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Large-Scale Exon Array Data Analysis Based on Parallel Computing

Zhang Wujun, Liu Xuejun, Zhang Li
(College of Computer Science & Technology, Nanjing University of Aeronautics & Astronautics, Nanjing, 210016, China)

Abstract: The accurate and fast calculation of transcriptome expression level plays an important role in
transcriptome research. Based on the previously devised Gamma model for exon array data (GME), a
parallel computing method is proposed to improve the computational efficiency of GME on large-scale Af-
fymetrix exon chip datasets by taking full advantage of multi-core or cluster computation environment.
The principles of the GME model and the parallel computing strategy are introduced. The proposed
method is verified using real datasets with various scales. The experimental results show that the pro-
posed parallel computing approach greatly improves the efficiency of GME model. Thus the GME model
is applicable for the analysis on large-scale exon array datasets.
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Fig. 2 Parallel algorithm flow chart of GME modules
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Table 1 Comparison of efficiency using different numbers of IIRV chips and thread h
BG4 GME(1) GME(2) GMEM) GME(8)
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