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Cufflinks and RSEM command line

Cufflinks 2.1.1[1] was applied to generate isoform expression as one of the baseline to compare with Net-RSTQ
using the following command:

./cufflinks -p 4 -F 0 -G hg19RefSeq.gtf -o x.bam.
RSEM1.2.20[2] was applied to generate isoform expression as another baseline to compare with Net-RSTQ in
simulation and qRT-PCR studies using the following command:

./rsem-calculate-expression –paired-end –bowtie2 –bowtie2-path bowtie2/ -p 2 x1.fastq x2.fastq
hg19RefSeq x.
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