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Abstract

The purpose of this research is to use a spectral clustering algorithm to improve the results
available in the literature in the area of clustering of Big data in genetics. The particular
application we present is to RNA-seq data, published by Bottomly et al. The data consist
of two strands of mice, and the goal is to identify the genes with different overall expression
levels between the two strands. There are many statistical methods which lead to clustering
of genes. We apply a spectral clustering method to improve some of the existing differential
expression methods.
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