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"From a who's who of pioneers in the field comes a unique resource
covering the latest advances in next generation genome sequencing
and assembly. This groundbreaking book includes non-conventional
techniques that are paving the way to potential new biomedical
applications. Practitioners find unparalleled access to state-of-the-art
DNA sequencing technologies, new algorithmic sequence assembly
techniques, and emerging methods for both resequencing and de novo
genome analysis, which all together offer the most solid foundation



possible for tackling the full range of experimental and computational
challenges in the genome sciences today."--Jacket.



