Species

hg20
hg20
hg20
hg20
hg20
hg20
hg20
hg20

Read
Length

2x75
2x75
2x75
2x75
2x75
2x75
2x75
2x75

Mapping

STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26
STAR-2.5.3 GENCODE V26

Read mapping stats

Library

C2-1_Diff_rep1-GSM3028917
C2-1_Undiff_rep1-GSM3028913
C2-2_Diff_rep1-GSM3028918
C2-2_Undiff_rep1-GSM3028914
R2-1_Diff_rep1-GSM3028919
R2-1_Undiff_repl-GSM3028915
R2-2_Diff_rep1-GSM3028920
R2-2_Undiff_rep1-GSM3028916

#

C2-1_Diff_repl-GSM3028917
C2-1_Undiff_rep1-GSM3028913
C2-2_Diff_rep1-GSM3028918
C2-2_Undiff_rep1-GSM3028914
R2-1_Diff_rep1-GSM3028919
R2-1_Undiff_rep1-GSM3028915
R2-2_Diff_rep1-GSM3028920
R2-2_Undiff_rep1-GSM3028916

Raw reads |Complexity

28,477,672
30,051,935
12,165,291

15,258,104
25,496,513
13,543,220
23,077,940

Exonic: Intergenic: Intronic:
0.02 0.06
0.02 0.07
0.01 0.04
0.01 0.04
0.03 0.12
0.03 0.05
0.02 0.06
0.01 0.04

Unique

15,594,109
19,958,273
17,255,730

Unique
Splices




Coverage (arbitrary units)

Coverage of genes; >1000bp

- C2-1_Diff_rep1-GSM3028917
- C2-1_Undiff_rep1-GSM3028913
C2-2_Diff_rep1-GSM3028918
== (2-2_Undiff_repl-GSM3028914

5 10 15 20 25 30 3-5 40 45 50 55 60 65 70 75 80 85 90 95 160
Position along mRNA 5' -> 3




Coverage (arbitrary units)

1.59

Coverage of genes; >1000bp

== R2-1_Diff_rep1-GSM3028919

== R2-1_Undiff_rep1-GSM3028915
R2-2_Diff_rep1-GSM3028920

== R2-2_Undiff_rep1-GSM3028916

é 10 15 20 25 30 35 40 45 S50 55 60 65 70 75 80 85 90 95 160
Position along mRNA §' -> 3"




4 DE genes summary 2

all genes
A B p-val p-adj
upinBvsA |downinBvsA| upinBvsA | downinBvsA
C2_Diff C2_Undiff 3,908 4,696 3,195 3,911
C2_Diff R2_Diff 2,502 2,723 1,340 1,532
C2_Diff R2_Undiff 4,162 4,609 3,411 3,793
C2_Undiff R2_Diff 3,987 3,427 3,117 2,641
C2_Undiff R2_Undiff 821 528 176 49
R2_Diff R2_Undiff 3,755 4,065 2,958 3,197
lincRNA
A B p-val p-adj
upinBvsA |downinBvsA| upinBvsA |downinBvsA
C2_Diff C2_Undiff 168 154 120 109
C2_Diff R2_Diff 165 92 85 42
C2_Diff R2_Undiff 178 176 124 130
C2_Undiff R2_Diff 150 104 95 62
C2_Undiff R2_Undiff 34 32 3 5
R2_Diff R2_Undiff 89 175 50 126




