R 2R 2011, 2755813 H) 53-57 DOI: ISSN: 1000-6850 CN: 11-1984/S

AWHES | MES | R | SR [ATENAT] KM

e
HEFN M EXNEANEYEREARAFHRIERE

EmaE kgt Supporting info

1. JLBHAY K= PDF(587KB)

2. [HTMLA3(]

RS 5% 3CHR[PDF]
2% 3R

BEAE IR T KRR A B A A L R AL e (R 58 B, AL DR 4 27 O RIE 5 T i LR e AR D e Sk R 2 0F 9, R 1 25 15 5 1t
AT TR D RE I R A A R R D N R —, BT 7K BT R RE . 28 B X ) FE VKB T2 . =
BURALEFI U RERAR, ASCLRR T 5T R kR R A KR B B P RIS SRR B st SRR ey SEASSTIER S I K
L AR SR TR 2 5 B UL AR TR R, e Jm B 1 AR T A A R T I 1) i RO R 2 T LTt AR 4L
KegiE:  HIEPNE NGRS EE
FIUHASL
Advances in differential proteomics based on 2-DE in Botany Email Alert
SCEE AR
ISR EPS)
AR AR R S
Abstract: 28 S

AR AR E

The Genome has been sequenced for the model plant of Arabidopsis and rice, and functional genome s

researches become the focus of genomics research in plant. Proteomics study is one of the cores of o
functional genome researches, which helps to understand plant functions on molecular level. Two- LI

dimensional electrophoresis is one of the main techniques of proteomics. This article gave an overview PubMed

of the advances in plant differential proteomics study based on 2-DE, which included the differential Article by Ren,L.P
proteomic study of the plant tissues, organs and subcellur compositions in the development and under )

stress by the external environmental conditions. At last, the problems in this area were analyzed and SIS B [FE
the prospects were provided.
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