B7\IE éEI*E%mEIEﬁﬁnkA

The 6" National Plant Protein Research Conference

MNEFRERRL

2016.12.18 - 20
FE - 30

SEECiEAN

ETIBML
HREENFS

HRIPER(L :
BEAE
FRERHREF R
BRITEXE

tiBENER(

It biEEI £ ABIRAE
BOEEBEE

O HLCERE

NS
|5

y 29 %! 1Fe
S ' y ‘!:‘L!f’l’l;!;/




B NIRRT R TE R, APt 58 I RE BRI AR 7 I ARCEE N B B SR FE AR,
DifeE A RN, =5 2R AR EEZ 7 W HhEEY 2 E T, R
SN S b s kA R N S 3 [l R N S A= A WAV CE et ES b B S VTR T W N
9 m Y A BT SRR BRI E, €T 2016 4 12 H 18 H - 20 HAEIFHA
WOW AT, KRS EM: http://www.plantprotein.org.cn/

WA

BN meEEYEA TR, SN 2016.12.18-12.20. K& BUA Rk
B TR R EMIE, R s i) B B 5T D RE T 5T SO S AT [ A A B
L5 LR EMRS RS

5 R A AL R S EORESIBE, (). 2016.12.21-12.27, CA#EIEF] 21
% [ N A BR T 5 AT R B AL RO FUBOR S 2 5

R s A

EREPN Hh [ B2 Bt Bt L Hh [E o} 27 B A A2 B

ZH Hh R 2= B L Hh R B s A K E BT
KB Hh R 2= B L UK

XERLHE [ RHF R b+ BN

et R 5 BB b A e RN

X Hh R 2= B L Hh R B s A kB BT
EEoR Hh [ AR B L IR AR K 2

Tl 5 W9 5 Hh [E o} 27 B A A B

Mt A W9 5 R =R s A K 8 P
Z WFoT 5 Hh [ [ 5 R
FEH E/Er 5 [ i HEAR K 2 R i 00T 5 BT
Steven P. Briggs % EFRF =R b+ 2 EIN N K 2 2 T 543 ¢
Basil Nikolau iz 5 [ Z far e M LKA

Eve S. Wurtele 6 3 [ % far e M 3L K

Setsuko Komatsu  ##% H AV 53 B

KET: A58 AR A6

=R

B | FEYI R T RSk DR e S 4
B 1l HEARMAASEMER S
az-AIE FELDACU SR IR L
BRIV YRS MAED

B Ve T 3 I8 e I AL

BV EHARBESEWmTTT


http://www.plantprotein.org.cn/

/ZAS:“I'S(ZE.V/\ H

LI TEED
AL RN SRR S EARAR RS
ARIPERAL: HERE R
[ R AR
TR
PN JERUR A A AR EARATER 24 7]
R R B
i T FEE HEZ09)5

RELEERF: ReERE (ERD: ReERE (HFR):
EEx RER Steven P. Briggs
Hh [ R 2 e e Hh [ R 2R e = E R} et
Hh [ B} 22 Be AR MR 5 HBUK# TN K 2 Zekth S5 72
KBRS

HELMAK: YT T 5

AE R R #d%, M WAL, T8 #r

MG GEIRREIRPEEHE ). B i, BRIBSE, BRRa2E, By, BA%E, SR,
& M, 2 R, R, I, SR, ROOR, WRR, EWIR, AR ),
BURAMR, JRERE, JLitte, £ &, EME, BEYL BF wT KES

AT 4L -

K&MPK: FYI, xchwanghainan@163.com
WAEMBER A : WINEN, plantprotein_cll@163.com;

5 E1h, plantprotein._ mxr@163.com
KEFERGRECR N : £FF, plantprotein. wd@163.com
FAABCH AR IR N: #MF, plantprotein_sy@163.com
HNRIEE RN #7#, plantprotein_jx@163.com


mailto:xchwanghainan@163.com
mailto:plantprotein_cll@163.com
mailto:plantprotein_mxr@163.com
mailto:plantprotein_wd@163.com
mailto:plantprotein_sy@163.com
mailto:plantprotein_jx@163.com

FNEEEEDEARM AR
2016. 12. 18 - 2016. 12. 20

HE - o

PuyET: http:/www. plantprotein. org. cn

20164E12H17H BN
10:00 - 21:30 &R T

20165%12H18H E#iH
09:00 - 09:30 FFER
WA BREEISRET
09:00 - 09:10

09:10 - 09:25

09:25 - 09:30

09:30 - 11:50 R4 &
HE: BEEEISHRET
09:30 - 10:00

EEzn ChRBEYPT, HER R

10:00 - 10:30
AEGE GRPURT:, FEB R 1)

10:30 - 10:50

A BRZEEISHRET
10:50 - 11:20
RV ChRIBE AL A, W EREE R B 1D

11:20 - 11:50
MMHE (bmtRE:, FKEBRE 1)

11:50 - 13:30 &

13:30 - 17:50 & &

Tl EYEKEREREFEE
M BIREELISRET
13:30 - 13:50

258 CEERIMTE RS

13:50 - 14:10
BRE (HMIMELRY)

iR WEREBIREERT

EFAN: EBA CFERGERLREBD
K EER BB BT R
RSP B B

A=A
=7

ERFN: MR ChRBEEAT

Structure and function of photosystem | (PSI) and
the light-harvesting complex | (LHCI) supercomplex

Proteomic studies reveal an important molecular

mechanism that controls cotton fiber cell elongation
(FE)
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Regulation of OsSPL14 by OsmiR156 defines ideal
plant architecture in rice (&)

Arabidopsis DET1 represses photomorphogenesis

in part by negatively regulating DELLA protein
abundance in darkness (&)
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Regulation mechanism of NO to Arabidopsis
development

Protein dynamic change regulation and position
effect under natural stress
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Roles of three proteins in female flower
development of cucumber: CsCAN, CsETR1, and
CsAP3

Viral protein blocks auxin signaling through
interaction with IAA10 and enhances virus infection
inrice C&E)

A gene expression map of shoot cell types reveals
new regulatory mechanisms

The Arabidopsis QQS orphan gene modulates
carbon and nitrogen allocation across species
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D-myo-inositol-3-phosphate affects
phosphatidylinositol-mediated endomembrane
function in Arabidopsis and is essential for auxin-
regulated embryogenesis (¥ 7€)

Stress induced protein phosphorylation changes

Gene networks regulating the spatial and temporal
growth of the Arabidopsis petal

DELLA proteins contribute to the Xanthomonas
campestris type Il effector protein XopDXcc8004-
triggered disease tolerance and regulate pathogen-
associated molecular pattern-triggered immunity

Plant alternative splicing and salt stress
Function of Hevea brasiliensis NAC1 in

dehydration-induced laticifer differentiation and
latex biosynthesis
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ProDiGy: a proteome knowledge discovery
gateway

Systematic analysis of the Plk-mediated
phosphoregulation in eukaryotes (¥ &)
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Pan-cancer analysis reveals the functional
importance of the m6A machinery in cancer (&
iE )

Bioinformatics analysis of plant protein-protein
interactions

Microbial proteomics data mining: a preliminary
study on the proteome and community macro
proteins in single cell level

Mechanism of alkaloids in plant and mammalian:
green-red biology
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Extensive sequence divergence between the
reference genomes of two indica rice varieties

Genetic dissecting of seed oil and protein content
and identification of network associated with oil
content in Brassica napus

Post-translational modification in Cyanobacteria
Synechocystis PCC6803

An integrated quantitative proteomics approach for
systems-biology of protein post-translational
modification (PTM) in plant

Free-flow isoelectric focusing with post-pH gradient
sample injection for proteomics of mitochondria

Unraveling the regulatory network of the global fruit
ripening regulator MADS-RIN in tomato
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Integration of omic networks in a developmental
atlas of maize (¥ &)

Challenges and opportunities for metabolomics in
natural product biochemistry
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New genes, ancient networks: A bioinformatics
perspective.
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Phosphoproteomic analysis of plant osmotic stress
responses

Progress of the second generation proteomics
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Genome sequence and analysis of cucumber (&
E )

NF-YB1-regulated expression of sucrose
transporters in aleurone facilitates sugar loading to
rice endosperm (& 5&)

Proteomic understanding of mechanisms
underlying pollen tube function and integrity

An unusual carbon-carbon bond cleavage reaction
during phosphinothricin biosynthesis (% &)

Structural basis for energy transfer pathways in the
plant PSI-LHCI supercomplex

Transcriptional regulation of PIN genes by FOUR
LIPS and MYB88 during Arabidopsis root
gravitropism (€ )
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Quantitative proteomics analysis of etiolated maize
seedling leaves during greening

Role of a glucanase in the plug formation and
accumulation in severed laticifer of rubber tree
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Progress in quantitative proteomics and application
in rubber latex

Apoplast oxidation catalyzed by cotton ascorbate
oxidase promotes cell growth in cultured tobacco
BY2 cells

The molecular mechanism of the formation of lotus
flower

Proteomic analysis of embryonic axis of Pisum
sativum seeds during germination and identification
of proteins associated with loss of desiccation
tolerance (&%)
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Quantitative proteomics reveals the function of
unconventional ubiquitin chains in proteasomal

degradation

A novel role of RPA during replication-coupled
nucleosome assembly

TLR2 and TLR4 signaling pathways are required
for recombinant Brucella

Proteogenomic analysis and global discovery of
post-translational modifications in Cyanobacteria

A quantitative proteome Atlas for a model
Cyanobacterium

Exploring intercellular signaling by proteomic
approaches

AR

ERFA: FHE AERHKRE)

When plants see the invisible: UV-B light signal
transduction

Functional characterization of interacting proteins
with ABA signaling components
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Quantitative proteomics as a powerful approach
used for both discovery and targeted proteins

Photosynthesis, phenylpropanoid and amino acid
metabolisms contribute to salt tolerance of
mangrove Kandelia candel

The interaction between CaWRKY6, CaWRKY17

and WRKY40 and its role in pepper's immunity and
thermotolerance

OsCYP2 interacting with OsCIP1 regulates the
response to salt stress and lateral root
development in rice
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Decoding arginine methylome and regulatory
mechanism in Arabidopsis by integrated

proteomics

The organ formation and differentiation of rape
(FE)

Protein glycosylation mediated vernalization of
wheat
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A receptor heteromer mediates the male perception
of female attractants in plants (& 5&)

Omics technique to enhance flooding tolerance of
soybean

Rl R EST

ERFAN: REEFE CPREEDTD

Constructing the regulatory pathways in
germinating rice seeds through proteomic
approach (#5E)
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Na2CO3-responsive mechanisms in halophyte
Puccinellia tenuiflora roots revealed by
physiological and proteomic analyses (&)

Cassava genome from a wild ancestor
to cultivated varieties reveals extensive interspecific
hybridization and genetic diversity (& &)

Cassava molecular breeding in case of Asia (&
E )

Comparative proteomics reveals phosphorylation of
B carbonic anhydrase 1 is important for adaptation
to drought stress in Brassica napus

In vitro selection of functional xeno-nucleic acids
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TANG1, Encoding a Symplekin_C Domain-
Contained Protein, Influences Sugar Responses in
Arabidopsis (¥ 5&)

Large-scale analysis of phosphorylated proteins in
maize leaf (%)

Comparative proteomic analysis of the Arabidopsis
cbl1l mutant in response to salt stress (& &)

The function of phosphorylation sites of a Ser/Thr
protein kinase from sugar beet M14 in response to
salt stress

A proteomic study as part of a programme aimed at
discovering novel functions of the plant cell wall
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New technological developments in mass
spectrometry and their related applications in
characterization of protein synthesis and
modification as well as quantitation
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