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Figure S4 mRNA profiles determined by high-throughput sequencing compared between biological replicate samples. (A)
Genes that were well-expressed (FPKM>1 in at least one sample) were used; expression values (FPKM) for well-expressed genes
(11,360) are shown for two biological replicates. (B) Principal component analysis was performed on all replicate samples for
well-expressed genes. (C) Pearson and Spearman correlation coefficients for all pairs of biological replicates that underwent

mRNA sequencing.




