RT-qPCR assay details

Primer for candidate reference genes
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*ConGenlE database (http://congenie.org/); F and R: forward and reverse primer; E: amplification efficiency; R*: correlation coefficient of standard
curve; **not determined (Cq values out of quantitative range or not detected)

RefFinder (Xie et al. 2012) ranking of candidate reference genes
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Primer for genes of interest

Amplicon

Gene ID* Gene symbol | Name Oligo sequence (5’ —3’) size (bp) E R
MA_10204459g0010 | CALM calmodulin LSS G ATON 91 0.999 0.994
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*ConGenlE database (http:/congenie.org/); F and R: forward and reverse primer; E: amplification efficiency; R*: correlation coefficient of standard curve
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