
S1 Note. Neutrophils ATAC-seq peak was excluded. 

Neutrophils were excluded from the SIP and ATAC-seq peak analysis. The Ulirsch et al. [1] ATAC-seq 

data used in this analysis does not include neutrophil ATAC-seq. Chen et al.[2] isolated neutrophils from 

two healthy donors' blood. Peak calling of this data (performed by MACS2 narrow peak mode with 

default parameters –q 0.01 –nomodel –shift 0) resulted in ~2,000 neutrophil ATAC-seq peaks, which is 1-

2 orders of magnitude smaller than expected based on ATAC-seq in other hematopoietic cell types and 

consistent with the findings of Chen et. al who note that neutrophils have fewer chromatin accessibility 

peaks than do cell types with comparable sequencing depths and alignment rates. Since neutrophils are 

terminally differentiated cells with a short lifespan and the accessible chromatin peaks are not associated 

with usual euchromatin marks, it is possible that ATAC-seq peaks are not enriched or relevant for 

neutrophil traits. We also note that ATAC-seq data from monocytes was used for analyses involving the 

macrophage/monocyte SIPs. 
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