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Supplementary Figure 1: Mapping quality of aligned Illumina and PacBio reads in the 
centromeric region of chromosome 11 from EquCab3.0 and EquCab3.0_cen references. 
Density plots showing mapping quality of ChIP reads, Input reads, Illumina WGS reads and PacBio 
reads of Twilight aligned in the centromeric region of chromosome 11 in the EquCab3.0 (left) and 
in the EquCab3.0_cen (right) assemblies. The y axis reports the density. The x axis reports mapping 
quality. 

 
  



 
Supplementary Figure 2: CENP-A enriched domains on chromosome 11 in the fibroblast 
cell line and in the four tissues from the FAANG horses. ChIP-seq profiles of the CENP-A 
enriched domains. The y-axis reports the normalized read counts whereas the x-axis reports the 
coordinates on the EquCab3.0_cen reference genome. For each horse, the scale of the peak with 
the lowest enrichment was used to plot all enrichment peaks. Color code refers to the embryonic 
origin: mesodermal (red), endodermal (yellow), ectodermal (cyan). 

 


