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Marks associated with 
repression

Marks associated with 
activation

H3K27me3 :
- Polycomb-mediated 

repression (transient 
repression)

H3K9me3: 
- Heterochromatin 

(long-term repression)

H3K4me3 (+ H3K27ac):
- (active) promoters

H3K4me1 (+ H3K27ac):
- (active) enhancers 
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Marks associated with repression Marks associated with activation

H3K27me3: Polycomb repressed regions
H3K9me3:  heterochromatin

H3K4me3: promoters
H3K4me1: enhancers 
H3K27ac:  active enhancers; active promoters
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X fastICA +s A

Remove biased regions

Remove rows NAs only 

Log+1 transformation

Size threshold enhancer
and promoter regions

ICA input matrix

200 bp bins genome-wide

Data pre-processing

Merge to get common 
regions across samples

 Change last NAs to 0

Concatenate adjacent bins

Transpose cleaned matrix
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