Supplementary Figure S5
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Supplementary Figure S5. EMT-related genes are reciprocally regulated by Nsd2 and Kdm2a.
(A-B) Boxplots of expressions of various epithelial (top) and mesenchymal (bottom) genes in transcripts per million (TPM)
in WT versus sgKdmz2a cells (A), as well as in WT versus sgNsd2 cells (B).

(C-D) Relative mRNA expression of epithelial and mesenchymal genes (QPCR) in WT versus sgkdm2 cells (C) and WT
versus sgNsd2 cells (D). For all experiments, n=2 cell lines/genotype, n=2-3 sgRNA clones/cell line. For triplicate gPCR
analyses, bars represent mean + SEM.



