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Preface for special issue on multi-omics frontier technologies
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Abstract: With wide applications of genomics, transcriptomics, proteomics and metabolomics in the

post-genome era, functional explanation has become the central task in life science research, and

multi-omics data integrative analysis has become an indispensable strategy for uncovering the

underlying biological mechanism. This special issue aimed to introduce the related research advances

and applications in multi-omics by inviting the domestic experts. In total, 28 papers have been collected

in this issue, for researcher’s reference in multi-omics.
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