Unix a prace s genomickymi daty
Unix and genomic data
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The recent progress of Next Generation
Sequencing (NGS) technologies led to a
huge increase in the amount of data that
biologists have to deal with. The usual
amount of generated data is far beyond
the capacity of common data analysis
tools on the Microsoft Windows plat-
form. The Unix environment provides ef-
ficient tools for handling large amounts
of genomic data.

* If all participants understand Czech, we will teach in Czech
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Participants of the course will gain suf-
ficient skills and confidence in the Unix
environment to use it for analysis of
genomic data. We will explore the possi-
bilities of the system using the examples
of NGS data manipulation, analysis and
visualization. The focus of the course is
not one particular NGS analysis, but to
teach the participants how to comfort-
ably use any Unix tool to pursuit their
scientific goals.



