With the arrival of gehomics and genome sequencing projects, biclogy

has been ‘rrclnsformed into an incredibly data-rich science. The vast
‘amount of mformahon genercfed has made computational enalysm
Cr!TICGI Qnd hes mcreosed demand for skllled blomformcmcrans

Des;gned for brologis’rs wr’rhou? prewous progrommmg expenence ’rh|s
textbook: prov;des a hclnds -on infroduction to Unix, Perl and other tools
used in sequenoe blomforma‘ncs Reievan‘r biological tfopics are used
-Throughou’r the book and are combined with practical bicinformatics
exomples leading s’rudenfs Through the process from biological problem
o Compufct’rroncl soluhon All of the Perl scripts, sequence and database
files used in the book are available for download at the accompanying
website, allowing the reader fo easily follow each example themselves.
Programming exc:mples are kept at an infroductory level, avoiding
complex mathematics that students offen find daunting. The book
demonstrates that even simple programs can provide powerful solutions
to many complex bioinformatics problems.
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