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Figure S1. gRT-PCR validation of genes selected from the microarray profile. Expression levels of a subset of genes selected from
those listed in Table | and Table Il were determined by gRT-PCR analysis in total RNA from ToF and ASD samples profiled by
microarray. Expression changes were evaluated in relation to the values obtained for three reference genes, as detailed in the Methods.
(A) EGRL transcript levels were compared in atrium tissues from 6 ToF and 6 ADS patients before CPB. Results are shown as a box plot
and expressed as mean normalized gene expression values. Boxes show the values falling between the 25" and 75" percentiles,
horizontal lines represent mean values, and whiskers (lines that extend from the boxes) represent the highest and lowest values for each
group. p values of ToF relative to ASD: * p<0.05 (unpaired-two-tailed Student’t test). Fold-change value in ToF relative to ADS samples
is indicated. (B) SOCS3, CCL2, CXCL2, and RGS1 mRNA levels were evaluated in 3 ToF and 3 ASD samples before and after CPB,
and relative transcript expression was calculated. Results are expressed as mean fold-increase + SD of three determinations/donors in
post-CPB relative to pre-CPB samples.



