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Figure 51. Cohesin enrichment at human pericentromeres. Peaks were called after mapping ChlP-seq 
data for RAD21, SA1 and SA2 from RPE-1 cells to the CHM13 v1 .0 reference genome. Common peaks 
from N=2 biological replicates of RPE-1 were merged to generate a reference set of peaks. a. Peak densities 
(number of peaks per mb) of CENP-A, SA1, SA2 and RAD21 within active a-satellite HOR (asHOR), 
centromere haplotype (CenHap ), 2 mb regions flanking CenHap (CenAdj) and 100 random genomic regions 
outside of the CenHap (nonCen) of chromosome 18 in RPE1 cells. b. Metagenome analysis of peak 
densities (log2) of CENP-A, SA 1, SA2 and RAD21 within the above stated regions, across all chromosomes. 
c. Number of active genes within the centromere haplotypes (CenHap) and 2 Mb flanking the CenHap 
(CenAdj) for all chromosomes, and (100 random regions in the genome, Random nonCen) was determined 
from previously published RNAseq data from CHM13 cells. See Supplementary Table S1 for detailed 
numbers. Plot shows percent of active genes for every region. For all box plots, upper and lower whiskers 
represent the largest and smallest values no further than 1.5 * inter quartile range (IQR) of the bounds, 
respectively. Data outside of whiskers are outlying points. Center denotes median, and lower and upper 
bounds of box denote 25th and 75th percentiles, respectively. 







Table S1. Number of cohesin binding sites in upstream and downstream regions of 
genes within CenHap and non-CenHap regions&& 

 

 

&&Table shows overlap of cohesin binding sites with respective genic regions (500 bp region 1000 bp 
upstream or downstream of TSS). cenUp – Promoter upstream regions of active/inactive centromeric 
genes. cenDn – Promoter downstream regions of active/inactive centromeric genes. nonCenUp – 
Promoter upstream regions of active or inactive non-centromeric genes. nonCenDn – Promoter 
downstream regions of active or inactive non-centromeric genes. As an example, cenUp-SA1-active 
denotes the number of SA1 peaks overlapping with the promoter upstream region of active centromeric 
genes. Percent of these numbers are denoted in brackets. As an example, 7.89% of all SA1 peaks 
overlap with the promoter upstream region of active centromeric genes.       
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