric analysis. J. Biosci. Bioeng pii; S1389-1723(16)
30224-9. (2016. 10. Online preview)

(21) Lv, H.X., Masuda, S., Fujitani, Y., Sahin, N. and Tani, A. Oharaeibacter diazotrophicus gen. nov., sp. nov., a
diazotrophic and facultatively methylotrophic bacterium, isolated from rice rhizosphere. Int. J. Syst. Evol.
Microbiol. doi: 10.1099/ijsem.0.001660. (2016. 11. Online preview)

4 - BERBMEVER 7 /Vv—7 (Group of Plant-Insect Interactions)

(1) Alamgir, K.M., Hojo, Y., Christeller, J.T., Fukumoto, K., Isshiki, R., Shinya, T., Baldwin, I.T. and Galis, I.
Systematic analysis of rice (Oryza sativa) metabolic responses to herbivory. Plant Cell Environ. 39: 453-466.
doi: 10.1111/pce.12640. (2016. 2.)

Q) FrEAH BIRVEERSER. EyiiaaeEgRS (AR OHE) |, SARTR RS pp. 374-376. (2016. 2.)

(3) Sonoda, S. and Kataoka, Y. Genotyping for the G4946E site of ryanodine receptor gene in Plutella xylostella
(Lepidoptera: Yponomeutidae) considering gene duplication. Appl. Entomol. Zool. 51: 195-204. doi: 10.1007/
513355-015-0385-0. (2016. 5.)

(4) Kiba, A., Imanaka, Y., Nakano, M., Galis, I., Hojo, Y., Shinya, T., Ohnishi, K. and Hikichi, Y. Silencing of
Nicotiana benthamiana SEC14 phospholipid transfer protein reduced jasmonic acid dependent defense against
Pseudomonas syringae. Plant Biotech. 33: 111-115. doi: 10.5511/plantbiotechnology.16.0503a. (2016. 6.)

(5) Shinya, T., Desaki, Y. and Shibuya, N. Oligosaccharin receptors in plant immunity. Research Progress in
Oligosaccharins. (Edited by Heng Yin and Yuguang Du). Springer New York. pp. 29-39. doi: 10.1007/978-1-
4939-3518-5_3. (2016. 8.)

(6) Takahara, H., Hacquard, S., Kombrink, A., Hughes, H.B., Hiruma, K., Shinya, T., Neumann, U., Shibuya, N.,
Thomma, B. and O’Connell, R. Chitin-binding Colletotrichum higginsianum extracellular LysM proteins are
essential for biotrophic growth in plant cells. New Phytol. 211: 1323-1337. doi: 10.1111/nph.13994. (2016. 9.)

(7) Shinya, T., Hojo, Y., Desaki, Y., Christeller, J.T., Okada, K., Shibuya, N. and Galis, I. Modulation of plant defense
responses to herbivores by simultaneous recognition of different herbivore-associated elicitors in rice. Sci. Rep.
6: 32537. doi: 10.1038/srep32537. (2016. 9.)

(8) Sasaki, T., Tsuchiya, Y., Ariyoshi, M., Nakano, R., Ushijima, K., Kubo, Y., Mori, I.C., Higashiizumi, E., Galis, I.
and Yamamoto, Y. Two members of the aluminum-activated malate transporter family, SIALMT4 and
SIALMTS5, are expressed during fruit development, and the overexpression of SIALMTS alters organic acid
contents in seeds in tomato (Solanum lycopersicum). Plant Cell Physiol. 57: 2367-2379. doi: 10.1093/
pcp/pewl57. (2016. 11.)

(9) Wari, D., Yamashita, J., Kishimoto, H. and Sonoda, S. Utilization of plant food resources by phytoseiid mite
species with different feeding habits. Appl. Entomol. Zool. 51: 539-547. doi: 10.1007/s13355-016-0429-0.
(2016. 11.)

(10) Tanabe, K., Hojo, Y., Shinya, T. and Galis, I. Molecular evidence for biochemical diversification of phenolamide
biosynthesis in rice plants. J. Integr. Plant Biol. 58: 903-913. doi: 10.1111/jipb.12480. (2016. 11.)

(11) Aizawa, M., Watanabe, T., Kumano, A., Miyatake, T. and Sonoda, S. Cypermethrin resistance and reproductive
types in onion thrips, Thrips tabaci (Thysanoptera: Thripidae). J. Pestic. Sci. 41: 167-170. doi: DOI: 10.1584
/jpestics.D16-049. (2016. 11.)
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BIEEE1=vY k (Genetic Resources Unit)
7 ) LSRR NV—T (Group of Genome Diversity)

(1) Sato, K., Tanaka, T., Sigenobu, S., Motoi, Y., Wu, J. and Itoh, T. Improvement of barley genome annotations by
deciphering the Haruna Nijo genome. DNA Res. 16: 81-89. (2016. 1.)

(2) Hisano, H., Matsuura, T., Mori, I.C., Yamane, M. and Sato, K. Endogenous hormone levels affect the regeneration
ability of callus derived from different organs in barley. Plant Physiol. Biochem. 99: 66-72. (2016. 2.)

(3) Nakamura, S., Pourkheirandish, M., Morishige, H., Kubo, Y., Nakamura, M., Ichimura, K., Seo, S., Kanamori, H.,
Wu, J., Ando, T., Hensel, G., Sameri, M., Stein, N., Sato, K., Matsumoto, T., Yano, M. and Komatsuda, T.
Mitogen-Activated Protein Kinase Kinase 3 regulates grain dormancy in barley. Curr. Biol. 26: 775-781.
(2016. 3.)

(4) Sato, K., Yamane, M., Yamaji, N., Kanamori, H., Tagiri, A., Schwerdt, J. G., Fincher, J. B., Matsumoto, T., Takeda,
K. and Komatsuda, T. Alanine aminotransferase controls seed dormancy in barley. Nat. Commun. 7: 11625.
(2016.5.)

(5) Nishijima, R., Yoshida, K., Motoi, Y., Sato, K. and Takumi, S. Genome-wide identification of novel genetic
markers from RNA sequencing assembly of diverse Aegilops tauschii accessions. Mol. Genet. Genomics 291:
1681-1694. (2016. 5.)

(6) Takahagi, K., Uehara-Yamaguchi, Y., Yoshida, T., Sakurai, T., Shinozaki, K., Mochdia, K.* and Saisho, D.*
Analysis of single nucleotide polymorphisms based on RNA sequencing data of diverse bio-geographical
accessions in barley. Sci. Rep. 6: 33199. (2016. 9.)

(7) Tagle, A.G., Chuma, I., Hisano, H., Sato, K. and Tosa, Y. Genetic analysis of the resistance of barley to cryptic
species of Pyricularia. J. Gen. Plant Pathol. 82: 302-306. (2016. 10.)

(8) Hisano, H., Tsujimura, M., Yoshida, H., Terachi, T. and Sato, K. Mitochondrial genome sequences from wild and
cultivated barley (Hordeum vulgare). BMC Genomics 17: 824. (2016. 10.)

(9) Hisano, H. and Sato, K. Genomic regions responsible for amenability to Agrobacterium-mediated transformation in
barley. Sci. Rep. 6: 37505. (2016. 11.)

(10) Wu, D., Yamaji, N., Yamane, M., Kashino-Fujii, M., Sato, K. and Ma, J. F. HvNramp5 mediates uptake of
cadmium and manganese, but not iron in barley. Plant Physiol. 172: 1899-1910. (2016. 11.)

(11) Saisho, D., Takumi, S. and Matsuoka, Y. Salt tolerance during germination and seedling growth of wild wheat
Aegilops tauschii and its impact on the species range expansion. Sci. Rep. 6: 38554 (2016. 12.)

(12) lehisa, J. C. M., Okada, M., Sato, K. and Takumi, S. Detection of splicing variants in the leaf and spike transcripts
of wild diploid wheat Aegilops tauschii and transmission of the splicing patterns to synthetic hexaploid wheat.
Plant Gene (2016. 11. Online preview)

BIEIRMERERAENT 71— (Group of Genetic Resources and Functions)

(1) Jost, M., * Taketa, S.,* (*co-first authors), Mascher, M., Himmelbach, A., Yuo, T., Shahinnia, F., Rutten, T., Druka,
A., Schmutzer, T., Steuernagel, B., Beier, S., Taudien, S., Scholz, U., Morgante, M., Waugh, R. and Stein, N.
A homolog of Blade-On-Petiole 1 and 2 (BOP1/2) controls internode length and homeotic changes of the
barley inflorescence. Plant Physiology 171: 1113-1127 (2016. 5.)

(2) Yoshikawa, T., Tanaka, S., Matsumoto, Y., Nobori, N., Ishii, H., Hibara, K., Itoh, J., Tanisaka, T. and Taketa, S.
Barley NARROW LEAFED DWARF1 encoding a WUSCHEL-RELATED HOMEOBOX 3 (WOX3)
regulates the marginal development of lateral organs. Breeding Science 66: 416-424. (2016. 6.)

(3) Taketa, S., Tonooka, T., Himi, E. and Kato, T. Molecular genetic characterization of key genes for utilization of
barley as human food and animal feed. pp. 67-70. Short Papers. The 12" International Barley Genetics
Symposium. June 26-30, 2016 Minneapolis-St. Paul, Minnesota United States of America, http://ibgs2016.org/
resources/IBGS_SHORT_PAPERS.pdf (2016. 6.)

(4) Kokubo, Y., Nishizaka, M., Ube, N., Yabuta, Y., Tebayashi, S., Ueno, K., Taketa, S. and Ishihara, A. Distribution
of thetryptophan-pathway-derived defensive secondary metabolites gramine and benzoxazinones in Poaceae.
Bioscience, Biotechnology, and Biochemistry (2016. 11. Online preview)
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B AAEY) 7 )V —F (Group of Wild Plant Science)
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lkeda, H., Sakaguchi, S., Yakubov, V., Barkalov, V. and Setoguchi, H. Importance of demographic history for
phylogeographic inference on the arctic-alpine plant Phyllodoce caerulea in East Asia. Heredity 116: 232-238.
(2016. 2.)

Nishiyama, Y., Hanafusa, T., Yamashita, J., Yamamoto, Y. and Ono, T. Adsorption and removal of strontium in
aqueous solution by synthetic hydroxyapatite. Journal of Radioanalytical and Nuclear Chemistry 307:
1279-1285. DOI: 10.1007/s10967-015-4228-9 (2016. 2.)

Yamashita, J. and Tamura, M. N. Dioscoreaceae. In: Iwatsuki, K., Boufford, D. E. and Ohba, H. (eds.), Flora of
Japan, Vol. IVb Angiospermae Monocotyledoneae(b), Kodansha, Tokyo. pp. 171-179. ISBN: 978-4-06-
154608-0 (2016. 3.)

Yamashita, J. and Tamura, M. N. Asparagus L., Liriope Lour. and Ophiopogon Ker Gawler (Liliaceae). In: lwatsuki,
K., Boufford, D. E. and Ohba, H. (eds.), Flora of Japan, Vol. IVb Angiospermae Monocotyledoneae(b),
Kodansha, Tokyo. pp. 147-149 and 161-166. ISBN: 978-4-06-154608-0 (2016. 3.)

Hou, Y., Bjor, C.S., lkeda, H., Brochmann, C. and Popp, M. From the north into the Himalayan—Hengduan
Mountains: fossil-calibrated phylogenetic and biogeographical inference in the arctic-alpine genus Diapensia
(Diapensiaceae). Journal of Biogeography 43: 1502-1513. (2016. 8.)

Wari, D., Yamashita, J., Kishimoto, H. and Sonoda, S. Utilization of plant food resources by phytoseiid mite
species with different feeding habits. Applied Entomology Zoology 51: 539-547. DOI: 10.1007/s13355-
016-0429-0 (2016. 11.)

Hata, D., Higashi, H., Yakubov, V., Barkalov, V., lkeda, H. and Setoguchi, H. Phylogeographical insight into the
Aleutian flora inferred from the historical range shifts of the alpine shrub Therorhodion camtschaticum (Pall.)
Small (Ericaceae). Journal of Biogeography DOI: 10.1111/jbi.12876 (2016. 10. Online preview)

Kameoka, S., Sakio, H., Abe, H., Ikeda, H. and Setoguchi, H. Genetic structure of Hepatica nobilis var. japonica,
focusing on within population flower color polymorphism. Journal of Plant Research DOI: 10.1007/s10265-
016-0893-1 (2016. 12. Online preview)

7/ LB#E1 =y b (Applied Genomics Unit)

HSRE Sy FHRAT 7V —F (Group of Nuclear Genomics)

M)

O]

©)

(4)

Murata, M. Artificial chromosome preparation in arabidopsis. Curr. Protoc. Plant Biol. 1: 53-66. doi: 10.1002/
cppb.20010. (2016. 5.)

Murata, M., Kanatani, A. and Kashihara, K. One-step generation of chromosomal rearrangements in rice. In
Chromosome and Genomic Engineering in Plants: Methods and Protocols, Methods in Molecular Biology
1469, Minoru Murata (ed.), Humana Press (Springer Nature), pp. 63-76. doi: 10.1007/978-1-4939-4931-1 5.
(2016.5.)

Nagaki, K. Chromatin immunoprecipitation for detecting epigenetic marks on plant nucleosomes. In Chromosome
and Genomic Engineering in Plants: Methods and Protocols, Methods in Molecular Biology 1469, Minoru
Murata (ed.), Humana Press (Springer Nature), pp. 197-206. doi: 10.1007/978-1-4939-4931-1 16. (2016. 5.)

Fujimoto, S., Matsunaga, S. and Murata, M. Mapping of T-DNA and Ac/Ds by TAIL-PCR to analyze chromosomal
rearrangements. In Chromosome and Genomic Engineering in Plants: Methods and Protocols, Methods in
Molecular Biology 1469, Minoru Murata (ed.), Humana Press (Springer Nature), pp. 207-216. doi: 10.1007/
978-1-4939-4931-1_17. (2016. 5.)
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7 ) Al 7 Vv—7 (Group of Genome Regulation)

(1) Gichuhi, E., Himi, E., Takahashi, H. and Maekawa, M. Characterization and QTL analysis of Oryza longistaminata
introgression line, pLIA-1, derived from a cross between Oryza longistaminata and Oryza sativa (Taichung 65)
under non-fertilized conditions. Rice Research 4: 3: 174. DOI: 10.4172/2375-4338.1000174. (2016. 8.)

(2) Sugimoto, M., Oono, Y., Kawahara, Y., Gusev, O., Maekawa, M., Matsumoto, T., Levinskikh, M., Sychev, V.,
Novikova, N. and Grigoriev, A. Gene expression of rice seeds surviving 13- and 20-month exposure to space
environment. Life Sciences in Space Research 11: 10-17. (2016. 10.)

(3) Ezaki, B., Higashi, A., Nanba, N. and Nishiuchi, T. An S-adenosyl methionine synthetase (SAMS) gene from
Andropogon virginicus L. confers aluminum stress tolerance and facilitates epigenetic gene regulation in
Arabidopsis thaliana.  Frontiers in Plant Science 7: doi: 10.3389/fpls.2016.01627 (2016. 11.)

(4) Gichuhi, E., Himi, E., Takahashi, H., Zhu, S., Doi, K., Tsugane, K. and Maekawa, M. ldentification of QTLs for
yield-related traits in RILs derived from the cross between pLIA-1 carrying Oryza longistaminata chromosome
segments and Norin 18 in rice. Breeding Science 66: 720-733. (2016. 12.)

(5) Gichuhi, E., Himi, E., Takahashi, H., Ahmed, N. and Maekawa, M. Preliminary QTL detection for improving
Basmati rice in F2 population derived from the cross between Kernel Basmati and pLIA-1 carrying Oryza
longistaminata chromosome. SABRAO Journal of Breeding and Genetics 48 (4): 402-415. (2016. 12.)

Rt REYMHE BT I T (Research Core for Future Crops)
HE3FEY - FERAUETRBA 7 Vv — 7 (Innovative Research Group)

(1) Maruyama, F. and Ueki, S. Evolution and Phylogeny of large DNA viruses, Mimiviridae and Phycodnaviridae
including newly characterized Heterosigma akashiwo virus. Frontiers in Microbiology doi: 10.3389/fmicb.
2016.01942 (2016. 11.)

(2) Higashi, A., Fujitani, Y., Nakayama, N., Tani, A. and Ueki, S. Selective growth promotion of bloom-forming
raphidophyte Heterosigma akashiwo by a marine bacterial strain. Harmful Algae 60: 150-156. (2016. 11.)

(3) Ogura, Y., Hayashi, T. and Ueki, S. The complete genome sequence of Phycodnavirus, Heterosigma akashiwo virus
strain 53. Genome Annoucements 4: e01279-16. (2016. 11.)

(4) Ogura, Y., Nakayama, N., Hayashi, T. and Ueki, S. Mitochondrial genome sequences of four strains of
bloom-forming raphidophyceae, Heterosigma akashiwo. Genome Annoucements 4: e01288-16. (2016. 12.)

Ve T A VBFFE 7 v— (Crop Design Research Group)

(1) Kouzai, Y., Kimura, M., Yamanaka, Y., Watanabe, M., Matsui, H., Yamamoto, M., Ichinose, Y., Toyoda, K., Onda,
Y., Mochida, K. and Noutoshi, Y. Expression profiling of marker genes responsive to the defence-associated
phytohormones salicylic acid, jasmonic acid and ethylene in Brachypodium distachyon. BMC Plant Biology
16: 59. (2016. 3.)

(2) Onda, Y. and Mochida, K. Exploring Genetic Diversity in Plants by Using High-Throughput Sequencing
Techniques. Current Genomics 17 (3): 356-365. (2016. 8.)

(3) Takahagi, K., Uehara-Yamaguchi, Y., Yoshida, T., Sakurai, T., Shinozaki, K., Mochida, K., et al. Analysis of single
nucleotide polymorphisms based on RNA sequencing data of diverse bio-geographical accessions in barley.
Scientific Reports 6: 33199. (2016. 9.)

(4) Mochida, K., Sakurai, T., Seki, H., Yoshida, T., Takahagi, K., Sawai, S., Uchiyama, H., Muranaka, T. and Saito, K.
Draft genome assembly and annotation of Glycyrrhiza uralensis, a medicinal legume. The Plant Journal doi:
10.1111/tpj.13385 (2016. 10. Online preview)
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ERSBE LY Y FY T L
(List of International Conferences and Symposia)

RKRBEEX L RXRA= vy b (Atmospheric Stress Unit)
MBI FE 7 L —F (Plant Light Acclimation Research Group )

(1) Sakamoto, W. Protein Degradation Machineries in Arabidopsis Chloroplasts. Institute of Protein Research
International Workshop, Bridging the Gap: from Structure to Functional Dynamics of Photosynthesis Related
Protein Complexes, Osaka University, Osaka, Japan, Feb. 2-3, 2016.

(2) Sakamoto, W. Tissue-specific DNA Degradation in Organelles: Why Chloroplasts Retain DNA. UC Davis Plant
Sciences Seminars, Davis, California, USA, March 30, 2016.

(3) Sakamoto, W. Organelle DNA Degradation in Leaf Senescence: a possible Role of Organelle DNA as Nutrient
Reservoir? Kyoto Sangyo University International Symposium on Frontiers in Plant Mitochondrial Genome
Research, Kyoto, Japan, July 7, 2016.

(4) Sakamoto, W. Protein Degradation Machineries in Arabidopsis chloroplasts -Summary and Focus on FtsH-.
Finnish-Japanese Symposium 2016 on Integration of Photosynthesis with Cellular Metabolism: Towards
Sustainable Bioecenomy, Saariselka, Finland, Sep. 5-10, 2016.

(5) Wacera, F. and Sakamoto, W. QTL Analysis of the Stay-green Trait Using a Recombinant Inbred Line Population in
Sorghum. ComBi02016. Brisbane, Queensland, Australia, Oct. 3-7, 2016.

(6) Sakamoto, W. DPD1 Nuclease Degrades Chloroplast DNA During Leaf Senescence. 8™ International Symposium
on Plant Senescence. Seogwipo, Jeju, Korea, Oct. 31-Nov. 4, 2016.

(7) Wacera, F. and Sakamoto, W. QTL Analysis of Stay-green Trait Using a Recombinant Inbred Population in
Sorghum. The 11th JKUAT Scientific, Technological and Industrialization Conference. Nairobi, Kenya, Nov.
10-11, 2016.

REICEBREN 7 Vv —7 (Group of Environmental Response Systems)

(1) Ikeda, Y., Nishihama, R., Yamaoka, S., Arteaga-Vazquez M. A., Grimanelli, D., Martienssen R. A., Kohchi, T. and
Hirayama, T. DNA methylation is necessary for maintaining differentiated cells in Marchantia polymorpha.
The EMBO Workshop: New model systems for early land plant evolution. Vienna, Austria, June 22-24, 2016.

(2) Kanazawa, M., lkeda, Y., Nishihama, R., Yamaoka, S, Kohchi, T. and Hirayama, T. PARN and PAP regulate the
poly(A) status of mitochondrial mMRNA in liverwort. The 21st Annual Meeting of the RNA Society. Kyoto,
Japan, June 28-July 2, 2016.

(3) Mamiya, A., Otsuka, K., Yamamoto, K., Nozaki, M., Yagi, Y., Nakamura, T., Ueda, T., Hirayama, T. and Sugiyama, M.
Poly(A)-dependent metabolism and editing of mitochondrial RNA are involved in the OFF regulation of
formative cell division during lateral root organogenesis in Arabidopsis thaliana. The 21st Annual Meeting of
the RNA Society. Kyoto, Japan, June 28-July 2, 2016.

(4) Hieno, A., Hshuna N.A., Hasegawa-Inaba, K., Yokogawa, T., Obata. D., Nomoto, M., Tada. Y., Yokogawa, T.,
Higuchi, M., Hanada, K., Matsui, M., Hirayama, T., Mitsuda, N. and Yamamoto Y.Y. Empirical identification
of the transcriptional network for H,O- responses in Arabidopsis. ICES 2016 Kyoto, Kyoto, Japan, Sep. 10-14,
2016.
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TIEBERA LR Z v b (Soil Stress Unit)
WA N VARZET NV—T7 (Group of Plant Stress Physiology)

(1) Ma, J. F. Role of ABC transporters in detoxification and accumulation of toxic elements in rice. 6™ Special Meeting
on ATP-Binding Cassette (ABC) Proteins: From Multidrug Resistance to Genetic Diseases, Innsbruck, Austria,
March 5-11, 2016.

(2) Ma, J. F,, Yamaji, N., Sasaki, A. and Ueno, D. Transporters for uptake, distribution and detoxification of Mn in rice.
The 17th International Workshop on Plant Membrane Biology (IWPMB2016), Annapolis, Maryland, USA,
June 5-10, 2016.

(3) Yamaji, N., Takemoto, Y., Mitani-Ueno, N. and Ma, J. F. OsSultr3;4 localized in rice node is responsible for
preferential distribution of Pi to new leaves and grains. The 17th International Workshop on Plant Membrane
Biology (IWPMB2016), Annapolis, Maryland, USA, June 5-10, 2016.

(4) Ma, J. F. Finding mineral element transporters for better and safe production of rice. 2016 Annual Symposium of
Korean Society of Breeding Science, Gene, Genome & New Technology for Plant Breeding, Cheongju, Korea,
June 29 - July 1, 2016.

(5) Che, J., Yamaji, N. and Ma, J. F.  An Al-inducible expansin gene, OSEXPAL0 is involved in root elongation of rice.
Plant Biology 2016, Austin, Texas, USA, July 9-13, 2016.

(6) Lei, G, Yokosho, K., Yamaji, N., Kashino, M. and Ma, J. F. Two tonoplast-localized half-size ABC transporters are
involved in internal detoxification of Al in buckwheat. Plant Biology 2016, Austin, Texas, USA, July 9-13,
2016.

(7) Shao, J. F., Kashino, M., Yamaji, N. and Ma, J. F. Isolation and characterization of a rice line with high Cd
accumulation. Plant Biology 2016, Austin, Texas, USA, July 9-13, 2016.

(8) Yamaji, N. Reducing phosphorus accumulation in rice grains with an impaired transporter in the node. International
Workshop on Soil-Microbe-Plant Interaction, Kurashiki, Japan, Dec. 3-4, 2016.

BREAYRA FLRAZ= Y kb (Biotic Stress Unit)
Y - AWM EAVER 7 V—7 (Group of Plant-Microbe Interactions)

(1) Suzuki, N. Another nude virus: a capsidless ssSRNA virus hosted by an unrelated dsRNA virus. International
Symposium on Virology and Fungal Genetics, Institute for Bioscience and Biotechnology Research, Rockville,
MD, USA, January 15, 2016.

(2) Chiba, S and Suzuki, N. Vigorous induction of dicer-like 2 gene by a virus interferes with an unrelated virus in the
model phytopathogenic fungus Cryphonectria parasitic. 12" PSJ Plant Virus Disease Workshop, Kurashiki,
Japan, March 24, 2016.

(3) Hyodo, K. A role of host second messengers in dianthovirus replication. International Mini-Workshop on Plant
Virus Research, Kurashiki, Japan, March 25, 2016.

(4) Andika, 1. B. RNA silencing-mediated antiviral defense in roots. International Mini-Workshop on Plant Virus
Research, Kurashiki, Japan, March 25, 2016.

(5) Suzuki, N. Antiviral defense in the phytopathogenic filamentous ascomycete, Cryphonectria parasitica. Swiss
Society for Microbiology Annual Assembly and Meeting, Bern, Switzerland, June 13-16, 2016.

(6) Suzuki, N. Fungal RNA silencing involved in antiviral defense and RNA recombination. ASV 2016 Annual
Meeting, Virginia Polytechnic Institute, Blacksburg, VA, USA, June 18-22, 2016.
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fiY - BRBREHEIER Z Vv —7 (Group of Plant-Insect Interactions)

(1) Shinya, T., Hojo, Y., Desaki, Y., Christeller, J.T., Okada, K., Shibuya, N. and Galis, I. Plant defense responses to
herbivores involve recognition of independent herbivore-associated molecular patterns in rice. IS-MPMI (The
International Society for Molecular Plant-Microbe Interactions) XVII Congress, Oregon, USA, July 17-21,
2016.

(2) Yamasaki, Y., Sumioka, H., Galis, I. and Arimura, G. Symbiotic bacteria in oral secretion of Spodoptera litura
orchestrate host plant defense in Arabidopsis. XXV International Congress of Entomology, Orlando, USA, Sep.
25-30, 2016.

(3) Motegi, A., Miyamoto, K., Yamane, H., Shinya, T., Galis, I., Nojiri, H. and Okada, K. Rice JA inductive
transcription factor RERJ1 regulates linalool emission in response to herbivory, 14" International Symposium
on Rice Functional Genomics (ISRFG), Montpellier, France, Sep. 26-29, 2016.

(4) Galis, 1., Sobhy, 1., Miyake, A., Tanabe, K., Hojo, Y. and Shinya, T. Direct and indirect defense mechanisms
compose efficient protective shield against insect herbivores in rice. Plant Protection Day and National
Conference 2016, Jatinangor, Indonesia, Oct. 20, 2016.

(5) Galis, 1., Sobhy, 1., Miyake, A., Tanabe, K., Hojo, Y., Wari, D. and Shinya, T. Direct and indirect defense mechanism
reveal complex protective shield against insect herbivores in rice. The 11th JKUAT Scientific, Technological
and Industrialization Conference, Juja, Kenya, Nov. 10-11, 2016.

(6) Galis, 1., Sobhy, 1., Miyake, A., Tanabe, K., Hojo, Y., Wari, D. and Shinya, T. No way to run: Importance of direct
and indirect defense against herbivorous insects in plants. Joint Seminar Innovations for Harnessing
Bio-resources (2), Juja, Kenya, Nov. 14, 2016.

BIzEE1=v k (Genetic Resources Unit)
7 ) AEEM T V—T (Group of Genome Diversity)

(1) Hisano, H., Motoi, Y. and Sato, K. ldentification of the genomic region responding to amenability of
Agrobacterium-mediated transformation in barley. 12th International Barley Genetics Symposium.
Minneapolis, MN, USA, June 26-30, 2016.

(2) Sato, K., Takeda, K., Matsumoto, T. and Komatsuda, T. Isolation of seed dormancy QTL Qsdl in barley. 12th
International Barley Genetics Symposium. Minneapolis, MN, USA, June 26-30, 2016.

(3) Sato, K. National Bioresource Project -Barley- Resources to access barley genome diversity. 8th International
Meeting of Asian Network of Research Resource Centers. Kyoto, Japan, Sep. 20-22, 2016.

BIEIFEEREMAEIT 71— (Group of Genetic Resources and Functions)

(1) Taketa, S., Tonooka, T., Himi, E. and Kato, T. Molecular Genetic Characterization of Key Genes for Utilization of
Barley as Human Food and Animal Feed. The 12" International Barley Genetics Symposium. Minneapolis,
USA, June 26-30, 2016.
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7/ LB#EA1 =y I (Applied Genomics Unit)
7 ) L 7 —"7" (Group of Genome Regulation)

(1) Ezaki, B., Higashi, A., Nanba, N. and Nishiuchi T. An S-adenosyl methionine synthetase (SAMS) gene from
Andropogon virginicus L. facilitates epigenetic gene regulation under aluminum (Al) stress in Arabidopsis
thaliana. The 27™ International Conference on Arabidopsis Research, Gyeong Ju, Korea, June 29-July 3, 2016.

(2) Sugimoto, M., Oono, Y., Kawahara, Y., Gusev, O., Maekawa, M., Matsumoto, T., Levinskikh, M., Sychev, V.,
Novikova, N. and Grigoriev, A. Transcriptome Analysis of Rice Seeds after Long-term Exposure to Outside
of International Space Station. 11™ Asian Microgravity Symposium, Sapporo, Japan, Oct. 25-29, 2016.

(3) Gichuhi, E., Himi, E. and Maekawa, M. Practical utilization of pLIA-1 carrying Oryza longistaminata chromosome
segments for improving Basmati. SATREPS International Symposium. Tailor-made rice breeding and
cultivation technology development for sub-Saharan Africa.-Progress and Future prospects of the SATREPS
project in Kenya-, Nairobi, Kenya, Dec. 6, 2016.

RERIEHEREFZE DT (Research Core for Future Crops)
HE3FRY - FERAUETRB 7 v — 7 (Innovative Research Group)

(1) Ueki, S. Characterization of genome organization of a phycodnavirus, Heterosigma akashiwo virus. The 8" Aquatic
Virus Workshop, Plymouth, UK, July 10-13, 2016.

Ve T A VBFFE 7 V— (Crop Design Research Group)

(1) Mochida, K. Advances in Omics and Bioinformatics for Gene Discovery in Plants. International Conference
VISCEA IV - Plant Genes and "Omics": Technology Development, Vienna, Austria, Feb. 11-12, 2016.
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HEBINY VRS Y LAKE

(List of Domestic Conferences and Symposia)

AREHER FLRI=Y b (Atmospheric Stress Unit)
NBREEISFFE S V—F (Plant Light Acclimation Research Group )

(1) WA B HEFEOZERAEFERE: R EEGARDNAZ MR T2 00 E 5 2 5. A KLU R A
W) R - ETE 2 —, 5, 2H 23 H, 2016.

(2) THRHEEE] - IR - IR B a A X T X FIERRABC N 7 2 AR — —OfiffT. 5570 H AfEYE
ESHES, 2T, 3H18-20H, 2016.

(3) KRVGHKLFN - mREH - WA B B{LETHRILT S X7 L7 —EDPDIIRNA Tl 7 < ARSI L U4
DNAZ% 3 E9 %, 570 0 AW AR SSES, 5T, 3H18-20H, 2016.

@) Yery 7aA4F UkT - NERFE - #EIILE - SABR - AR E - AfkotE - MRIER - KRB
FERER « KVGHALFN « 5 HVECE - %5 15 - 38 il - K B RILAHWIE YNV T AATA 7 —
QTLOf#ENT. 555718 H A E B2 SES, 5T, 3H 18-20H, 2016.

(5) EREH WA B ANAHEXTXZ LT —YDPDIOKIBITREICHET 5. §5570 0 AW L8
2, =T, 3H18-20H, 2016.

(6) A H - Fiona Wacera * /NEAFIFE - @ALT5H] - BRA # - 887709436 - A& LT - /IMRED « KEPEER
B« KRVGHORD « S HREE - B3 (E - 42 i YA P ARILOEEE~ v I — X OfERL L 257 4 7
U — U AQTLOFENT. 5570 H AR A B S ES, 5T, 3H18-20H, 2016.

(7) INEERAT « ARaAIE - YOK B OIERIKR T 0T 7 — B FtsHO M B AE A K FEngA D REREMEAT. #5570 H
KA TR FL, 5T, 3H18-20H, 2016.
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DHALF RN 7 = F OB E.. 570 H AR A Y2 EE, AT, 3H18-20H, 2016.
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KLNE KA T D A 1 J28RI5 B Akssg6 D fifHT. 5512900] A AR B REFA4FES, A, 3H21-22H, 2016.

(10) M « WA B SLFERIMEE Y A 7 VB FisHY v 77— LM AEVEH 3 5 K7 EngA OB ERR
Hr. B7E B AL AR F 4, U, 5H27-28H, 2016.

(11) HAERE - ol B - AEZA - VEAK - KB 12 - SHMURRS - FrEE— - il B2 - SOk 7 B4
X LA A L FITEIT DRI AMEEDJE X 2B AT, FE130E H ABFREESFES, BEL 9
H23-24H,2016.

(12) ©EA - @AM - IR - A B - S8 715035 - /DARIER] « REFRRES « /NSER— - ik B -
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HABME2F, B, 9H23-24H,2016.

(13) PeBpfhst - A 8 - SELFHRE - 87710505 - IARIERT « REPHEECHES « /NS — - K B - A HTEE - W
Yp A2 - WA H -2 s VAT AOFEOREIC T A QTLANT. #1308 H KB ESES, B,
9H23-24H,2016.

(14) Fiona Wahinya * /NEERFIR « S 1T5L3E « @ALHR - A B - AFRICE - IARIED] « REPREKRS « K74
FOFD « SHHVEE - B (2 - IS - /RAR B VAN LDORILRZZEAZ T NEZATA 7 U — U BED
QTLAFHT. 13018 H ABFRE PSS, B, 9H23-24H, 2016.
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PR - 82 s VLT ARILER 2 AW ERICET 2 QTLARMTIL  ZE130[0 H AFFE 2R, &
B, 9H23-24H,2016.
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BT« B35 {5 A Fstay-greenZ2IRZE BeAkded] D5y T XA FIOMRMT. 513000 B KB ESES,
JSHEL, 9H23-24H, 2016.
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H30H,2016.
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RBEICEBHEN 7V —7 (Group of Environmental Response Systems)

(1) Nishimura, N., Moresco, J., Mitsuda, N., Tu, P., Nishimura, H., Hayashi, Y., Hirayama, T., Kinoshita, T., Schroeder,
J. 1, Yates, J. R. and Satoh, K. A complex ABA signaling network mediated by PP2Cs. %5 57 5] H AHE 44
HYRFR, 55F,3 A 18 H, 2016.
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A RBEBE IR 7 Oftr. 5 57 Bl H AR AP RS, AT, 3 A 19 H, 2016.
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functions. %5 57 Al 0 AREA /LB P %, J5F,3 H 20 H, 2016.
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(6) WLHBGT - VaimE— - [ - JER ST - KA - AR 52 - WL - FILES sEt=27
Z MW7z DNA A FACBIERER OfFt. 55 10 MR AT EY = T 4 7 AWREFES, KR, 5 H
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(7) 2% - ORE U - AR - AR - AR R - B A RSE O MHHRIR M RN &L
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MpROS1X DHEHEMEHT. 2 80 [0l H AKEW ¥4, 1iE, 9 A 16-17 H, 2016.

(11) HEBF 5o s « 351 ETHAR < (LI FHIREE - ALIREE 7 - AJANFn - R - SRR A 77 v URRIEA 2O ROL
NY TSI T 5. 5 45 [aIRIFFEES, 2%, 9 A 30 H-10 A 1 H, 2016.

(12) BEEEZEDE - ZHRE - FRTEVE 1 - AN - & R - WELN YA XFAFICBF LT T ATF R
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2016.

(13) Kanazawa, M., Ikeda, Y., Nishihama, R., Yamaoka, S., Kohchi, T. and Hirayama, T. PARN directly regulates the
poly(A) status of mitochondrial mMRNA in liverwort. %5 39 [r] H A%y 1AM =4, ik, 12 A 1 H, 2016.
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TEREBEXFLRIAZY | (Soil Stress Unit)
WA N VARFEST V—7 (Group of Plant Stress Physiology)
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%5 57 |8l H AEW Ay, B, 3 A 18-20 H, 2016.
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(3) TIAESS - IIhiER - 5 8 A RENZRIET D OsSultr3;4 (THTHELERLA~D U > OEESERY S BELIZBE 5
+%. %57 Al H AREM R B S, R, 3 4 18-20 H, 2016.

(4) Wang Sheling - =& RA -5 B8 - NEE - SBIEE AR YT v %L NIPS;1 O/ R Y
VRRIARAE LA VRO 2RI T 5T 5. 8 57 [ H AEM AR s, Bk, 3 H 18-20
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OFHLY AR, B 1R N T AR —F —RaES, 316 BIEWE S VAR YT A TSR
N0 H < WL SR OB, B, 7 H 2-3 H, 2016.

(6) BEIEGERI - (LithEksf - 5 E8 A XOMFEMICK TS 7 = hT7 AR —4% —0sFRDLA DF$HL & %
OHI RS, (X 8BS - D TEWMFY—2 v a v 72016, 4R, 7H 45 H, 2016.

(7) IIHUERT - AERS - EHIZEN - AR RE - HHOE B BB A REOBR Y IR LDk
DOAHEME. A % BIRF - S FAEWFY—2 > a v 72016, 4 &R, 7 H 45 H, 2016.

(8) & EEE A RITBITDLH FITLLEROREERERM. BATEIEE Y2 2016 FFERE T VAR T T LK
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9) LiHEAS - AAEPIEML - BOERER] - 5 B8 A XEMEM O T pH #EISICEBT D M L— KA T O A[EEE.
H AR 2 2016 4R R, #28, 9 H 20-22 H, 2016.

(10) =7 fZ - [UHE - 15 @8 A ok A Bk A Lsil O H 722 AT, H AR THEEAEE 72 2016 4F
FER%:, 2, 9 H 20-22 H, 2016.

(11) 5 5 - HEF2EW - ML - BB B8 A LAX0N FI v AER QTL OFRIE. HA RS
2016 fEFE K%, 2, 9 H 20-22 H, 2016.

(12) BF #ks& -7k 125 - B 78 Silicon reduces Cd accumulation in rice by downregulating Cd transporter gene
for uptake. H A THEEEL 74 2016 FFHE K4, A8, 9 H 20-22 H, 2016.

(13) = - BEEEE] - (LHER - B 28 Two genes encoding bacterial-type ABC transporters are required for
Al tolerance in buckwheat. H A BBl Y4y 2016 4R K2, 274, 9 H 20-22 H, 2016.

(14) F &6 - BEEER] - (DHER - BB 28 Further characterization of two Al-inducible MATE genes in
buckwheat. H A T-HEALEN Y2 2016 42 R4, 8, 9 A 20-22 H, 2016.

(15) /& HHE A ROESWRINO Sy TR 5 45 RURMFEES RIS AR Y T A, AL, 9 A 30 H, 2016.

(16) 5 H#E IXTAOERFRP, LD ~O IR Tk, Rk 28 AR E ST REMHEMSERT - v
Y —Ri H2Ma AR YU A, ERAFE~WEROOND B O~, [, 10 A 29 H, 2016.

(17) Shao, J. F.,, Yokosho, K., Shen, R. F. and Ma, J. F.  Characterization of Mn accumulation in buckwheat. H 7s 43
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M REHIE 7 /V—7 (Group of Plant Growth Regulation)

(1) HExARZFET - LEFEE - AEEFN - IWATET  Enhanced response to trivalent cations of a chimeric ALMT
transporter. H Ak A B ¥4, B, 3 A 18-20 H, 2016.

(2) EBLIIKER - i RFEAT - F B - BHEAR - ZILUBERE - [UARPET - RilF—5% v ARMEM I Y=Y
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(5) Xi#¥BEE - Muhammad  Sameeullah « TEESE - Ex RZFEAT - (URET Z 2B 5 A7 1 — Rk
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ST AEERREMENT 7 L — 7 (Group of Molecular and Functional Plant Biology)
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2t IJ—, [, 14 21 |, 2016.
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DI, A AR A 15 [BIkss, &I, 3 A 59 H, 2016.

(3) HJFEAR - thF M - EFE - HH/LE - Jiye Rhee « 488 —#RJ<  Barley and rice aquaporins transporting
hydrogenperoxide. #f 57 [A] H AFEY) A B S E 2, 5T, 3 H 18-20 H, 2016.

(4) B K- o - HEEAR - 2 =R K - /NBE 7 - 50K . Salicornia europaea gene (SeNN43) encodes
a novel short peptide that can improve salt tolerance in plants. %5 57 [B] H AEM £ B2 4ES 5T, 3 H
18-20 H, 2016.

(5) Katsuhara, M. Water Stress: Global water crisis and water transport mechanism in plants. Kenya-Africa Day 2016,
[, 9 H 6 H, 2016.
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77 A HANY) 25 80 [MIk4, i, 9 A 16-18 H, 2016.
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(8) HEHE - AR B - BEERE - SERCEARER - HIREAR A R ORKEENE (Lp) [THE b L RIZTT
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BREAYAR FLRAZ= Y b (Biotic Stress Unit)
Y - AR EAVER 7 V—7 (Group of Plant-Microbe Interactions)

(1) SAGEIL HEO VA NVAYEEREE LCTORNAFA Loy I~ L OFEW~. §8EIEMA N L
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AEYR e K2, [, 3 A 21-23 H, 2016.

(4) Telengech, R., Hisano, S., Kondo, H., Kanematsu, S. and Suzuki, N. Diverse partitiviruses from the
phytopathogenic fungus, Rosellinia necatrix. The Annual Meeting of the Japanese Phytopathological Society,
Okayama, March 21-23, 2016.

(5) Lin, Y-H., Chiba, S., Kondo, H., Kanematsu, S. and Suzuki, N. Interference between distinct mycoviruses is
mediated by activation of host antiviral RNA silencing (I1). The Annual Meeting of the Japanese
Phytopathological Society, Okayama, March 21-23, 2016.

(6) TFTEHELKAL - S5A(E5L RNA VA Lo v U ZIEMARIC K D BFEEFHEE D A )V A OTER. Rk 28 4R
H AW B2 k2, [, 3 A 21-23 H, 2016.

(7) & fFH-4 B Screening of lanthanum-dependent methylotrophs. B A2 25{b 54> 2016 4EFE K22, FLIE,
3 H 27-30 H, 2016.

(8) witHmiE -4 B4 Methylobacterium aquaticum 22A O A %/ — LK REETR KT 1 7 OHERERRAT.
H AR =L 2 2016 42 K<, FLIR, 3 H 27-30 H, 2016.

(9) PEMEE - NEEM— - 4 B4 Methylobacterium JBHIEICB T2 A %/ — Bkttt v —oFE. H
KIZAb52 2016 4R RZ, ALIE, 3 A 27-30 H, 2016.
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(10) & ©14  fE# 44 Methylobacterium JBAHE OARE. H AREZ(LFAPUEHE T AUy L, (587
[m] AL OASKBRYA & < F-—) , B, 5 A 21-22 A, 2016.

(11) SEREF R SEM T 7 Ko A VA OGRS, 5 39 [a] [ | LfE R B < - —, A%, 5 H 21 H, 2016.

(12) Aulia, A., Hillman, B. I. and Suzuki, N. Different behaviors of mycoreovirus 1 and 2 in the fungal host,
Cryphonectria parasitica. Annual Meeting of the Chugoku/Shikoku Regional Virology Society, Tottori, July
9-10, 2016.

(13) Zhang, R., Hisano, S., Tani, A., Kondo, H., Kanematsu, S. and Suzuki, N. A mutualistic interaction between two
novel viruses in a phytopathogenic fungus, Rosellinia necatrix. Annual Meeting of the Chugoku/Shikoku
Regional Virology Society, Tottori, July 9-10, 2016.

(14) gaRfEIL T THLUANZ2, FI5EALOL UANVRE, {lie, 7 H 16-17 H, 2016.

(15) FBH %8 UA VARG K DM GRE~OTFWIEM. EE ANV AR =V VRV T A, B
#,9 A 21 H, 2016.

(16) Shahi, S. X N U A NVARGEY —/VOMESL. W/ T T A NV AR I = RN, B, 9 A 21 H,
2016.

(17) £ fw - BEER -4 B4 - BIIER - T a4 Methylobacterium zatmanii o A7 48
TLHERB L Ca lZxt T DEFHRMEE A & ) — A PKFEREROME. HARRZ TSP SmE, 4
T, 9 A 24 H, 2016.

(18) B =R « £ faw - BB - =Houa - & B - BT ER - B)I=E - )T RALE
Bradyrhizobium diazoefficiens &8 #4772 L7 7 — AMRFEHI A X ) — W ARGERE H o, HAREZ LSS
SR, 4t E, 9 H 24 H, 2016,

(19) £ fa - EEZRK -HF BE - BJEE - PET K Ca BETHALY ) —VIZEFTED
Methylobacterium zatmanii ® 2 % / — VK ERER OPEEIZ DWW T, O8I HAREM LFaKRE, B
11,9 H 28-30 H, 20186.

(20) EWIRA - £ fa - BEEPARSE - —JhsenE] - A AR - R RERS - BIEE - )I1E4T  Bradyrhizobium
diazoefficiens USDA110 Hi 3k REE /7 A & ) — )Lk E 15 OB FA L2 FEMEE. 4 68 [0l 0 A
WIsaRe, &9 A 28-30 H, 2016.

(21) —/hBEE L - RERZ - TINFEIT - & B4 - B =5 - =HJEw]  Methylobacterium extorquens AM1 @
AR )= NVBKFERERZ DT A VA LT D58, 5 68 R H AR4EW Lra ke, B, 9 A 28-30
H, 2016.

(22) Shahi, S., Hyodo, K., Chiba. S., Hillman. B. I. and Suzuki, N. Development of molecular and biologic tools for
studying a mitovirus from Cryphonectria parasitica. The Annual Meeting of the Kansai Regional Branch of
Japanese Phytopathological Society, Shizuoka, Sep. 29-30, 2016.

(23) KALETF: - e — - goARIE0L - TR ¥ a3 AFWVWE BHREICHKT 2 3 FEOFHL ourmiavirus £k~ 1
A ANVADFE. R 28 5 A AR 22 BT H<, #R0, 9 H 29-30 H, 2016.

(24) /MR I & T« VERRELZ < ITREF T - SARIE 0L « BERSUE  ~ A Z &Y D~ A 3 U A )V A DBEREMRHT
WFSE. %5 39 Bl F-AEW S tEa, Bk, 11 A 30 H-12 A 2 H, 2016

(25) Andika, 1. B. TIEEYET A L2 L RNA 1 Lo v v TH T A NV AEOIRIZ BT D EMER. % 40
[ ] (LA B < ) —, [, 12 A 17 A, 2016.

Y - BERBMEMER 7 V—7 (Group of Plant-Insect Interactions)

(1) Tanabe, K., Hojo, Y., Shinya, T. and Galis, I. Herbivory induced phenolamide biosynthesis in rice. 5 57 [a] H A&
T B, R, 3 A 18-20 H, 2016.

(2) Galis, I., Sobhy, I., Miyake, A., Tanabe, K., Hojo, Y. and Shinya, T. Direct and indirect defense against herbivores
inrice. % 57 [m] 0 A LB 4R %, N, 3 H 18-20 H, 2016.

(3) HrEAH - Islam Sobhy - LGB~ « =FHMiE] - HIBFEESL - R E A - Galis Ivan fEREME R Y v & —
MLRNZARAF LT A R DR SLABIEIEE . 1Rk 28 45 B ATE B K2, i, 3 7 21-23 H, 2016.
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4) LIRFEETY - fEM#ZE -+ lvan Galis « AR —BS AEEF O B LUIENICHEAET MBS EMMIZ 5 2
DR HARE RSP 76 [BIRE « 5 60 [0l HAS i B A KREAFIRE, KK, 3 H 26-29 H,

2016.
(5) JRFARFCE « WA I HARRER] - (LARAFN - NEREE - SR ¢ Ivan Galis < BTEAH - BB -
] HEM v AE CRRIGEMEE G T RERIL (34 2 O HEFEHHIVEIC ISV T Y I 1 —)L DA pE 2 il

H9 5. AARRET S 2016 K4, FLIR, 3 H 27-30 H, 2016.

(6) FREFE= - A W - ALRE T - A - &R OR R B A OB ORI R R & A R
E BT DT, 5 242 [0 B AR e, KA, 9 H 10- 11 A, 2016.

(7) MEFFPIEZE - ) IEEEZE - (L EREE - ACiRE T - ISR - & R - FHEA 77U UEIEA 2D ROL
NYTRICKLETH S, 5 45 [AIRIFEES, B%,9 A 30 H-10 A 1 H, 2016.

(8) HEAM - ALMRMET - EAMES] - WHEE— - (LARAFD - W HEM - Galis Ivan A RIZBIT DA 7 X T H
JA RREEEN Liz7 = 7 —/7 I RAGERIE. 55 51 B LFEFE 52Kk %, rEET, 10 A 28- 30
H, 2016.

(9) EFIHEE - JEDEW - Gupta Meenul - Galis Ivan « AL 1 - FEAI - KIEIEE - RHEES - KRG
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1) AR 8 BHILE - EEFIE A4 LAFIZBT DIV ARG LE O o —% —Hii, AKRF
F 25 129 [lEH e, Mk, 3 H 21-22 H, 2016.

(2) THRMES - B - EREfIL - 28 B - BE B PEEFBE T Xy MERICEBT 5 LA FEREERO
RO, AARBREFSE 129 [BlHmS, 5k, 3 A 21-22 H, 2016.

(3) Il AT - HEES - FElE B - ERERIL - ERERE RNA-seq EATIC L D a2 AXH% U & A
Aegilops umbellulata @47/ AU A R0k, AAREBREFSE 129 [BIFEHES, ik, 3 A 21-22 A,
2016.

(4) VEUE - SO - EHERES - KEHMEZ - A JEF - EEEFIA - EREME RNA-seq 7 — X THD
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[l S, fiie, 3 H 21-22 H, 2016.

(5) PEREFIA A A LXBRH SNP Z A V' 7 27 AOB%. AARBREYEAE 129 FIHHES, ik, 3 A
21-22 H, 2016.

(6) Y2EBIHZ - Tammy L. Sage « ZEEERHl « K)IZ—BB « EERA « R FE R OHEA L 2 &M4EC
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BRI ORI, B AMEE 225 55 [l S, B, 3 H 29-30 H, 2016.
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] B ARy A2 (EH) K&, EH,9 A 1-3 H, 2016.

9) AFF M - LWIRZE - SLHEN - Patrick M. Hayes - FeiEfilA IS EERHA RTRE7ZR A A4 A X B2 1ED k. H
AREFTH 130 [MEREHs, B, 9 H 24-25 H, 2016.

(10) #HH Fa-tefEf)A RNA-seq 12X 74 AFX I V= NEAKELRT. AARBHEZAE 130 BEEHS, &
Ht,9 H 24-25 H, 2016.

(11) EfEfE - BEANZE - IR B - AMaHEMER A4 A FFERIRVE QTLQsdL o HiffE & BEREMENT. H AT
Fl 7o 130 [lGER 2, SHY, 9 A 24-25 A, 2016.

(12) /IAREREL - KEFEZ - HF W - &2 - R — - 2 @8 - A - IREBET - LEE— 24
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2, FSHL, 9 H 24-25 H, 2016.

(13) [ &k - IEEE S - ERERO)L - BRI SE T - SRMEDE - NI - MAHEBER - B B A4 AFO
FEMRIRPIEICB 5 QTL fighr. A ARBFMYAH 130 MRS, B, 9 A 24-25 H, 2016.

(14) FAHKHEG - 08 B« ARJE=J8 -\ - KT 2 - @MUK - fFrEE— - XA = - WK 5 BEA
F LXK EFEEA A L FICB T D REMNEEDOE X ICBI A, A ARBEZESF 130 A#ES, B,
9 H 24-25 H, 2016.

(15) el AALXD S 7 LER. 511 [ L FHEMIEE, A%, 12 A 10-11 H, 2016.

(16) MAAKIHE 1« ABF  #8- KJR - 8 Rk EEMIL AALXD -7 2 7 —BiFMHICET 5 QTL fi#hr. 45
8 Rl [EHI B Al AR, A%, 12 A 10-11 H, 2016.

(A7) VIS 3 - SO S - E KRR - EERFL - BRERE A RkoS 2 3 A ¥~ RNA-seq-based BSA i .
5% 11 RIAX S, B, 12 A 10-11 H, 2016.

(18) [ 7 « & EMEARR - (EfEf)L - R ERE  Aegilops umbellulata 7/ A7 A REAUEH O~ v B2 7~
OFIA. 5 11 [F1.A ¥ s, A%, 12 A 10-11 H, 2016.

(19) VEIEAEM - & HECRES - RIS - JEER - EREME “RRaAX0 7 m SR NILs O RNA-seq
fiftdT. B 11 [B] A AT, A%, 12 A 10-11 H, 2016.

BB IFRERERENT 71— (Group of Genetic Resources and Functions)

(1) /AR - VEIERE - T - REPERE - B B AR T A IEMEMICRIT S MY 7 N7 7 B
TWRARHIFEM OBR. BARBEIRESE 41 [MIKkS, T, 3 H 17-19 H, 2016.

(2) FEBWE - VEIERE - REPEE c RE B - AR ¥ A AKX RIS T S DEBE kA EY. A
RIS 41 BIKS, #AT, 3 A 17-19 H, 2016.

(3) FEBMIM - PHIERE - EBFEE - ®HE B A F A4 LSBT DBEBE T RAGHEY D5y
fi. HARBRZE 2016 FERe, FLIE, 3 A 27-30 H, 2016.

(4) moEL - EERE - B B SRS A4 S SHIEEL R narrow leafed dwarfl OfiftT. ITEE1EY) -
BREAFICE 181 [RIf<s, WE, 5 H 28 H, 2016.

(5) EH BE A LXOMREVEMINNEEZBE(1:3,1:4)- 8 -D- 7 h . AARISHBEFE AR 28 FERE (F
65 [a]) JSHBEE RIS VR T A, BRI R Y T N THEREMERE L O RS2 ), #&1L, 9 H 15 H, 2016.

(6) EH E - M. Jost - RS - N. Stein BTG A AT v ZHRHT D A A A X BFHZERE RR lax-a
Doy BTN, AARBHEYS, S, 9H 24 H, 2016.

(7) BcAHKHG - I B o« ARFE=JE -\ - KT - BmAMURRS - FrEE— - B = - WK B OBAEA
FLF L FEE A A LI T DA O S 2B AT, AABMYS, BE, 9 4 25 H,
2016.

8 RH B AALXOERERN : BT HEEOROES . 58 B EHIRBEFERGIS - 55 11 8] A FHEF
gess (dbf), A, 12 A 10-11 H, 2016,

(9) ARESHEF - R - K B - R B 442X AEERKROBIG T L FEOEARKRMEIE. % 8 alH
[E itk E GRS, A%, 12 A 10 H, 2016.

BN 7 v—7 (Group of Wild Plant Science)

(1) #L 1 7% - Pernille Bronken Eidesen - Viachenslav Barkalov + Valentin Yakubov - Christian Brochmann « )= [ 7%
AR OM RSN EE S < JE - LA O R AT, A AREY 5 16 IR, B,
3 H6-8 H, 2016.

(2) Wakai, N., Maeda, M., Hanafusa, T., Ono, T., Yamashita, J. and Saitoh, K. Radiocesium concentration in panicles,
leaves and stems of rice in a sandy-soil-dressed paddy field treated with different rates of cattle-manure
compost in Kawamata, Fukushima. H A T30E 22 2016 4R K4y, 2, 9 H 20-22 H, 2016.

_40_



Q) IEFEEE « AKAAIEE « 1EHEFH— « /NI B - (UF - A B IUARVET - NEFRE X ETPORSHEE
U LDOENT. B ARSI 2E BT 16 IS k4, W, 11 H 30 H-12 H 2 H, 2016.

7/ LBE1=v k (Applied Genomics Unit)
B RE Sy T-HRAT 7 )V —7 (Group of Nuclear Genomics)

(1) S E - HPEA - MEALEHL - RIBTEZE - FMH RS S AX BT AR ERKY 72 B
MADS-box {5 F DRMHEE FHRRER L E XA R D AF A NE — . HABTREFSE 129 [H
K4, ik, 3 H 21-22 H, 2016.

(2) HEALHRHL - RISEZE: - RH fo - AEHE S TERGEIE A2 355 T 2 MR E L N 3 A5 R/ L OUER
JE BT % VRNL FHLEIG DO B A b A FALERi ¥ — AR, AARFREFEE 129 [
2, Mk, 3 A 21-22 H, 2016.

(3) AH o &HBIN - HFEERK - RIEZE AN TERREORORERIE. B ABERFERE 88 [MIkE,
=K, 9 4 7-10 H, 2016.

(4) FMgEZ - (UHER - A E R B LOEI LT 2 AW ESERRNICB T D e Y = 31T 1 v R
OfiFEfT. HARBIRTRH 88 FIk<, =&, 9 H 7-10 H, 2016.

(5) RIE#F  BHFARLEIC L2 PEURER. BABMRYSE 130 ks, B, 9 H 24-25 H, 2016,

(6) AT Fo-EHERIIL RNA-seq 2L DT A AX IV x v MEAKREETORE. HABTEEEE 130 [AIK
2, JSHL 9 H 24-25 H, 2016.

(7) ZJR H - MEAbpih - BRIEgEZE - A E - AT S o AX TR AR ETRA Y 7 A B MADS-box
BETFORMAEBETFARRER I E Y =37 0 v Z7HfEIC L 5. BABETSH 130 BIKE, SH,
9 A 24-25 H, 20186.

(8) MEdb#bih - BukiEZ - AT R AT XU 3 AT B trithorax-group s 1 D[RIE & S BURMT.
HARBRT2H 130 BIRk%, B, 9 A 24-25 H, 2016.

(9) BEBEA - HREKR - FH f-F B T 2B ZEOMBEEBRAKE T LXDOI bar R
T LOWERAOWRE. AABHEYSH 130 MR, KB, 9 H 24-25 A, 2016.

(10) A e WA THREAEOBIR &SRB, 5 8 nlh [EHkBE KRS (5 11 B2 A 3E)
A#, 12 A 10-11 H, 2016.

7 ) L7 NV—T7 (Group of Genome Regulation)

(1) Gichuhi, E. and Maekawa, M. QTL analysis for yield traits in F2 of a cross between Oryza longistaminata
introgression line pLIA-4 and Koshihikari under low input conditions. H A& 52455 129 (A3 2, Mk,
3 H 21-22 H, 2016.

(2) JLIREC— - FEME Al A FLAFTTOTE Y= X7 1 v 7 RBEFRBHIEEREIC OV Cofifr. A
REHEIERF A, 28,9 A 19-22 H, 2016.

() KAEF - FJIMHEE ZAXDT v b7 = AFEAHICED S Anthocyanidin synthase &1 DS &
FH. AAFMERHE 130 [HIEEHS, KB, 9 A 24-25 A, 2016.

(4) J1fFngE - AT F A - B)IPHEEE A & F REAER 2 R OREMIR T (I 31T D ehlEgE D~ 4 7 a7
LA T, AARBERESERE 130 [HEkEs, R, 9 A 24-25 A, 2016.

(5) A 5 REFEGT - JIRE - Gusey, O. - Hil)IPHEE - #a4 & - Levinskikh,M. - Sychev, V. + Novikova, N. *
Grigoriev, A. [EFRTH AT — 3 a UMM RWIMREE LA X FEFOAEFREN E P T 227 ) 7 |k
— LM, 5 62 1] A AT MR E R RS A AT H AR YR 30 RIRaEFRIRS, &5, 10
H 13-15 H, 2016
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it REYHEHE I T (Research Core for Future Crops)
BH R - BRI B 2 )V— 7 (Innovative Research Group)

(1) FEARMETF KRB AKE DNA U A )V ADRGEEFEOMENT. 7/ MEYF2, WO, 3 H 4-6 H, 2016.
(2) AuLusE A - fEAF  Heterosigma akashiwo virus 3&1n1- ; # OfiE & KA dsDNA 7 A L A Zk1T 5k
B« SEFANLEM . 7y =V BE VA NVABRY VR Y T A, FZHE, 10 A 21-22 A, 2016.

Ve A % 7 v —7 (Crop Design Research Group)
(1) FEEE - B - CHE - BRI - EIRAAET - WA A2 - 5 MR - SRR - IS -

VWHFEM: BRI ST AT VT h—AT —EANEDFR Y T — 7 HEFEIT L DR MR TR D R RA .
ERE BT O 72 0 ORET B - FiERm & O A, &M, 11 A 16-18 H, 2016.
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(List of Symposium Superintended by the Member of Institute)
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5. BREICBIT 5 EIEHE
HE 5t GRAERFEAT 4 BB X —)
6. fEBIESO TR Z AlHE &+ D87z e A mEl O
BAH—E (Y =—a B a—Z YA = ZHFFERT)
7. BERITCAN—RABRIEIZ L DT 7 LT — X fifkr
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8. BESLAERBIEOH KRR
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9. F—ZR L LT EE
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HSEMEMA N L AR VET T A
NEOFRED 72 DR S
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BET . RBMTEXEE TA YT —
F=TFTAYF = BYAA T 7 (LR - W) - FlifEs (R - A hT)

tyiarl HEMOEMRIA b LR

1. BBOBTEME (774 N 77 X~
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8. [ M HKEIEMILDIEE & Hr A B L AT
R (BB EEHIN KPR 5)

9. BRANUBLT BT IALEERIZ X D08 O SR IR
FREFEH (&R BB EHIR K FRE R )

10. 7 4 b7 v BT X B IARTFHIEAS -3 B RS A% o Bl i
ATNEE UM KR TR

1. 77 vV VBZRRICERT 2 NTLEmoBR &2 0FH
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a1l BEEEEALITRT

1. BFZEORNZ--Z D GFP XKL K ? 89\ GFP &b =t~ 7/ {KhaEEE)RE
WA A (4l BRI A B T R

2. A= 77 VI L DMEEERMEORE BRI on 7 7 U—
JROER CGRAERFPZERYE 7 v > 7 0 7TWF9ERT)

3. NAMEF RZEDIREEZEDRIROBE TRESEDD
EARIER (RPRRE s R e v 7 —)

Ty a2 FERROREINE
4. WY D RRIR: e T3 2 BERR AR BRI S &
HHE S R LERTAL AR T RE T 2 —)
5. BERRITHITE L TED X S ICHRNEZBEIT 500 ?
L =AR B2 R IE = 2 (1 U R BRI S A m B EaF 78 & o % —, 2Department of Biological Sciences,
Kongju National University, 3 &40 5 HUREE T 220588}
6. [RIRICEMEIERR & v X 7 B OFRE - #E1E & 2 ORI H
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The 12™" PSJ Plant Virus Disease Workshop
Interface between plant and fungal viruses 11

March 24, 2016
Kurashiki City Art Museum

Organizer: Nobuhiro Suzuki (IPSR, Okayama University)

1. Virus intracellular movement: Utilizing the host intracellular trafficking network
R. S. Nelson (Samuel Roberts Noble Foundation, Inc.)

2. Molecular mechanisms of intra- and intercellular movement of a dianthovirus
M. Kaido (Kyoto University)

3. The P1 protease modulates potyviral replication and host defense responses
J. A. Garcia (The National Centre for Biotechnolgy)

4. Spatial and temporal evolution of potyviruses
K. Ohshima (Saga University)
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5. Yeast as a genetic platform to explore plant virus—host interactions: from ‘omics’ to functional studies
P. D. Nagy (Kentucky University)
6. Molecular mechanisms of RNA silencing suppression by flexiviruses
Y. Okano (The University of Tokyo)
7. Mycoviruses in fungal crop pathogen Sclerotinia sclerotiorum
D. Jiang (Huazhong Agricultural University)
8. Mycoviruses of the rice blast fungus, Magnaporthe oryza
H. Moriyama (Tokyo University of Agriculture and Technology)
9. How to engineer useful mild strains for cross protection, using potyvirus as an example
S-D. Yeh (National Chung Hsing University)
10. Highly activated RNA silencing via strong induction of dicer by one virus can interfere with the replication of an
unrelated virus
S. Chiba (Nagoya University)

International Mini-Workshop on Plant Virus Research

March 25, 2016
IPSR, Okayama University
Organizer: Nobuhiro Suzuki (IPSR, Okayama University)

1. A role of host second messengers in dianthovirus replication
K. Hyodo (IPSR, Okayama University)

2. RNA silencing-mediated antiviral defense in roots
I. B. Andika (IPSR, Okayama University)

3. Plant pathology research at the College of Natural Sciences, Makerere University, Uganda: past, present, and future
A. Tugume (School of Biosciences, College of Natural Sciences, Makerere University)
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(BT BT D340 < W D B RS

HfE : 2016 459 A 18 H
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FAEFE L - Stig U. Andersen? « FERRIEIE S - JIIOIEARE 4 - Wi N{E# L QI RFERFEREAM - 88
B 22052 F), 2Department of Molecular biology and Genetics, Aarhus University, 3 8k k&2 v B EF 7R R,
S BN AR GEET I O R T SR Y)
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1. High Throughput imaging and Quantification of Root Architecture: From the Laboratory to the Field
L. Kochian (University of Saskatchewan)
2. HANY =L ARY v NEGHBEIZ 351 D LR RE
A EETE (RO RS)
3. HHE b L—H— & W TR RN O W Sy AR TR AL B
FHEF B KB OROR)
4. A XDEFWIND 571
5 g (hd1LoRs: - AEAAIT)

Kenya-Africa Day 2016

October 6, 2016
Okayama University, Faculty of Agriculture, Building 3
Organizers: Wataru Sakamoto, Akio Tani (IPSR, Okayama University) and Yoshiyuki Tanaka (Okayama University)

Lecture Session

1. Regional Integration as Japan's Cooperation Policy to African Development
I. Tambo (Kibi International University)

2. Hunting fossils in Kenya and its implications for human evolution
N. Morimoto (Kyoto University)

3. Water Stress: Global water crisis and water transport mechanism in plants
M. Katsuhara (IPSR, Okayama University)

Poster Session with Flash Talks

The 11th JKUAT Scientific, Technological and Industrialization Conference
-Innovative Agricultural Sciences, Technologies and Global Networking for Sustainable Food
Production and Security-

Nov. 10-11, 2016
JKUAT Main Campus, Nairobi, Kenya
Organizer: Wataru Sakamoto (IPSR, Okayama University)
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Session 1

1. Comparative Analysis of Ethylene-dependent Ripening and Low-temperature-modulated Ripening in Kiwifruit
Y. Kubo (Okayama University)

2. Low-temperature Modulated Fruit Ripening in Three Kiwifruit Cultivars
Y. Tosa (Okayama University)

3. Spatial Modeling of Weather Variables for Plant Disease Application in Mwea Region
P. O. Ouma (Jomo Kenyatta University of Agriculture and Technology)

4. Effect of 50 hz Magnetic Field on the Chlorophyll Content of Spinacea oleracea
S. Biketi (Egerton University)

5. Managing Passionfruit Leaf-miner in the Context of Integrated-pest-management in the Highland of Central Kenya
J. N. Kahinga (Horticulture research institute)

6. Prevalence, Incidence and Distribution of Groundnut Rosette Disease in Western Kenya
E. Osewo (Jomo Kenyatta University of Agriculture and Technology)

Session 2

7. QTL analysis of stay-green trait using a Recombinant Inbred population in sorghum
W. Sakamoto (IPSR, Okayama University)

8. Efficiency of Integrating Seed Treatment and Foliar Sprays in Management of Ascochyta Blight (Ascochyta rabiei L.)
of Chickpea (Cicer arientinum L.)
J. N. Nganga (Egerton University)

9. Generation Mean Analysis for Stem Rust (Puccinia graminis f. Sp. Tritici) Resistance in Wheat (Triticum aestivum L.)
in Kenia
H. W. Gitonga (Egerton University)

10. Efficiency of Microbial Antagonists in Nutrient Amended Media for the Control of Bacterial wilt (Ralstonia
solanacearum) in Tomato (Solanum lycopersicum)
M. Turere (Jomo Kenyatta University of Agriculture and Technology)

11. Direct and indirect defense mechanism reveal complex protective shield against insect herbivores in rice
I. Galis (IPSR, Okayama University)

12. Effect of Evaporative and Near-infrared reflection Cooling on the Quality of Mangoes
U. N. Mutwiwa (Jomo Kenyatta University of Agriculture and Technology)

Session 3

13. Evaluation of the Water Quality and Utilization Efficiency of a Recirculating Aquaculture System (ras) Using a Sand
Vfetiver Biofilter
P. G Home (Jomo Kenyatta University of Agriculture and Technology)

14. Ensiling Total Mixed Ration: A Method of Preserving Wet By-products with Enhanced Aerobic Stability
N. Nishino (Okayama University)

15. Effects of Litter Diversity on the Rate of Decomposition in an Agroforestry System in a Semi-arid Zone in Juja,
Kenya
A. O. Bankole (Jomo Kenyatta University of Agriculture and Technology)

16. Spatial DlIfference in Capsaicinoid Biosynthesis Gene Expression Explains Higher Capsaicinoid Contents in Chili
peppers
Y. Tanaka (Okayama University)

17. Evaluating the Performance of Dehumidified Solar Drier in Drying of Pumpkin Slices (Cucurbita pepo)
F. G. Kiburi (Jomo Kenyatta University of Agriculture and Technology)
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International Workshop on Soil-Microbe-Plant Interaction

December 3-4, 2016
IPSR, Okayama University
Organizer: Jian Feng Ma (IPSR, Okayama University)

December 3

1. Development of bioorganic fertilizers and the acting mechanisms of functional microbes added into the products
Q. R. Shen (Nanjing Agricultural University)

2. Strategies towards sustainable use of acid soils
R. F. Shen (Institute of Soil Science, Chinese Academy of Sciences)

3. Transcriptional biomarker that can evaluate Al-toxicity in acid soil - A case study in a model plant Arabidopsis
H. Koyama (Gifu University)

4. Simultaneous decrease of arsenic and cadmium in rice grins in Japanese paddy field
T. Arao (National Agriculture and Food Research Organizaiton)

5. Microbial processes mediating arsenic transformation in paddy soils
F. J. Zhao (Nanjing Agricultural University)

6. Engineering rice to reduce As accumulation in grain
W-Y. Song (POSTECH)

7. Use efficiency of phosphorus by crop plants
F. Yan (Justus Liebig University)

8. Effects of exudates from cluster roots on the mineral ion uptake and microbial communities in the rhizosphere soil
J. Wasaki (Hiroshima University)

9. Aeolian-dust-derived micaceous minerals control radiocesium transfer from soil to plant in Andosols in Japan
J. Nakao (Kyoto Prefectural University)

10. Correlation between seasonal change of cesium behavior and expression of potassium transport channels in poplar
J. Furukawa, Y. Noda (University of Tsukuba)

11. Iron-induced nitric oxide leads to an increase in the expression of ferritin in Lotus japonicus nodules
M. Nomura (Kagawa University)

12. Radioisotope imaging technique for plant science
K. Tanoi (The University of Tokyo)

13. Reducing phosphorus accumulation in rice grains with an impaired transporter in the node
N. Yamaji (IPSR, Okayama University)

December 4

14. Potassium, sodium and carbon sources affecting the dynamics of fixed ammonium by clay minerals
F. Ke (Yangzhou University)

15. Effects of inorganic ions and organic acids on the release of nonexchangeable potassium from K-bearing minerals
-rhizosphere conditions can enhance nonex-K release from minerals
J. Yanai (Kyoto Prefectural University)

16. Two birds with one stone: How does a high affinity potassium transporter affect rice plant architecture?
L. Yu (Nanjing Agricultural University)

17. Regulation of rice iron deficiency response and possible iron sensing by HRZ ubiquitin ligases
T. Kobayashi (Ishikawa Prefectural University)

18. Ozone impacts on regional rice and wheat production
H. Y. Tang (Institute of Soil Science, Chinese Academy of Sciences)
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19. Early responses of Arabidopsis plants to boron deprivation
M. Kobayashi (Kyoto University)
20. Polar localization of boric acid transporters for efficient uptake of B from soil in Arabidopsis thaliana
J. Takano (Osaka Prefecture University)
21. A novel strategy to identify genetic mutations to improve boron use efficiency in Arabidopsis thaliana
K. Miwa (Hokkaido University)
22. The role of cation diffusion facilitators in manganese homeostasis in rice
D. Ueno (Kochi University)
23. K and Na transporters involved in salt tolerance in rice and regulation by transcription factor and lipid signaling
W. H. Zhang (Nanjing Agricultural University)
24, Mechanisms of Na* exclusion from leaves in rice upon salinity stress
T. Horie (Shinshu University)
25. Assingle NLR immunity locus underlies species-wide variation in acquired osmotolerance in Arabidopsis thaliana
T. Taji (Tokyo University of Agriculture)
26. Identification of quantitative trait loci controlling seed-zinc concentration using Australian wild rice, Oryza
meridionalis
R. Ishikawa (Kobe University)
27. Modeling mineral transportation and its control
G. Sakurai (National Agriculture and Food Research Organizaiton)
28. The integrative aluninum resistant mechanisms in rice bean
S. J. Zheng (Zhejiang University)
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2B %E (Awards)

KRERE Y TRRNT 7 v — 7, M e (FdR), FREE (MEEANENEER R EARER), 4 H 241,
2016.

A NV RAFETN—T JG sk (%), 7 AV WA TS eSS BE, 7T A 9 H, 2016. (Group of
Plant Stress Physiology, Ma, J. F. (Professor), Corresponding Membership Award of American Society of Plant
Biologists. July 9, 2016.)

A b LRI V—7, B dEE (BdR), & 49 Rl LR = ARRLEE, 8 H 31 H, 2016.

T BRI V=T, AR (MERTHIEREE 2 ), BHFRKE, TH 4 LX0a-7 I 7 —BIEMHRICH
9% QTL fighr ], 265 8 [l h [E Mk BRE#kGE S, A%, 12 A 11 H, 2016. (Group of Genome Diversity, Matsumoto,
S. (Master course student), Best presentation award, “QTL analysis of a-amylase activity in barley”, 8" meeting of
Chugoku branch, Japanese Society of Breeding, Dec. 11, 2016.)

_54_



9011 PJIM WOJJ PIas a1 JO UOILNUSIUOD UIZ

BE Ok SRR 2L 2 T R

A Burseasour auab e Aq 2011 Anfenb ybiy jo Butpeeigl| B [l % VST LB o Hi ok \vﬂﬁ o " IR 7o bk
sdouo ul uoneuodsue E@@\?%W, . | — &~ @#%@N%%% -
£ [eJaulw ay Jo sassaooid uone nbas ayy Jo BuljspolN| T ELUSEE OB £ d X & (1SF 2 ) # Al | WA FYACHy DG 2GS TN R - SR
801l Ul 8sed |V . o v oW LV £
T - -, H aueiquiaw ewse|d ayp Jo sisAjeue [euonoung WHA D LA N B LTIEH O V| [ L = 2k LLAL ) MKMM@
" SpPaameas Wiz < F£f — 3% 4y
Tk - SR U asuodsa1 ssaxs aup 40 uoneInBal onausBIda | sk = £ A =R A v @ permmey| B T | EEH T EDIERY - L REHE
sisdopigely ul Aausiolap ML TGN AV R :| H
¥ Uiz Japun sapidad Jo swsiueydaw JenadoN| FH 1 Z Y HEH D 1Sk D)L LK ot L L L WO - s
suonpuod pabbojiarem Hu#h 2834 0 - e N
¥ 0] 9214 1depe 0] [04U02 Jey) sauowuoy Juejd uo Apmsg| A AEY S B D)W EEE TN Ok b L " BRI - Y IR
Tk sasuodsal ssauis anoige jueld man&@m_«xﬁ@_ ,ﬁ@@;ﬁﬁ/\ﬁ B 9y Y U AL D=l S N N
- ur uoneinBal 9NBUIUASOIQ |em 1199 JO $8101 U0 ApmS| TN & L1SF 218 U v A | v R oy A « RN RN A A A
Buijeubis e G EL MY - —
Ml pIoe 21s19sqV Ul uiajold Joydepe Ag parerpauu _ﬁwm@%wwwwmﬂwﬁwwm@m w \\M m ZH  pbd | HMHE A M FEBA G N T - B
uoissaidxa auab Bul|j0.uod swisiueydaw Alojejnbay o SOTTERIRRTTES WAL O WU HT Y - FH
SJUBINW P3Je[3J-30U30SaUas . )
¥ Jo sisAJeue [eaiwaydoiq pue [eaibojoisAyd| #HGHEA T « B QW LG B ) 2 S L B MR B - S
ulfliA ursioad Buipulg-unoe w%@ﬁ@ WEL L] s . g
¥ Aq solwreuAp ajjauebio jo wsiueydaw Alorenbey| LV K TN (AHBESM A AL 4 L SRR e B
TOAD J0 Buissaidxalano &

¥ sisdopiqely ui sisayjuAsoloyd Jo sisAfeuy| ERHETICQO L LK ) 0 AW ETOAD IR B A

i (483) Rl VR v ¥ | % oW s - B

(21ud) Younasay /abvs ) nor ayj 1o s193(oad U0 O ISVT)

(FEEE AL HY [ 3 -

HHMEII) | X 0 3£H0EIF




1e3YM WOJJ Sulells wniis)oeqolby onAydopus

13 7 P oM

& 10 UOIeZII81oRIRYD 9AISUBYaIdWwOod pue uone|os|| L (1 £ 4y 4 L NMO AP G e 7 LR 5 e R
5 - I SO mEM oY L hoh g ba| s g | B S - Y N
A ©[0JLI9) Ul S3SNIIA0IAW JO SISAJeue [euonound a AT = . = N
B $88.1 J1nJ) WoJy pajejost snbuny| L T - . L S0 M3 S Ak - B
SO - N UT S1uaBoed0IAUd BUNYBIUI SSSNIIA 10 UONEZLIAIIRIRYD) W @ LA b o O BN S M IR | 20 S EN | AT B D S RS TN 3T . R
] [0IUODOUIA J13Y) PJeMO) “ds wintiesn wody| (o] 3 MO v A0 b LB 2N BFEH 2 X UL vt hx
¥y SaSNJIA [ebuny Jo uoleIRNUAPI pue Joj BulusaIdS| 1V —ri A= o ) L QOBIE(T 4 (1 i £ TR ) SHEH VoLl r L - EXEHE Y
o 1921 [efuny Jo salIANDe WL T [ w m o 24
¥ BuINR[0-V/NXSP JO LUONEZUIBIORIBYD [elwayo0ld| (o Tk V N MY & 0 — i b 4 1| TH HEk B AT AN - EY TEH
S e ORMET S Gk LA
M H 1es Jue|d Jo WisIUBYOBW U3 Ul iom Jeyp sfeuueyo|  HIZ ST o e o | g T - N
uol Jo uonouny feaibojoisAyd ayy Jo uonepion|3 &2 A BRI A B OB
» eueleyl sisdopigesy ul sutiodenbe LY LB O T EEC0D , " -
W HH ut Apigeswiad QD Jo sasAjeue aalsuayaldwod| 2 (1 s L 4 LB QLY LXK b as H— H& =5 ARG S B - S
. 8014 Ul sianodsuely ) A2 1164 1) Co T N —x
HH o1 , =i il en +E IS | BT E ARSI B ) YT - B
uoned Jo AliAIoe Jodsuel) Winisad JO Juswalnses|N | FLE <7 L 2 A QY il V| ok ) YT 4y D N IS TN« 3R
T - 2 sjuejd JUeJ8|0] d-MO] AQ UOIIEPNX3 PIde d1uehio L o3 F-£4 o x E24
o Ul PBAJOAUI SWISIURYD3W Je[nd3jow Jo sazAjeuy | TR LS M E & F @ B oF asf i B W A R 285« ST
P " — 4512
NI AN Japjodsuel ] Sdvd sisdopigely Jo sisAjeuy W OYMSAVd L L X b as| 72 #hdE i 2 AT YLD - BN EE
- s[auuey uol Burejndiuew S4B oM Z T ) ) T 2 AL
REE Al yBnoau: souesIsal ssans douo BuLBaUIBUS| A | ¥ ML T HF B Ak kL2 p [T AT " e O H BN - S T
vHE (TH36) TR R ¥ ¥ | % R - B A

YE




Sluswis|a

Lty CoTl R Z G

(F) Hm pue|sseld erLINyouRN-a10Y 191]3. ay1 Bunussaidal sy FHE EE F:42/2 v s H%
oo 1uB(d poIBUEPUS 10 Auisionip omouaey| I CATBHE BN & U W B B R B4 - Y
801 pue A3|Jeq UsaMIB] SIURINW U0IYD0ISe|d PUe Jed] Il H=t Ty B - L0 O 3 B E | e 10 i . it
HINE MOJIRU JO SISA[eue 2130uab Jejnasjow aanesedwod | 2 T Sk 3 77 %% L IOTSETHEY LE N g2 St R N NEE T - SN
U01193]]09 As|eq ay) Wody OIS 3 .

- Y Saul| aAnISuasul-ainyeadwa) Jusiquie Jo Bulusalds| ¥ S EEYNY BB e T KK #ows = el - U
101199]102 Aajieq L ol 3

e Buisn Aq syueyd Ajiwrey sseib ui seujoqelew Arepuodss| GH = = JOH QN — (e £ ¥ = MRERE - AW
J0 uonouny [e21Bojoiq pue sisayuAsolq uo ssipms| 2VAE Yk U N 2B B e T KK

4 forza ut buipea S gy g e cme | canmsmmenm -

= = ) ,_._ R/ 7I< N — |

40 |0.u02 d1potiadoloyd auy Jof sisAjeue oneUD | GHT) R COMYI4EHTH TNV X2 H 0 7 KK P $<§r IS+ 33
Asjreq ul sezAlo euenaliAd Tk

) - fEY Jo sdnoiBigns snOLIBA 0) 8OUBISISI 10) SNIO0]| 2 7 A~ =—1l 4 () OWITH S G FNL B @ 6. #r=  FF Fiar LR TR - A
xo|dwod e ‘ zowy Jo SIsAeue jeuonauny pue butuo|d| HFEL2VFIYHE MG Q A E O T KK

i) As|Jeq ul 92ueI9|0} Jfes 10} 11O ®© JO UoIedIuUaP| % T Mok =k ]

, ’ o iy B QT LOR B 0 X 7 K K ) - AT Y - AN TR

uonew.opul awouab Asjieq Wil 7 £ 4T =W .
e aup Buisn sauiouaB projdAjodole Teaym U0 SaIpNIS| HE51H B L\ ISR I 47 ket PR HE | SRR MR - wop el
Sa10AIgJaY 1surebe L 0 T £ w u -

Ek - She9 asuajap Juejd paonpul oy swsiueyosw JeNIBJoN| ¥ A& & L) oF 2V (G T e S8 TR 2 Qo (A4 EY it B R B LT - S AR

syueyd sapiodas aamsussiadAy-1011911e Buisn LN - RO — 4 WAL 2 pfodd bre

SRS - FHlg ’ AATQURTH T AR - WHOF| Ui W | B | | e T i e vy

Aq s10110113 Jue|d pareIdosse-aloAIAIBY 10} Bulusalds TR YN T Y AWIE — 5 4 (T N N W A MR 0 T ¥

sesuodsal A T KB o .

SIES aunwiwi ue|d uo ssuowoy ueld Jo 8]0 JO SISAJeUy| 3F WD X TANKIGEY S L) oF 25 W 3k R5 (4 HY W ¥ % TRAAY BT - AR

vH% (w3 R R v N | % W R - B

YE




i T

('sasnya snaunr ) ysni LAY

M W e FIEY W E=RER T L L ARG - R

Tew ay} Jo Ajdas ssauis uo suowoy jueld ayl Jo Apmis| A FEY G LEIDISE VLN ¥ O 4 & b N - S bl i T ]

asuodsa. jJuapuadapul -poriadoioyd ui paAjoAul LA 2H %Y 2 3 . —

Mo - HE& VB (5 s T EL W | HagHE A AL BA AN Y - B

seuab awi] BuLIBMO}Y JO UoITeZLIBdRIRYD pue Buluold | H TV B T S HE W AET H ok I Ny D S XIS T « 33
awoual sniIA omiysexe ewbisolaleH UMY 2 3T

VY ue uo pajoIpaid sauab Jo uolssaldxe WNYW| —+ 2 | < £ LW ia DB U] HE  #) T LA T Y - SR
Ajnuenb pue ayepijea 01 wuoje|d e Jo Juswysijqersy| £ L EIETT /L LAy L2 g2 T L

Apurey sseib ayy uiynm I L N " g

e SR IE sa193ds Ul uolealjdaiopus Jo uonenfal uo Apms| B )V IE O AIVNA S L1SE D) g w b LEDNE BRI WEFH WKLY - EXFH D
SISUBLININY BLIBPjOYINg CREAT Lk V3 45059

winugoeq Buixiy-ushosu onAydopus Ynm| 2 & B & S 21 BLOT-VITEK J N H l P 4

_:@M -V U_._Q\Ar_ 9911 P|IM UBDLIYY _HC.m‘_w_Ouncm@O._u_C HJLMVJM% \_\ DR D p %ﬁ%%@%%ﬂvmﬁm_mcw::‘sx N%\ &%% W%wﬂ% rﬂmw.mu_”m@i BH rﬂmiuﬁ TVNWWM@\H_W
O] 81 JO SWISIUBYI3W J110IGUIAS pue 11eJ] 9118U39) eLIsployMINg B i Y 5] SE 52 F kd o b

A10]6 Buiuiow Yookl oo 1H 34y

i asauede( ay} JO $32IN0saI0Iq Y} U0 sonuUdbIdT| =+ (2 A T/ N ZME-F T T O L L 4 L A " F TR - SIS

' uone|nbal i ] A L A b de bye

B - it anauabida Aq uonezipiojdAjod wNQ Jo uononpul| HWNAQS T2 £ < ¥ Lk =LA o Tl Y R Y M A A T 5

auab Jauiodsue.) 8s01ons Asjeq e Bulkued| 2 [u| Y Baie T = Ay YUR YV Hes 4 “ e
R S3LIOSOWO0JYI Je3YM LOLWILWOI JO uoneoynuapl| LB — g — Yy L L #E 2 QW T KK s = el -
$80.n0sa1 9118uab 1eaym ApirojdAjod ul ssusl| [ oBFAIIL £ < V Lk =LA TS| s 5 “w

AEF B | snofiojosowoy 40 wsiueyoaw uomeinBes onsusbida| RN & Oer e = Hga| - W | PR AR AR~ e
SaAed| Usalb O T ¥ = 1 o SEMIC)

() [ UMM SISUIMISAO YIIYM ereluss siqely ‘Jueld suidfe m_p o N s w | A B =N St i - Y [l
U1 JO WISIUBYIBW 32URIS|0) P|OD JO UOIEPIIN|T b G L b S BB QIR

vH% (F423) R R oy | % om o - B

YE




Annual Report 2016

Director: Masahiko Maekawa

Editorial Members: Sanae Rikiishi
Takako Nakato
Naoki Yamaji

Published by Institute of Plant Science and Resources, Okayama University
Chuo 2-20-1, Kurashiki 710-0046, Japan
TEL: +81-86-424-1661
FAX: +81-86-434-1249

RILKRZEEREYRIE RS 5 24 %
(Annual Report 2016)

P29 £ 3 H 25 H I
FRE29 £ 3 H 31 H  FAT

¥ 1T T fif] | LK 2 B R RE Y R A ST T
710-0046 E#Efihd 2 T H 20-1

TEL : 086-424-1661

FAX : 086-434-1249

WEER NE R
R ET
i it




