Detected features

400 600 800 1000 1200 1400 1600 1800

200

— ° scaRNA -

|

o
m
L

Non abundant biotype detection saturation

® processed_pseudogene
- TEC

— Aantisense

+*miRNA
processed_transcript
« lincRNA
snoRNA -
SnRNA o
= transcribed_unprocessed_pseudogene
< unprocessed_pseudogene
A sense_intronic /
+misc_RNA 4
=RNA /

Apseudogene P
. transcribed_processed_pgeudogene
=sense_overlapping e
. ponmorphic_pseydthene
A1G_C_gene .
+1G_J_gene?
=|G_D_gere

IG_V_géne
A1G_V/pseudogene
+TR/C_gene

— =rbozyme

TR_V_gene

TR_J_gene

TR_J_pseudogene
unitary_pseudogene
TR_V_pseudogene
transcribed_unitary_pseudogene
bidirectional_promoter_IncRNA
scRNA

\

N
-
!

"
&
"
'
X
T
'
'

on

1

!
‘i
"

m
e
mn
mui
TS

|

i
o

T

n

"
;mia
i

GK3R132r-GFP-DARE2

(1]

m

e

ﬂl

[ I I I I I I
35 4 45

Depth in millions of reads

5

55

Detected features

10000 10500 11000 11500 12000 12500 13000 13500 14000 14500 15000

Abundant biotype detection saturation

Depth in millions of reads

—u— global
—e= protein_coding
7
Ed
2
7
»
7
»
rd
rd
7
?
’
’
/
/
/
_ -
'/
7
7
rd
[ 4
’
4
’
7/
’
/
/
’
7
’
/ ,o”
J P
—’.”
»-
4
4
7
- o
/"‘
»-
rd
//
/.
’
/
— ’
’
4
[ [ I [ I [ I [ I [ I [ I
05 1 15 2 25 3 35 4 45 5 55 6 6.5



