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Abstract

Nowadays next generation sequencing, mostly RNA-Seq is one of the most powerful
tools that can be applied to gain more insight in genomic issues. RNA-Seq produces
the enormous amounts of data. To be able to find interesting features in such
data the most popular parametric approaches (see [1], [5]) summarize the data to
”count data” on the gene level and apply negative binomial distribution to model it
with usage of generalized linear model. Other popular non-parametric [3] or based
on empirical Bayes [2] methods were also introduced to analyze RNA-Seq data.
However, they are also based on count data, which means the initial information
produced by sequencer is reduced and we do not take advantage of the power of
next-generation sequencing tools. That is why we present the methods for seeking
and statistical verification of the genomic features based on coverage profiles of
interesting genome. According to [4] the first step of the analysis is to introduce a
measures of dissimilarity of the profiles. The second step is the statistical validation
of the outcomes with usage of permutation test.
During the talk the overall work for coverage based approach will be presented.
In addition, the examples of usage of the method in biological experiment will be
included.
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