Supplementary Figure 4
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Supplementary Figure S4. Gene expression profiling of PDX tumors. A-C, Extended data
associated with Fig. 4C,D. A, Box plots showing the number of genes with upregulated,
downregulated, and unchanged expression in treatment group comparisons. B, Number of
significantly downregulated genes shared between treatment groups. C, GO 'Biological
Process' terms downregulated in palbociclib + fulvestrant (P+F) compared to vehicle (V)
treated tumors (top left panel), in AZD4573 versus vehicle (top right panel), in palbociclib +
fulvestrant + AZD4573 (P+F+A) versus vehicle (bottom left panel) and in P+F+A versus P+F
treated tumors (bottom right panel). D, Extended data associated with Fig. 4F,G; Expression
of BRD4 and CCNE1 in tumor treatment groups (p values estimated using’s edgeR’s

implementation of quasi-likelihood F-test).



