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Before detailing the analytlc: steps for each of these applications, the book

side- h*,r_.ﬁlde comparisons of key technical aspects. This helps practitioners
"'"'3-'decidE' which platform to use for a particular project. The book also offers
@ perspective on the development of DNA sequencing technn}cgms, from
f:Sanger tn future-generahon sequencmg technologies. i

i The book dsscuases coﬂcepts and prlncaples that underlle each anaiy'tlc 5-::_5.;
"\ of the tools while omitting tedious details to provide an easy-to-follow

| ?gunde for practitioners in life sciences, blolnfc}rmatlcs, and biostatistics.! In
--'-adﬁitif:':'r'r. references to detailed descriptions of the tools are given for further

eqﬁ?fﬁh_ projects. All the tools are freely gv'ﬁiilable 1o academic users.
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'preserrts the ins and outs of the most widely used NGS platforms, with

|/ step, along with software tools for implementation. It highlights key features = |

:':r:eading if needed. The accompanying website for the book provides step- || |
by-step. real-world examples of how to apply the tools covered in the textto |




