Detected features

100 150 200 250 300 350 400 450 500 550 600

50

Non abundant biotype detection saturation

ABFF2

Abundant biotype detection saturation

— y o
m transcribed_unprocessed_pseudogene o —u— global
« unprocessed_pseudogene - - Q "]—=«= protein codin -
AlincRNA e -+ 3 profein_coding e
+ antisense r- _ -
miRNA ’ bl
< nonsense_mediated_decay / o ,
retained_intron / o /
rocessed_pseudogene 4 [To R
.P _pseudog _ - ~ ,
__| mprocessed_transcript - —
* SNRNA -* ’
Aunitary_pseudogene » - /
+snoRNA _ d
= sense_overlapping 8 - g
~| ° polymorphic_pseudogene o - » <
Atranscribed”_processed_pseudogene : 7’
« sense_infronic ,
=|G_C_pseudogene Ae — —A — —h - — A - - -A 4
- non_%top_decay - , o
Amigc_RNA yoad Q
+ pseudogene _ A- 8 — ’
A~ S ’
e — ’
- 17 J
x° o /
2 8 !
g 8 !
— © /
o —
[} ! e — -
° ! e —--"""
9] / -~
3} Q /
[a] Q ! /
D —
[Te] Jd ’
A ’
/
.
o -7
o e
8 — 7,
.___.___.___._—-I——-I———I-——I——-I bt {/
| ’
7
/
e e @ T g = TL® T T 9 8 V3
oo — ’
e A = A - A - —A- - A f_"' /
/
= W = = = = —m— = = — — - /
o /
o /
- - - - - - - - - g — ’
sefzzd=zzkz:=0:=:=1 A
I [ I [ I [ I [ I I [ I [ I [ I [ I
5 10 15 20 25 30 35 40 45 5 10 15 20 25 30 35 40 45

Depth in millions of reads Depth in millions of reads



