Detected features

100 150 200 250 300 350 400 450 500 550

50

® transcribed_1

Non abundant biotype detection saturation

unprocessed_pseudogene

< unprocessed_pseudogene

AlincRNA _ - =T
+ antisense >~ -~ g

miRNA 7

< nonsense_mediated_decay 7

retained_intron /

processed_pseudogene 4

® processed_transcript ¢

+ snRNA -7

A unitary_pseudogene -,

”

+snoRNA

= sense_overlapping /(
« polymorphic_pseudogene

A transcribed_gff:essed_pseudogene
+ sense_intrghic

u IG_C_pSﬁudogene [
. non_stpp_decay -,

AmischNA
. psgudogene

A-

-

¢ A~

7
7
4

&

»
1
\

\
\
Iy

1

]
1
8
1
I
d
'
i
|
%
I

]
1
\
L
4
§
q
1

e
ma
LI Y]
e |
L] ]
ama
ik
nma
nm
e
"
L1
(0]}
-
amn
vm
ik
i
amm
]
i
i
anl
wm
an

-

|
1

an
W

-

|
|
)

an
an
&k

10 15 20 25

Depth in millions of reads

30

ABFFF1

Detected features

14000 14500 15000 15500 16000 16500 17000 17500

13500

Abundant biotype detection saturation

—u— global
—-= protein_coding

P
_ -
b4
/
/
/
/
/
/
2
rd
”
rd
»
rd
s,
s,
»
Vi
’
7
7
4
/
1
-0
/ - =
-
li __—o"
l; 4
/ /
/ ”
/ /
J ’
»
-
-
[ 4
rd
rd
rd
4
’
/
/s
’
?
/
/
/
/
/
/
Jd
[ [ [ [ [ [
5 10 15 20 25 30

Depth in millions of reads



