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Supplemental Figure 6 for Figure 6. GSEA of MYC ChIP-seq and UCSC genome browser tracks of 
representative genes.
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(A) Genes preferentially bound by MYC in ChIP-seq data from 4 hr stimulated 
WT (left) versus PIN1 KO MEFs (right) were ranked by average fold change of 
WT / knockout combining two biological replicates and tested for enrichment of 
pathways via Gene Set Enrichment Analysis (GSEA). Shown are some of the 
most significantly enriched pathways of all C5 gene sets 
(http://software.broadinstitute.org/gsea/msigdb/index.jsp). Enrichment scores for 
all C5 gene sets are included in Supplemental Table 2. (B) Genes upregulated in 
RNA-seq data from 4 hr stimulated WT (left) versus PIN1 KO MEFs (right) were 
ranked by fold change of WT / KO combining two biological replicates and tested 
for enrichment of pathways via Gene Set Enrichment Analysis (GSEA). Shown 
are the same pathways in Figure 5SA. Enrichment scores for all C5 gene sets 
are included in Supplemental Table 3. (C) Genes upregulated in RNA-seq data 
from 4 hr stimulated WT (left) versus PIN1 KO MEFs (right) were ranked by fold 
change of WT / KO combining two biological replicates and tested for enrichment 
of MYC dependent serum reponsive genes (MSDRs, Perna et al., 2012) via 
Gene Set Enrichment Analysis (GSEA).
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