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Figure S1: Violin-box plots for gene-wise CV and mean for high, low-abundance mRNA and lncRNA FPKM in TCGA LUSC.
[image: M:\Research\RNA-Seq\Xuefeng\BMC_Genomics_submission2\cv.pattern.fpkm.lusc.tiff]
Figure S2: Violin-box plots for gene-wise CV and mean for high, low-abundance mRNA and lncRNA FPKM in TCGA LUAD.
[image: M:\Research\RNA-Seq\Xuefeng\BMC_Genomics_submission2\cv.pattern.fpkm.luad.tiff]

Figure S3: Violin-box plots for gene-wise CV and mean for low-abundance mRNA counts normalized by TMM and UQ methods. 
[image: M:\Research\RNA-Seq\Xuefeng\real.data\tumor.normal\cv.pattern.tmm.uq.tiff]









Figure S4: Mean FDR for DE analysis on simulated data. Scenarios are in the order of gene-wise variance scale, from the smallest to the largest. 
[image: M:\Research\RNA-Seq\Xuefeng\BMC_Genomics_submission2\fdr.revision1.png]








Figure S5: Mean TPR for DE analysis on simulated data. Scenarios are in the order of gene-wise variance scale from the smallest to the largest. 
[image: M:\Research\RNA-Seq\Xuefeng\BMC_Genomics_submission2\tpr.revision1.png]









Figure S6: Survival time association with DE genes identified in both paired and unpaired TCGA HNSC tumor vs normal analysis. The 426 tumor samples are divided into two groups by the median of RPKM per gene. (A)-(D) are the Kaplan-Meier survival curves for genes ERVH48-1, LINC00668, HCG22, LINC02582  individually.
[image: M:\Research\RNA-Seq\Xuefeng\submission1\Figure4.tiff]
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