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Probabilistic Models of the Marginal Distribution of Gene Expression

Horton Paul HORTON PAUL

1)
2)
3)MRNA

1) Established a method for automatically constructing probabilistic mixture models of
gene expression from microarray data. 2) Performed analysis on the marginal distribution
of genes and hypothesized that the noise in microarray experiments hinders proper analysis.
3) Established a method for correcting the influence of misreads to al low next-generation
sequencer mRNA sequence data to be used for precise analysis of gene expression.
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