Detected features

1800 2200 2600

1400

200 400 600 800 1000

0

Non abundant biotype detection saturation

BTEC

« antisense

AsnRNA

+ processed_pseudogene
lincRNA

*« miRNA
processed. transcript
snoRNA

= unprocessed_pseudogene

* IRNA

Amisc_RNA

+ transcribed_unprocessed_pseudogene

= sense_intronic
- scaRNA -
A pseudogene P
. transcribed_proces;ecf_pseudogene
= sense_overlappipg
« bidirectional_promoter_IncRNA
4 polymorphi€_pseudogene
« transcribéd_unitary_pseudogene
=1G_C_dene
IG_[f_gene
41GA/_pseudogene
+1G_V_gene
TR_V_gene
TR_C_gene
ribozyme
TR_V_pseudogene
TR_J_gene
TR_J_pseudogene
unitary_pseudogene
sRNA
macro_IncRNA
3prime_overlapping_ncRNA
TR_D_gene
IG_J_gene
scRNA

-

Wit

ni
¥
L1l
\
¥

wit

A hy

LT
an
Mgt
0 \
LT
e
(]
i
LN

-

]

GK3R168-CL2

Detected features

Depth in millions of reads

13000 14000 15000 16000 17000 18000 19000

12000

Abundant biotype detection saturation

—u— global
—-= protein_coding

P
-
-
4
/
/
/
/
/
/
2
td
td
Cd
P
g
,.
4
7
_ -
.-
I I I
4 5 6

Depth in millions of reads



