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Gut microbiota
regulate host histone
PTM states

Krautkramer et al Mol Cell 2016
Posters: James Dowell & Spencer Haws
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HISTONE PTM STATES VARY THROUGHOUT THE YEAR
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Efforts at WID

Building a pipeline for multi-omics integration
that includes epigenomics, histone typing,
metabolomics and metagenomics

Showcase these efforts as GRAND Challenges
within the Healthy People multi-disciplinary team
at WID and throughout campus



