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changing the outcome together
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Epigenetics: heritable changes in phenotype
or gene expression caused by mechanisms - -
other than changes in underlying DNA sequence
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https://www.whatisepigenetics.com
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Hypothesis: the epigenetically encoded rapid recall of memory
CD4+ T'Ce”S |S medlated by aCtlvatIOH Of NFKB and/Or NFAT Protein bound DNA Gene of interest histone H3

Methylated

 |solate blood from human donor
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* Cell sorting
* Activation T
* Chip-seq for NFkB and NFAT o _ .
* (data already collected: ATAC Seq) Immunoprecpitated DNA can be used for ChIP-PG, hip-orschip or ChiPseq
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