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COPD £0p0A 22 70| ZAISE

Omics study includes genomic, transcriptomic, proteomic, and metabolomics studies. Recent advances
in technology of these field enabled omics studies in COPD to understand disease mechanisms, and to
identify druggable targets amd biomarkers, Here, I describe recent omics studies on COPD. Multi-omics

approach is now beginning stage, but will be helpful in subtyping of the heterogeneous disease,
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