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Figure S6 (part 1 or 2)

Alx1: An occluded gene possessing both H3K9me3/H3K27me3 and promoter hypermethylation.

Myf5: An occluded gene lacking H3K9me3/H3K27me3, and possessing promoter
hypermethylation.
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Erbb3: An occluded gene possessing H3K9me3/H3K27me3, and lacking promoter 
hypermethylation.

Myo1g: An occluded gene lacking both H3K9me3/H3K27me3 and promoter
hypermethylation.

Nlrp1a: An occluded gene lacking H3K9me3/H3K27me3 and possessing promoter
hypomethylation.

Centg1: An occluded gene possessing H3K9me3/H3K27me3, and lacking promoter 
hypermethylation.
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Figure S6 (part 2 or 2)
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Figure S6. UCSC Genome Browser screenshots of chromatin profiles for representative occluded genes (A-F), 
activatable genes (G, H), and expressed genes (I, J).

Armetl1: An activatable gene possessing Pol II/H3K9Ac/H3K27Ac/H3K4me3 and promoter 
hypomethylation, and lacking H3K9me3/H3K27me3.

Tmpo: An expressed gene possessing Pol II/H3K9Ac/H3K27Ac/H3K4me3/H3K36me3. Rcn1: An expressed gene possessing Pol II/H3K9Ac/H3K27Ac/H3K4me3/H3K36me3.

Gfi1b: An activatable gene possessing H3K9me3/H3K27me3, and lacking 
H3K4me3/H3K9Ac/H3K27Ac and promoter hypomethylation.
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