Chromatin accessibility landscape of articular knee cartilage reveals aberrant

enhancer regulation in osteoarthritis
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Supplementary Figure S1. ATAC-seq of human cartilage. (a) Images of the dissected
cartilage tissue from fresh articular tibial bone for all patients. Section regions of tibial
plateau: outer region of lateral tibial plateau (oLT) exhibited macroscopically normal
cartilage with a visibly smooth cartilage surface, and inner region of medial tibial plateau
(iMT) had visible severe erosion of cartilage. (b) Enrichment qPCR of a housekeeping gene
(GAPDH) over a heterochromatin region is correlated with enrichment of ATAC-seq signal
in DHS regions.
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Supplementary Figure S2. Differential ATAC-seq peaks. (a) Mean-difference plot of all
ATAC-seq peaks. Red and blue dots represent peaks that are more- and less-accessible in
iMT, respectively. (b) Principal Component Analysis of differential ATAC peaks between
oLT (blue) and iMT (red). (c) Genome browser views showing consistency of ATAC-seq
signals across patients at example loci.
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Figure S3
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Supplementary Figure S3. Data integration. (a) Top de novo motif (top) and top
predicted known transcription factors (bottom) enriched in differentially accessible regions.
(b) An example gene (WNT5A) that is dysregulated at all three criteria (promoter
accessibility, enhancer accessibility and expression).



