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Fig. 1 2-DE maps of seed proteins from wild (G. soja) and cultivated (G. max) soybeans. The first dimension was

run using a pH gradient from 4 to 7, and the second dimension was a 12% SDS-PAGE
(a),(b),(c),(d),(e),(f) corresponding to ZYD4293, ZYD4152, Jiangpuyeshengdou 3, Gongdou6, N2899, Nannong88-1. / ~ 0 indicating selected

protein spots.
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Fig. 2 Histograms showing the relative volume changes of 10 differentially displayed spots
[1: ZYD4293; m: ZYD4152; [ Jiangpuyeshengdou3; [ : Gongdou6; [1: N2899; #Z: Nannong88-1.
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Fig. 3 A representative peptide mass fingerprinting of spot8

Table 1 Differentially-expressed proteins identified by PMF query

Spot No.  Sequence Theoretical Experimental Accession No. Protein name
coverage/% M/pl M/pl
3 11 23.6/5.12 33.4/5.12 xp_465683 Hypothetical protein
4 41 27.5/5.15 32.4/5.88 gi|14719778 Chain A of soybean agglutinin
5 22 28.2/5.4 32.4/5.88 Gma.8529 Seed maturation protein PM24
6 18 50.6/6.33 55.3/6.62 gi|170010 Maturation polypeptide
7 12 60.4/6.42 62.6/6.49 2i[548900 Sucrose-binding protein precursor
8 41 18.1/6.19 21.7/6.44 Gma.1 0770 Trypsin inhibitor P20
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Comparative Proteomic Analysis of Wild (Glycine soja) and
Cultivated (Glycine max) Soybean Seeds”

LI Chun-Mei, YANG Shou-Ping, GAI Jun-Yi, YU De-Yue™
(Nanjing Agricultural University, Soybean Research Institute, National Center for Soybean Improvement, and National

Key Laboratory of Crop Genetics and Germplasm Enhancement, Nanjing 210095,China)

Abstract A proteomics approach was applied to analyze differential expression of proteins in wild (Glycine soja)
and cultivated (Glycine max) soybean seeds. Two-dimensional gel electrophoresis (2-DE) with immobilized pH
gradient (IPG, ranges 4~7) strips was used to separate proteins. On the 2-DE gels stained by Coomassie brilliant
blue, PDQuest image software detected about 550 protein spots, of which 10 spots show more than 2.5-fold
changes in abundance between wild and cultivated soybeans. These 10 proteins treated by tryptic in-gel digestion
were characterized by matrix-assisted laser-desorption/ionization time-of-flight mass spectrometry
(MALDI-TOF-MS) and peptide mass finger printings of all were obtained. Soybean UniGene database and NCBI
were used to identify proteins, of which 5 proteins were identified. They were soybean agglutinin, seed maturation
protein PM24, maturation polypeptide, sucrose-binding protein precursor and trypsin inhibitor p20. The potential
functions of these identified proteins were discussed.

Key words soybean, Glycine soja, Glycine max, 2-DE, MALDI-TOF-MS
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