Detected features

1000 1200 1400 1600 1800 2000 2200 2400

400 600 800

200

Non abundant biotype detection saturation

BMC3R9_M20tg2a

Depth in millions of reads

Abundant biotype detection saturation

Depth in millions of reads

__ ®pseudogene —u— global
elincRNA -® T]~*- protein_coding .
Asense_intronic P P
+ processed_transcript _ E o
antisense P - o
— emisc_RNA _- 8 -] .
SNRNA ° — ’/
SnoRNA _ .
=miRNA _ < | .
— ® polymorphic_pseudogene " ’/
ArRNA ’ L
+ sense_overlapping / o 7z
= TR_V_gene Vi o _| 4
_| TR 3 gene , 9 L
AIG_C_gene /
+1G_C_pseudogene ,./ 7
=|G_V_gene - - — 7
*|G_V_pseudogene - /
1 A3prime_overlapping_rlsrna’ /
+1G_J_gene 8 ,
u TR_V_pseudogt;né' n
g (o] /
— 14 %) )
/ o - g
7 = — S -
4 g ’ _ )
— / “— o P4 -
¢ T 3 4 g -
"g N~ ’ _ &
Vi -
_ g , _-°
] ’ r
[ /
o / /
—] o _| /
n /
(o] / Vi
/
p v 1
1 -
_| ’ e
/ -
rd
8 ) 2
— [To d
o e
7’
[
— ’
— /
e —-*-—" 22 ’
= = o
L _a == z=g===a==4 o _| 4
—=@fzzHR=cZEZZE=-C ==k ==f== w 4
Jdgs=f=s= :::E::E;E .—.;ﬁ.—..—.ﬂ.—..—.a = P
[ [ I [ I [ I [ I [ I [ I | [ [ I [ I [ I [ I [ I I
0.05 0.15 0.25 0.35 0.45 0.55 0.65 0.05 0.15 0.25 0.35 0.45 0.55 0.65



