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Sample size calculation for
assessing differential

expression analysis
in RNA-seq data

M LURRE BEAPRT KT
P Ty —

Sample size determination IS an important Issue In the
experimental design of biomedical research. For RNA-seq
experiments, we proposed two methods for calculating the
required sample size, assuming the counts for each gene
come from the Poisson or negative binomial distributions.
However, these methods are Ilimited In terms of
accommodating covariates. To deal with this issue, the
speaker will Introduce the proposed an estimating
procedure based on the generalized linear model.
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