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Fig.1 Chromosome image analysis system structure
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Tab. 1 Chromosome matching in figure 4

rRE Al A2 A3 A4 A5 A6 A7 A8 A9 A10
Al 1.000  0.998  0.244  0.458  0.239 0.127 0.120 0.754  0.741 0. 469
A2 0.998 1.000  0.249  0.459 0.240 0.128 0.121  0.755 0.743  0.471
A3 0.244  0.249 1.000 0.877 0.997 0.899 0.849 0.765 0.768  0.879
A4 0.458  0.459  0.877 1.000 0.862 0.859 0.849 0.753  0.848  0.996
AS 0.239  0.240  0.997  0.862 1.000  0.902 0.879 0.562 0.564  0.850
A6 0.127  0.128  0.899  0.859  0.902 1.000 0.995 0.513  0.518  0.831
A7 0.120  0.121 0.849  0.849  0.879 0.995 1.000 0.508  0.511 0.827
A8 0.754  0.755 0.765  0.753  0.562  0.513  0.508 1.000  0.997  0.813
A9 0.741 0.743  0.768  0.848  0.564  0.518  0.511 0.997 1.000  0.815
A10 0.469  0.471 0.879  0.996  0.850 0.831 0.827 0.813  0.815 1.000
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Automatic Chromosome Recognition Research Based on Wavelet Descriptor

WANG Hai-long, WANG Wen-yi

(School of Computer Science, Zhongyuan University of Technology , Zhengzhou 450007 , China)

Abstract: This paper introduces a method to implement the automatic chromosome analysis. The regional

growth based on the chromosome detection is adopted to get the single chromosomes, and then Haar wavelet

descriptor based on the chromosome shape is extracted to chromosome pairing. The work of chromosome analy-

sis is completed within ten minutes, which improves efficiency greatly, and the correct rate of chromosome pai-

ring reach more than 90% where the chromosomes slide isolation each other, without overlapping.
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