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Figure S1. TaqMan assay primer sets. TaqMan assays used to interrogate gene expression within 

murine keratinocytes. All assays were obtained from Applied Biosystems (Foster City, CA).  



 

2 

 

Figure S2. Merged network analysis of wildtype and FAK-deleted keratinocytes. Top scoring 

Ingenuity Pathway Analysis (IPA)-constructed transcriptome networks based genes that were 

significantly up-regulated (A) or down-regulated (B) in FAK-deleted keratinocytes compared to 

wildtype cells. Direct relationships are indicated by solid lines, and dashed lines represent indirect 

relationships.  
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Figure S3. Canonical pathway analysis of keratinocyte subpopulations. Canonical pathways 

significantly enriched for among genes whose expression was significantly up-regulated in cluster 1 

(A) and cluster 2 (B) cells based on the partitions delineated in Figure 3. 

 


