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Abstract: Objective To analyze the quality control method,data analytic key points, results confirmation and data visualization
processing during the experimental process of DNA methylation chip. Methods We used published paper and our original research
data to explore the methods used in DNA methylation analysis. Results The quality control includes DNA segmentation, positive
control selection, noise signal removing and data normalization. Mehtylation specific PCR(MSP) and bisulfite sequencing PCR(BSP)
were needed in validation of MeDIP-Chip array results. Methprimer and Methyl Primer Express were used for primer designing.

MeDIP-Chip array results were visualized by signal map and BSP result could be analyzed by QUMA and BISMAConclusion In

DNA methyaltion research, multifactorial quality control in MeDIP-chip,design and data analysis is necessary.
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