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Abstract ; Microarray data and sequencing data are two main types of high-throughput data in cancer related study.
The most obvious advantages of microarray data are its sensitivity, rapid detection, and relatively low cost. Due to
the fact that microarray data could only identify known genes instead of novel genes and variants, sequencing data
have been involved in a lot of cancer mechanism studies. In general, both types of data are crucial in cancer

research. Along with development of precision medicine, high-throughput data analysis can help people understand

the mechanisms of cancer as well as expedite personalized cancer treatment.
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Table 1  Comparison of gene microarray and RNAseq
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