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Supplementary Figure legends 

Figure S1. Isolation of mesenchymal stem cells (MSCs) from four different tissues. (a) 

Representative images of each MSC replicate. (b) All FACS results corresponding to 

Figure 1. 

 

Figure S2. Assay for transposase-accessible chromatin using sequencing (ATAC-seq) 

on mesenchymal stem cells (MSCs). (a) ATAC-seq was performed on MSCs derived 

from different tissue sources. An exemplar genome browser depiction of an ATAC-seq 

result around the Vcam1 gene. (b) ATAC-seq read counts at promoter regions are 

shown. TSS, transcription start site. (c) Number of ATAC-seq peaks called using 

MACS2. Peaks were filtered using FDR. (d) Each peak was assigned genomic features. 

 

 


