Detected features

100 150 200 250 300 350 400 450 500 550

50

__| *pseudogene

Non abundant biotype detection saturation

®unprocessed_pseudogene

« antisense

AlincRNA

+nonsense_mediated_decay
retained_intron

« processed_pseudogene
processed_transcript
transcribed_unprocessed_pseudogene

=snRNA

« unitary_pseudogene

AmiRNA

+snoRNA

= sense_overlapping
polymorphicpseudogene

Atranscribed_processed_pseudogene

] *sense_intronic

= |G_C_pseudogene
< non_stop_decay
Amisc_RNA 4

r--82--
rd

= TR_C_gene _
/‘- .-

1"

L
]
m
2]
11
1 1]
sbs
1
m
| 40
Oy
o
Ll
iR
(1]
i
4]
nm
(A
W
1o
10

|
|
¢
]
!
d
1
|
|
i
1

4- - -8 --0}

I
]
l
1
I
]
1
]
I
*
]

IT3R59_24 Prol

4-— - -

Detected features

1o
[

13500
l

Depth in millions of reads

14500 15000 15500 16000 16500 17000
l I l I l I

14000
I

Abundant biotype detection saturation

—u— global
—e«— protein_coding _e-—"°
_ -
PR
?
’
’
’
’
/
/
»
rd
rd
[
rd
4
d
ol
’
’
’
’
’
?
/
/
/
/ - = =
-
/ - T
1 » -
J ’
1 ,’
J ’
’
-0
-
-
[ 4
rd
rd
rd
¥ J
/7
/7
’
./
/
/
/
/
/
/
/
J
[ [ I [ I [ I [ I [ I [
1 2 3 4 5 6 7 8 9 10 11 12

Depth in millions of reads



