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FIGURE S7 Validation of RNA-seq profiles by gRT-PCR. Fold change for RNA-
seq refers to the ratios of RPKM values of SIM-1 (SIM-2, RPM-2 and RPM-2) to CK
for selected transcripts, while relative quantification (RQ) value for gRT-PCR were
normalized to expression level of CK. Correlation coefficient between gRT-PCR and
RNA-seq were calculated and their associated P-values (P) were provided.



