Detected features

3000

2500

2000

1500

1000

500

Non abundant biotype detection saturation

m processed. pseudogene

- TEC _A
AlincRNA A T
* miRNA _ A~
antisense Y e
« processed_transcript ’, -
snoRNA
misc_RNA /
= unprocessed.pseudogene 4
* SnRNA /
Atranscribed_unprocessed_pseudogene /
+ transcribed_processed_pseudogene /
= sense_intronic - A
rRNA y'Ss
AscaRNA P
+ pseudogene i
= polymorphic_pseugegene
* unitary_pseudogene
A sense_oveﬁﬁping
+ribozyme
= bidirectional_promoter_IncRNA
transgribed_unitary_pseudogene
A|G_C_gene
+1G°D_gene
_V_pseudogene
IG_V_gene
TR_J_gene
TR_V_gene
TR_C_gene
TR_V_pseudogene
TR_J_pseudogene
IG_J_gene
sRNA
3prime_overlapping_ncRNA
scRNA
_ -
_ e
- - ’ E
P ——m g == =
‘—_—0"—4 "___.__—r
- -
Py - = ===
ezt T - e--u=""
g§--9-- .- --
P == - -z _:x:—A—— -
E==8==FSccE==g==3:=: s
BsskssAEsECCECC2:¢ ==i
I [ I [ I [ I [ I
1 2 3 4 5 6 7 8 9

Depth in millions of reads

TR3

Detected features

14000 15000 16000 17000 18000 19000 20000 21000 22000 23000

13000

Abundant biotype detection saturation

—u— global
—e« = protein_coding _-°
. -
-
-
_
-
-
=
-
Cd
-
/
/
/
’
/
/
d
rd
rd
[ 4
7
d
7
v
’
/7
’
’
’
’
/
/
/
/
/
J
- ==
-
Y
/.
7
7
_ -
- - -
~ [ 4
-
Cd
»
4
/7
4
[ 4
I [ I [ I [ I I
1 2 3 4 5 6 7 8 9

Depth in millions of reads



