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2. Bion Tech Inc. Taiwan receives “Futuristic Inventive Technology
Award” from Ministry of Science and Technology, Taiwan for
development of innovative biological mosquitocide (&8 B R4
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3. Record in the agribusiness in Brazil (2017): 405 agrochemical
product registrations approved (20174E B 78 &4k 7= b & oo : 3k
4051 mhIRE L)

& 2017452 VR A BONIH BRI —4F . fEMFWCHS) F 2P RIE, R TR 5
A, R 7 PR IR R . BV ERAE201T4EE T 1405 R AL


http://www.agrogene.cn/info-4657.shtml
http://news.agropages.com/News/NewsDetail---25129.htm

PG, BT E TR 27T B A ERERIRA T T g —, (H
AL — EL P s NI I B K RGO TR PRI B0, 4 "R T 2 T it
A~

A RHEEALOCA BB T (PG B K A B R ANVISA) (K% B SR IR, BUR TSN,
& H R A 2 B I R DL R BT F 1R A AR VTS

RE: AgroNewsH T

RATE#:2018-01-16

E9'&: TR

http://news. agropages. com/News/NewsDetail-——25092. htm

> FRILMR
1. Circadian Evening Complex represses Jasmonate-induced leaf
senescence in Arabidopsis (#1F§ %+ FJEvening Complex# | K Fj B
HIZRIK T 5 M 3% 8)

fj4: Plants initiate leaf senescence to reallocate energy and nutrients from the aging to
developing tissues for optimizing growth fitness and reproduction at the end of growing
season or under stress. Jasmonate (JA), a lipid-derived phytohormone, is known as an
important endogenous singal in inducing leaf senescence. However, whether and how
circadian clock gates JA signaling to induce leaf senescence in plants remains elusive. In this
study, we show that the Evening Complex (EC), a core component of circadian oscillator,
negatively regulates leaf senescence in Arabidopsis thaliana. Transcriptomic profiling
analysis reveals that EC is closely involved in JA signaling and response, consistent with
accelerated leaf senescence unanimously displayed by EC mutants upon JA induction. We
found that EC directly binds the promoter of MYC2, which encodes a key activator of
JA-induced leaf senescence, and represses its expression. Genetic analysis further
demonstrated that the accelerated JA-induced leaf senescence in EC mutants is abrogated by
myc2 myc3 myc4 triple mutation. Collectively, these results reveal a critical molecular
mechanism illustrating how the core component of circadian clock gates JA signaling to
regulate leaf senescence.
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http://agri. ckcest. cn/ass/9820fd1a—3806—-4f0b—8e95-8f0822248351. pdf

2. Pan-genome analysis highlights the extent of genomic variation in
cultivated and wild rice GZEE AP T R R ME LR HIE
KA AR )

4. The rich genetic diversity in Oryza sativa and Oryza rufipogon serves as the main
sources in rice breeding. Large-scale resequencing has been undertaken to discover allelic
variants in rice, but much of the information for genetic variation is often lost by direct
mapping of short sequence reads onto the O. sativa japonica Nipponbare reference genome.
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Here we constructed a pan-genome dataset of the O. sativaO. rufipogon species complex
through deep sequencing and de novo assembly of 66 divergent accessions. Intergenomic
comparisons identified 23 million sequence variants in the rice genome. This catalog of
sequence variations includes many known quantitative trait nucleotides and will be helpful in
pinpointing new causal variants that underlie complex traits. In particular, we systemically
investigated the whole set of coding genes using this pan-genome data, which revealed
extensive presence and absence of variation among rice accessions. This pan-genome
resource will further promote evolutionary and functional studies in rice.
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