4 Read mapping stats 2

Unique . Multi Fraction
) Multi -
Splices Splices | mapped

Read
Length

Raw reads |Complexity| Unique

Mapping Library

Species

mml10  2x50 STAR-2.5.3 GENCODEvm4 normal_lung_repl_total_RNA
mm1l0 2x50 STAR-2.5.3 GENCODEvm4 normal_lung_rep2_total RNA
mml10 2x50 STAR-2.5.3 GENCODEvm4 normal_lung_rep3_total_RNA
mml0 2x50 STAR-2.5.3 GENCODEvm4 tumor_repl_total_RNA
mml1l0 2x50 STAR-2.5.3 GENCODEvmM4 tumor_rep2_total_RNA
mm10 2x50 STAR-2.5.3 GENCODEvm4 tumor_rep3_total RNA

# Exonic:  Intergenic: Intronic:
normal_lung_repl_total_RNA 0.12 0.29
normal_lung_rep2_total_RNA 0.38 0.15 0.46
normal_lung_rep3_total_RNA 0.40 0.17 0.43
tumor_repl_total_RNA 0.12 0.28
tumor_rep2_total_RNA 0.13 0.33
tumor_rep3_total_RNA 0.18 0.28
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4 Number DE genes, DESeq2, eXpress 2

all genes

p-val p-adj
upinBvsA |downinBvsA| upinBvsA | downinBvsA
normal_lung tumor 913 1,107 106 223
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