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Experiments (number of biological replicates, Accession no.)

RNA-seq ChlP-seq . Whple Genomel
Organ  Strain Sex H3K27me3 H3K4mel H3K4me3 H4K20mel Bisulfite Sequencing
Liver SHR/Izm Male 4 3 3 3 PRJUEB3022
BN Male 4 3 3 3 PRJEB3022
Ficsher 344 Male 4 PRJNA238328
Heart SHR/Izm  Male 3 3 3 3 PRJEB3022 4 PRJEB1413
BN Male 3 3 3 3 PRJUEB3022 4 PRJEB1413

Ficsher 344 Male 4 PRJUNA238328

Accession no. shown for http://www.ebi.ac.uk/ena
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