
Remove	
samples	with	
abnormalities

Pileup	at	SNP	
positions	and	

remove	duplicates

S2.2

S2.4

S2.4

Remove	SNPs	
with	MAF	<	5%

Remove	SNPs	
in	CNV	regions

rheMac3
rheMac3
653	Dnase-seq

samples
1KG	SNPs

Align	reads	w/	
variant	aware	

mapper
Remove	SNPs	
w/i 50bp	of	
another

Remove	reads	w/	
low	mappability or	
reference	bias

Footprint-SNPs
Effect-SNPs
Switch-SNPs

ASH-SNPs

S4.2

S2.3

QuASAR
genotyping	and	

ASH	test

Stratify	q-value
S5.1

Figure S2: Flowchart detailing ASH analysis pipeline. Numbers next to boxes refer to the corresponding section in the
Supplement.


