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e Genome Sequencing and New Technology

o Functional Genomics

e Proteomics, Metabolomics and Bioinformatics

o Transgenic Technology and Genomics-based Breeding

e Genome Diversity

e Epigenetics and Epigenomics
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Mee Len P Plant acyl-CoA-binding proteins are involved in
Chye stress and development
Douglas R | University of Harvesting legume genomes for disease
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Rhee genome-wide molecular networks in plants
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acetyltransferase in Arabidopsis
Adaptation to local environments - a group of
Jesi 1 Jea KA fast expanding Arabidopsis thaliana along the
Yangtze River
A Evolutionary genomics of Arabidopsis relatives
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L A PR The genomics of maize breeding
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. Developmental and transcriptomic adaptations
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to drought in the Arabidopsis flower
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The chemistry between the male and the female

i bR

in Plants
. BB FE R 22 | Chromosome landscape and transcription
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Down-regulated ethylene biosynthesis is
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through auxin localization in Arabidopsis

Epigenetic regulations contribute to the
expression divergence of the three TaEXPA 1
homoeologs in hexaploid wheat (Triticum
aestivum L.)
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Comprehensive analysis of miRNAs duplication
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tolerance in higher plants
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Development of a rice phenomics facility
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equipped with agricultural photonics

DEFECTIVE VACUOLAR TRAFFICKING, a
K E L ZR AR MY K 2 palmitate transferase, regulates development
and stress responses in Arabidopsis
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MICROSPORE AND TAPETUM REGULATOR
N . 1 encodes a secretory fasciclin glycoprotein
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required for male reproductive development in

rice

Genetic and molecular understanding of
LISEY3 el Ky sub-specific reproductive isolation between
indica and japonica rice

. Wheat centromeric retrotransposons: the new
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New methods of mapping QTX based on omics
data and their applications in crop breeding
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Identification and in-depth analyses of genes in
A E W% NS tetraploid G. hirsutum tissue based on the

sequenced dipoid G. raimondii genome
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