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Fig.1 Scanned original gel image (a) and image after spot detection (b)
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Fig.2 Effects of manual editing
(a) — (b) shows splitting of merged spots, (¢) — (d) shows

drawing spot.
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Fig.3 Montage windows of a pair of gels: the upper row, including (a), (¢) and (e), shows different display of
reference gel and the lower row shows that of matched slave gel . (a) and (b) are original images ; (¢) and (d) are
detected images; (e) and (f) are matched images
A vector going from reference spot into the slave spots indicates a successful match, and the letter *U’ indicates a match manually made

by user. The black arrow points to an unmatched spot on reference gel.
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The Image Analysis of Two Dimensional Gel Electrophoresis’

JIA YuFeng"”, LIN QirXia”, GUO Yao-Jun?™, GUO Yao”, LIU Shao-Jun"™

(Y Institute of Basic Medical Sciences, Academy of Military Medical Sciences, Beijing 100850, China;
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Abstract  Proteome research has become a new hot spot in the post-genome era. High-resolution two

dimensional gel electrophoresis ( 2-DE), which provides the most comprehensive analysis system of the whole

proteome, was highly improved in recent years. With the development of computer techniques, the powerful

and user-friendly image analysis systems appeared to help high- throughput, large scale proteomic studies. Using

new generation two dimensional image analysis software, ImageMaster 2D Elite, the 2D gels of proteins

extracted from cultured Schwann’ s cells were processed. T he analysis procedure, including image acquirement,

spot detection, match, background subtraction, pl/ M, calibration, analysis results report and database query,

were reported and discussed.
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