Detected features
400 600 800 1000 1200 1400 1600 1800 2000

200

Non abundant biotype detection saturation

® processed_pseudogene

- TEC
AlincRNA
+* miRNA
antisense
« processed_transcript _ <
snoRNA /A
misc_RNA P
= unprocessed_pseudogene /x
+ SNRNA P
Atranscribed_unprocessed_pseudogene A i
+ transcribed_processed_pseudogene
= sense_intronic /
rRNA /
AscaRNA /
¢+ pseudogene /
= polymorphic_pseudogene /
« unitary_pseudogene /
| 4sense_overlapping
+ribozyme /‘
= bidirectional._promoter_IncRNA P
transcribed_unitary_pseudogel}e
A|G_C_gene -,
1 +1G_D_gene A s
IG_V_pseudogene ,
IG_V_gene
TR_J_gene
TR_V_gene ,
TR_C_gend
TR_V_psgudogene
TR_J_p;eudogene
IG_J_gene
SRNA
3prir41e_overlapping_ncRNA
scRNA
X
- - - =
- -
/._
-~ - ™o - -a
——.___o- ’—‘.___.———.'
- = e - - --R - -
L -_m--" . #=- - v
| 4 SRy S _-*
-=22C% 0—-—0——-1=‘:::“x:"
F--p--2- - XA~k
EEEREE=RAcccE === ains

-
[

Depth in millions of reads

UNK

Detected features

5000 6000 7000 8000 9000 10000 11000 12000 13000

4000

Abundant biotype detection saturation

—u— global
—-= protein_coding

,
4
d
4
[ J
d
4
4
4
/
/
/
/
/
/
l
d
e
-
-
[ 4
rd
7
4 ’.'
,0’ _ -
»
/ ”
/ [ g
Vi /
Vi /
b4 ’
/ /
/
/
I -
-
/ -
-
/ -
[ 2
/ 4
Jd 7
4
o
/
/
/
/
/

Depth in millions of reads



