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Figure S2. Densitometry of alternatively expressed transcripts in HP and control fibroblasts. (A) Isoform expression for each tested gene comparing
control and HP samples. Error bars are the standard error. (B) Summary of the densitometric data for all genes, including the GenID and PCR product
sizes. Due to the low signal, sample C3 of AGER was not included in the quantification (A). Statistical differences were assessed with the Mann-Whitney
test.
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