Detected features

350

300

250

200

150

100

50

GSR2_FULA1

Non abundant biotype detection saturation

=]incRNA
« processed_pseudogene _ A - - A
A unprocessed_pseudogene A - A - - A-
+ processed_transcript 7
miRNA 7’
- unitary_pseudogene e
SNORNA 47
antisense A - -
uretained_intron -
< nonsense_mediated _Ac'ay
A polymorphic_pseudbgene
. transcribed_upp(ocessed_pseudogene
= sense_intrghic
« transcribgd_processed_pseudogene
Amisc_RNA
*+SNRNA
= psgudogene
« I _C_gene - — = = — = — ==
ATRNA _ -
- -
- -
- - e -
[
7
7
7
4
»—"—“"'—'--—'_—-.
rd
td
—- - -
- -2
- ~ B s IR RSN R
-. -_——— - -
- = -
* rd
rd
-
A___‘___‘____‘__A---A---Ar-—A--A
A - -
-—— === = —=¢ - di= = =~ - = -

L L)
m
im
. 1

i
ma
Sk
10
1
Jm
i
imn
T
=
im
i
dnw
Wi
ik

\

e
L
amh
o
amh
amh
omim
L
amh
v

Depth in millions of reads

Detected features

15000 15500 16000 16500 17000 17500

14500

Abundant biotype detection saturation

—u— global
—e« = protein_coding - o
-
P
1
/
’
/
’
/
/.I
rd
rd
v
4
4
’ ~9
4 -
14 -
/7 - -
[ J
’ /
’ ’
4 ’
/ /
! /
/ ’
1 /
.
I rd
rd
/ -
! 7’
rd
/ 4
/ o
P ’
’
! ’
Jd /
’
?
/
/
/
/
1
1
/
/
Jd
I [ I [ I [
5 10 15 20 25 30 40

Depth in millions of reads



