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|

Overview

The first four chapters give necessary background. The first chapter is
background to the book: what it covers and why I wrote it. The next three
chapters are background material needed for the statistical modeling
and machine learning methods covered in the later chapters. However,
although I've presented that material as background, I believe that the
review of modeling and statistics (in Chapters 2, 3 and 4) might be valu-
able to readers, whether or not they intend to go on to the later chapters.



