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Normalization and analysis of expression data of gene chips

WU Yazhou's ZHANG Yan-qi's, HUANG Ming-hui’, YANG Meng-su’s ZENG Zhi-xiong » YI Dong ('Department of Health Sta-
tistics College of Preventive Medicine, Third Military Medical University, Chongging 400038; > Shenzhen Institute, City Universty of Hong Kong
Shenzhen 518057 China; *Applied Research Center for Genomics Technology, City University of Hong Kong, Hong Kong)

Abstract: Objective To explore how to conduct normalization and analysis of different density of gene chips
based on statistics, maths, and bioinformatics for the purpose of finding significantly differentially expressed genes.
Methods By the aid of Excel and SPSS softwares, data from high or low density chips were analyzed by total inten-
sity nomalization (TIN) and locally weighted linear regression normalization (LWLRN) methods. Results These
methods could effectively reduce the influence resulied from the system errors, so the processed data were more com-
parable and reliable. Conclusion The methods mentioned in this paper can be helpful for the finding of significantly
differentially expressed genes on the basis of decrease of system errors. However, normalization methods, still at the
beginning and developing stages, need to be further improved. With the development of non-linear technology, soft-
wamwe, and hardware of the computer, great achievements will be made in the studies of the analysis of enormous
amount of microarray data.
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Fig 5 The distribution of poor spots on chip image
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