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Abstract In this study, two protein extraction methods, Tris-HCI/TCA-Acetone and PEG Fractionation, were compared with 2-DE
using the leaves of radish line ‘NAU-JLQXO09’. It was shown that with the Tris-HCI/TCAAcetone method, the number of protein
spots that could be identified by 2-DE profile was 640, while with the modified PEG Fractionation method, the number of protein
spots identified in three fractions (F;, F, and F3) by 2-DE were 537, 170 and 852, respectively. Moreover, the major high-abundant
proteins like ribulose-1,5-bisphosphate carboxylase/oxygenase (RuBisCO) in leaves were successfully fractioned in F,, indicating
that a wide variety of low-abundant proteins could be detected in F5. Therefore, it could be concluded that the 2-DE profile with the
PEG Fractionation method was more effective than that with the Tris-HCI/TCA-Acetone method. These results provided an effective
proteomic technical support to elucidate the molecular basis of some important agronomic traits using proteomic technique in radish.

Keywords Radish (Raphanus sativus L.); Leaf protein extraction; Proteomics; 2-DE
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Figure 1 SDS-PAGE analysis of proteins from the Tris-HCI/
TCAAcetone extraction and PEG fractionation

Note: The lane Fy, F, and F; represent for the PEG fractionations
and, the lane CK represents protein sample from Tris-HCI/
TCAAcetone extraction serving as a control; Arrows on the left
indicate the large subunit (LSU) and small subunit (SSU) of
RuBIsCO, respectively
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Figure 2 2-DE profiles of proteins extracted from radish leaves
using Tris-HCI/TCA-Acetone Method and PEG Fractionation
Note: A: Tris-HCI/TCA-Acetone Method; B,C,D: PEG Fractio-
nation Fy, F5, F3, respectively
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A

K3 Tris-HCITCA-TN B2 H (A) 5 PEGULIE LA 40 F; (B)
[2-DE &% J&) 38 L 4

Figure 3 Comparison of 2-DE profile of proteins extracted by
Tris-HCI/TCAAcetone method (A) and PEG Fractionation F; (B)
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