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Tablel The study of the proteome on the interaction of root- pathogen vegetable

FZE( Genus) 32 B #R( Objective )

%I (Found) F 5% (Method )

T8 £ 755 ( Study on host)

Arabidopsis thaliana Proteomic research of roots infected

(Arabidopsis thaliana)
Brassica napus
(Arabidopsis thaliana)
Medicago truncatula

(Medicago)

by Plasmodiophora brassicae
Proteomic research of roots infected

by Plasmodiophora brassicae
Proteomic research of roots infected

by Aphanomyces euteiches

Proteomic research of infection on
A. euteiches by sensitive and
M. truncatula resistant varieties M. truncatula and
mycorhizaunder the action of
abscisic acid
Proteomic research of roots infected
M. truncatula by A. euteiches and the changes on
PR10
) ) Proteomic research of Root cell wall
Pisum sativum L .
body secretion infected by Nectria
(pea)
haemotacocca
Proteomic research of roots infected

P. sativum
by Orobranche crenata

Differentially expressed protein was
2DE, MALDI-TOF
found, 46 of which was defined
Differentially expressed protein was
2DE, LC/MS/MS
found, 20 of which was defined
Differentially expressed protein was

found, 12 of which was defined2DE,

MALDI-TOF

Differentially expressed protein was

2DE, MALDI-TOF
found, 20 of which was defined

Differentially expressed protein was

2DE, MALDI-TOF
found, 7 of which was defined

100 Extracellular protein were found MudPIT

Differentially expressed protein was

2DE, MALDI-TOF
found, 7 of which was defined

9% IR {7 33 ( Study on pathogen )

Heterodera schachtii Pharyngeal gland secretory protein

Meloidogyne incognita To find sting secretory protein

) Proteome of protein in Infection and
Phytophthora sojae and P. ramorum . .
vegetative period
2DE - 2-Dimensional gel Electrophoresis;

LC-MS/MS - Liquid Chromatography/tandem mass spectrometry;

4 Nematode secreted protein were

2DE, LCQ-MS/MS
found

7 sting secretory protein were found ~ 2DE, internal micro- sequencing
3897 P. ramorumprotein and 2970
. . MudPIT
P.sojae protein were found

LCQ-MS/MS - Liquid Chromatography Quadrupole/ tandem mass spectrometry;

MALDI-TOF - Matrix-Assisted Laser Desorption/Ionization Time Of Flight mass spectrometry;

MudPIT - Multidimensional Protein Identification Technology.
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Table2 The study of the proteome on the interaction of root- commensal vegetable
FhZ(genus) 35 B #7( Objective ) %A (Found ) 75 i%(Method )

T8 £ 7 55( Study on host)

Cucumis sativus

(cucumber)

Glycine max

G. max

G. max

Lotus japonicus

(Lotus)

Medicago truncatula

(Medicago)

M. truncatula

M. truncatula

M. truncatula

M. truncatula

M. truncatula

M. truncatula

M. truncatula

M. truncatula

Melilotus alba

(melilotus)

Oryza sativa

Proteomic research of cucumber ) )
) ) 28 protein were determined
infected by Trichoderma asperellum

23 differentially expressed protein
Proteomic research of root tip
and 17 protein in response to
infected by Bradyrhizobium
Rhizobium infection in root tip were
japonicum .
determined

Proteomic research on Peribacteroid 17 proteins were

membrane protein determined
Proteomic research on Root 50 differentially expressed protein in
mitochondrial protein and nodule nodule and 20 protein in
protein mitochondria were determined
Proteomic research on peribacteroid 94 membrane protein were
membrane protein determined
Proteomic research of M. truncatula ) o
) ) Specific protein in commensal was
root infected by S. melilot and G. . .
found, 23 of which were determined
mosseae
Proteomic research on nodules and 377 protein of nodules were
bacteroid under the stress of drough determined
Proteomic research of wild type and  Differentially expressed protein was
mutant of root nodule induced by found, 33 protein in response of
ethyne ethyne were determined
Proteomic research of wild type and  Differentially expressed protein was
mutant of root nodule induced by found, 33 protein in response of
hormone hormone were determined
Proteomic research of wild type and  Differentially expressed protein was
mutant of root nodule infected by G.  found, 11 protein related with cell
intraradices attachment were determined
Proteomic research of root Differentially expressed protein was
membrane protein infected by found, 23 protein related with cell
Glomus intraradices attachment were determined
Proteomic research of root .
o 78 Plasma membrane protein were
membrane protein infected by G. )
. . determined
intraradices
Proteomic research of commensal
infected by S. meliloti and G. 24 specific protein were determined
mosseae after dealt with mud
Proteomic research of root after ) ) .
) o Differentially expressed protein was
dealt with quorum sensing signals
(QSS) secreted by S. meliloti and

Pseudomonas aeruginosa

found, 99 protein in response of QSS

were determined

Proteomic research of S. melilot
Differentially expressed protein
cultured for the competitive research
were found, 100 of which was
on nodule specific and bacteroid .
determined
specific research

Coerced Proteomic research of 9 protein induced by JA, 7 protein

Oryza sativa dealt with jasmonic induced by JA and Azoarcuswere

acid JAand Azoarcus sp. determined

2DE, MALDI-TOF/TOF

2DE, MALDI-TOF, QqTOF-MS/MS

2DE, N-terminal

sequencing

2DE, MALDI-TOF, LC/MS/MS,

N-terminal sequencing

Total digest nano- LC/ MS/MS

2DE, MALDI-TOF, Q-TOF-MS/MS

LC/MS/MS

2DE, MALDI-TOF /TOF

2DE DIGE,MALDI- TOF/TOF

2DE, MALDI-TOF

2DE, MALDI-TOF,
Q-TOF/MS/MS

2D-LC-MS/MS and 2DE plus
LC-MS/MS

2DE, MALDI-TOF

2DE, MALDI-TOF

2DE, N-terminal sequencing,

MALDI-TOF

2DE, MALDI-TOF,
LC/MS/MS
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Phaseolus

Vulgaris(Phaseolus)

Pisum sativum(pea)

P. sativum

Trifolium subterraneum

(Trifolium)

Bradyrhizobium japonicum

(Bradyrhizobium)

B. japonicum

Frankia aln

(Frank genus)

Glomus intraradices

Rhizobium leguminosarum bv

trifolii(Rhizobium)

Sinorhizobium meliloti

S. meliloti

S. meliloti

S. meliloti

S. meliloti

Trichoderma harzianum

(Trichoderma)

Proteomic research of P.Vulgaris
after the combined action of
Trichoderma and atroviride

Proteomic research on week gap

protein and peripheral membrane

protein of bacteroid

Proteome analysis of root infected
by Glomus mosseae response for

cadmium

Proteomic research of root infected
by P Rhizobium leguminosarum of

wild type and mutant

Differentially expressed protein

were found, which was determined

46 protein were determined,
interference of bacteroid and inner
membrance
Cadmium responsive protein of pea
belonged to different genotypes
were determined, 17 of which were
determined
16 differentially expressed protein
were found, 10 of which was

determined

k4 {KFF 33 Study on commensal )

Proteomic research of B. japonicum

in soybean nodulation

Proteomic research of B. japonicum
at the state of independent growth
and symbiotic state
Proteomic research of Frankia aln at
the state of independent growth , N-
insufficient and N- insufficient state
Proteomic research on peripheral

protein of root

Proteomic research on protein

induced by flavone

Competitive Proteomic research on
protein at the state of independent

growth and symbiotic state

Competitive Proteomic research on
protein at the state of independent

growth and Nutritional stress

Competitive Proteomic research on
luteolin-inducible proteins of wild

type and mutant

Research on specific protein at the
growth stage and protein induce by
QSS

Research on induced protein by QSS

in the mutant containing lactonase

Research on secretory protein
induced by the components of cell

wall in fungal

180 protein of bacteroid were
determined, which was classified
according to metabolic pathway

300 differentially expressed protein
in independent growth fungi were
determined
126 differentially expressed protein
in N- insufficient state were

determined
438 protein were determined

2 protein indeuced by flavones and
10 constitutive protein were
determined
1545 protein were determined,
which was classified according to
metabolic pathway
1180 protein were determined,
including protein induced by
symbiotic specificity and nutritional
stress
60 differentially expressed protein
were found, 19 of which were
determined, and protein induced by
luteolin were assessment
100 protein induced by QSS were
found, 80 differentially expressed
protein during growing period were
determined
60 differentially expressed protein in
QSS mutant were found, 52 of

which were determined

New protease was determined

2DE, MALDI-TOF

2DE, nano-LC/MS/MS

2DE, LC-MS/MS

2DE, N-terminal

sequencing

2DE, MALDI-TOF

2DE, MALDI-TOF

2DE, MALDI-TOF

2DE ,MALDI-TOF/TOF

2DE, N-terminal

sequencing

2DE, MALDI-TOF

2DE, MALDI-TOF

2DE, N-terminal
sequencing, MALDI-TOF

2DE, MALDI-TOF

2DE, MALDI-TOF

2DE, MALDI-TOF,

2DE- 2-Dimensional gel Electrophoresis; DIGE -Difference In-Gel Electrophoresis;ESI-QTOF-Electrospray lonization Quadrupole-Time of Flight

mass spectrometry; LC-MS/MS - Liquid Chromatography/tandem mass spectrometry; MALDI-TOF - Matrix-Assisted Laser Desorption/Ionization Time

Of Flight mass spectrometry; QqTOF-MS/MS-Quadrupole-Quadrupole Time Of Flight tandem mass spectrometry.
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