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Supplementary Figure 1. Analyses of TCGA breast cancer datasets. A. Using UALCAN (1),
RECQL4 and SDHC transcript is elevated in invasive carcinomas compared with normal breast
tissues. B. Analyses of both proteins according to race. RECQL4 mRNA is significantly higher in
AA women compared to Caucasians and Asians. For SDHC, transcript levels are increased in all
races compared with normal tissues. C. In silico analysis of transcript expression according to

patient overall survival.
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