Figure S1. Comparison of microarray-assessed and qPCR-assessed mRNA levels
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Scatter plots depicting the Pearson correlation (r) between changes in mRNA expression levels as
assessed by qPCR (y-axis) and by microarray-based differential gene expression analysis (x-axis)
of 10 randomly selected genes (BMP5, CAV1, ESR1, HOXAS, ID2, PGR, PLA2G10, SFN, TGFBI,
THBS1) regulated by the combination of OHT and ATRA in MCF7-WT (upper panel), MCF7-ERB1
(middle panel) and MCF7-ERB2 cells (lower panel). Changes in mRNA expression levels were
expressed as fold induction by the indicated treatment over vehicle (in log2 scale). OHT, 4-
hydroxytamoxifen; ATRA, all-trans retinoic acid.



