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Figure 1 — figure supplement 5. DEX gene list and Gene Ontology analysis on DEX genes



Heatmap showing the DEX gene list of the MGE IN population (cluster 1) when compared cDKO to WT. (Left)
Numbers listed corresponds to Log (FoldChange) values. Green color represents genes downregulated in the
Maf cDKO, while red color represents genes upregulated in the Maf cDKO. (Right) Gene ontology analysis of

the DEX genes based upon biological processes and cellular components.



