Supplementary Text S1

After total RNA extraction and DNase I treatment, the mRNA was isolated by using magnetic beads with Oligo (dT). Fragmentation buffer was added to digest the mRNA into shorter fragments from which cDNA templates were synthesized. After purification, EB buffer was added for end reparation and single nucleotide A (adenine) addition, followed by an adapter ligation step. Quality control was performed on an Agilent 2100 Bioanalyzer, and fragment amplification was performed using an ABI StepOnePlus Real-Time PCR System. Library sequencing was performed using Illumina HiseqTen reading at least 30 million reads (MR) per sample. Paired-end sequencing was applied for each sample to generate a read length of approximately 150 bp.

