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Extensive dynamic changes in omics profiles during normal and disease

states

enomic medicine will require the integrated
Ganalysis of genomic information and omics
information. We have determined the genome
sequence of an individual at high accuracy and
performed an integrated analysis of omics profiles
during normal and virally infected states. Omics
profiling of transcriptomes, proteomes, cytokines,
metabolomes and autoantibody omes have
revealed dynamic and broad changes in molecular

components occur during infection. Analysis of

heteroallelic expression suggests significant changes
in differential allele expression in healthy and disease
states. Analyses of information about coding and
regulatory information led to predictions of disease
risk; some were subsequent validation through
omics and medical profiles. Our study is the first
torelatepersonal genomic information to global
functional omicsactivity for physiological and

medical interpretation of healthy and disease states.
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