Detected features

400 600 800 1000 1200 1400 1600 1800 2000

200

Non abundant biotype detection saturation

®sense_intronic

* lincRNA

Aprocessed_pseudogene

*TEC
antisense

*« miRNA
processed_transcript
snoRNA

=snRNA

< unprocessed_pseudogene

Atranscribed_unprocessed_pseudogene

+ sense_overlapping
= transcribed_processed_pseudogene
misc_RNA
AscaRNA
+ pseudogene
=rRNA
« bidirectional_promoter_IncRNA
4 polymorphic_pseudogene
+1G_C_gene
= |G_V_pseudogene
IG_V_gene
ATR_C_gene
+ ribozyme
TR_V_gene
TR_J_gene
unitary_pseudogene
SRNA
macro_IncRNA
transcribed_unitary_pseudogene

ey
mavn
mavnn
.
ma uny
min wn

B

men

YK3R7-5269-4fplus

Detected features

0.5 1 15

Depth in millions of reads

11000 12000 13000 14000 15000 16000 17000

10000

Abundant biotype detection saturation

—u— global
_|=== protein_coding P
-
e
Ed
» -
-
-
e
Cd
-
?
/
/
/
/
/
/
/
»
rd
rd
Cd
’.
rd
4
4
d
’
’
’
’
’
/
! _ -
_ -
/ -
/ _ -~
/ Ve
/ ’
’
/ ’
/ ’{
Jd -~
)
Cd
rd
-~
,.
rd
4
e
’
/
/
’
’
/
Jd
[ [ [ [ [ [ [
0.5 1 1.5 2 2.5 3 35

Depth in millions of reads



