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For as long as there have been Freemasons, there has been a calculated
effort to disparage and their practices. In this insightful text, masons
de Hoyos and Morris explore the origins of the anti-Masonic mindset
and delve into the falsehoods on which critics have based these
perennial sentiments. Confronting opponents one at a time, the
authors methodically debunk the myths that have surrounded
Freemasonry since its establishment, investigating the motives and
misconceptions that derive antagonists to spread deceit about Masonic
traditions.
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Bioinformatics, Biocomputing and Perl presents a modern introduction
to bioinformatics computing skills and practice. Structuring its
presentation around four main areas of study, this book covers the
skills vital to the day-to-day activities of today's bioinformatician. Each
chapter contains a series of maxims designed to highlight key points
and there are exercises to supplement and cement the introduced
material. Working with Perl presents an extended tutorial introduction
to programming through Perl, the premier programming technology of
the bioinformatics community. Even t


