Detected features

1000 1500 2000 2500 3000

500

Non abundant biotype detection saturation

GK3R87-GIH1

Depth in millions of reads

BTEC
« processed_pseudogene _ -
AlincRNA _ - o
+ antisense _ - 8
MIRNA NAEE ) S
+ SNARNA ’ N
processed_transcript /
snoRNA /
= unprocessed_pseudogene / o
« transcribed_unprocessed_pseudogene / 8
ATrRNA / &
+ transcribed_processed_pseudogene -+ —
| =sense_intronic o~
misc_RNA P
AscaRNA » o
+ pseudogene ’ o
= sense_overlappifg 8
« ribozyme —
A bidirectional_promoter_IncRNA
* polymorphic_pseudogene
= unitary_pseudogene o
IG_C_gene o
:I "J_gene g E
_D_gene = —
IG_V_gene =
IG_V_pseudogene 8
IG_LV_gene u—
TR_V_gene ° 8
TR_C_gene 8 o
TR_V_pseudogene 8 8
TR_J_gene @
TR_J_pseudogene (&)
sRNA
macro_IncRNA 8
3prime_overlapping_ncRNA o
transcribed_unitary_pseudogene ﬂ
TR_D_gene
o
o
(@)
<
-
o _ = -—=3= -= §
== === - ™
== =rcC g -ECS-ES-CW =
--g=Z &< —E=--4 . ac-a
- A --A-=d==mp===f£==2°%
EZE2zE s EgAzsdssmpusape==4==z2 o
SEEBE RS2 2SS sSEsFessassaesssss808808 S
o -
N
I [ I [ I [ I [ I | —
0.5 1 15 2 25 3 3.5 4 4.5 5
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