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Abstract To investigate the response of the Glycine max to non-adapted fungi stress, 3-week-old soybean seed-
lings were subjected to Bipolaris maydis stress. Leaf tissues were harvested 48 h post inoculated and TCA-acetone
precipitation method was used for protein extraction. A tandem combination of two-dimensional electrophoresis,
mass spectrometry (MS+MS/MS), and bioinformatics tools were used to identify protein that contribute to non-
host resistance in Glycine max. Results showed almost 1300 protein spots were separated with 2-DE gels of leaf of
Glycine max. Eighteen differentially proteins (|ratiol>2, p<0.05) were identified in inoculated compared to contro-
lling plants, including proteins involved in photosynthesis, response to stress, and non-host resistant response such
as RuBisCO, pathogen related protein PR-10, and cytoskeleton structure related protein profilin-2. Taken together,
when Glycine max was subjected to the non-adapted pathogen Bipolaris maydis, it expressed non-host resistance
(NHR) 48 hpi by up or down-regulating the defense related proteins. The results also suggested that the decreased
expression of protein involved in photosynthesis and energy could be beneficial to the increased expression of
protein involved in defense response and non-host resistant response.
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Figure 1 Two-DE gel maps of the total proteins of Glycine max leaf
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Figure 2 Tendency of Mr and pl distribution of protein spots in
2-DE gel maps
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