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A Complex Region Analysis Algorithm of Two
Dimensional Electrophoresis Images Using Accumulated
Gradients
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Abstract

A solution to the problems of recognizing as one spot or detection failures for complex regions,
in which many spots representing proteins are overlapped and saturated, is suggested. The
accumulated gradients of each point in complex regions are calculated, and the resulting
accumulated gradient image segmented using watershed technique. The suggested solution show
better and efficient result than existing method for spot separation, detects more protein spots
hidden in the image of 2-dimensional electrophoresis, and expands the scope of prediction.

» Keyword : O|&}8 H7|¥Z(2-dimensional electrophoresis), tHHE (protein), A% HZE(spot
detection), E&%%(complex region), T4 7[87|(accumulated gradient).
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Fig.b. accumulated gradient image of the
figure 3
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