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This book provides a comprehensive overview of the concepts and
approaches used for sequence, structure, and phylogenetic analysis.
Starting with an introduction to the subject and intellectual property
protection for bioinformatics, it guides readers through the latest
sequencing technologies, sequence analysis, genomic variations,
metagenomics, epigenomics, molecular evolution and phylogenetics,
structural bioinformatics, protein folding, structure analysis and
validation, drug discovery, reverse vaccinology, machine learning,
application of R programming in biological data analysis, and the use of
Linux in handling large data files.


