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Notes

Fold Change (FC) from RNAseq was obtained by CLC Genomics Workbench. Statistical model used to obtain FC involved correction for
batch effects.

FC for RT PCR was obtained the standard way. Since FC obtained from RNAseq is a single number (an average over the FC), the FC from
RT PCR were averaged. The average was computed over the same samples that were processed by RNAseq. We have computed also the

average of RT PCR-based FC over all samples.

The two sets of FC were plotted on a crossplot. The 45 degree line was added to the plot, to facilitate comparison of the two sets of FC.



