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Bioinformatics is a shortened form of biological
informatics. An interdisciplinary research area including areas
such as medicine, biology, agriculture, environment, drug
discovery etc. Modern biological research revolves around
prokaryotic and eukaryotic genome sequencing, which requires
refined computational tools.

It is therefore imperative for the modern biologist to be
equipped with bundles of database to tackles these 21st century
problems. Hence this book is presented to comprehensively cover
all state of the art bioinformatics in a clear and concise manner.

The book is written to clear all basic and technical
complications in bioinformatics and enhance the readers’ ability
to tackle research problems and become aware of various
computational opportunities for modern biological research and
the assets and conformity of all software and tools.

The author has tried to inculcate basics of a wide
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