
Figure 14: Coverage depth plots of genes driving Gene Ontology enrichments in F- and

K-iPSCs Plots show coverage depth for four genes, KRT5, KRT14, MESP1 and MESP2, that

drove the most significant Gene Ontology term enrichments (“hemidesmosome assembly” and

“mesoderm migration involved in gastrulation”) in K-iPSCs and F-iPSCs, respectively. Cover-

age depth was truncated at 500 reads per bp.
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