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Supplemental Figure 2: Differential expression of COX enzyme in human skeletal lineage subpopulations. (A) Schematic of

cell isolation and performed in vitro assays on human SSCs. (B) FACS gating strategy for the prospective isolation of hSSCs,

hOPs, and hCPs. (C) Quantitative PCR of Cox-1 expression in the time course of hSSC in vitro osteogenesis. n=12 individual

replicates of hSSCs from four patients performed in triplicates. Statistical testing between timepoints by one-way ANOVA with

Tukey’s posthoc test. (D) Hierarchical clustering of human skeletal lineage populations freshly isolated and osteogenically

differentiated based on their overall transcriptomic profile by microarray. (E) COX-1 and COX-2 gene expression as determined

by microarray in freshly isolated hOP and hCP populations. n=2 patients. All data shown as mean ± SEM. Results from at least

two independent experiments.


