Detected features

3000

2500

2000

1500

1000

500

Non abundant biotype detection saturation

GK3R148-CU3

Depth in millions of reads

— ETEC
« antisense _ -
ASNRNA _ -
+ processed_pseudogene .-
lincRNA -
+ miRNA e
processed_transcript /
SnoRNA ’
= unprocessed_pseudogene /
— - rRNA /
Amisc_RNA /
« transcribed_unprocessed_pseudogene_. < °
® sense_intronic -~
scaRNA »>°
A pseudogene <
+ transcribed_procegsed_pseudogene
= sense_overlapping
__| - bidirectional fromoter_IncRNA
4 polymorphic_pseudogene
+ transcribed_unitary_pseudogene
=|G_C dene
1G [{_gene
A IGZV_pseudogene
+16_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
- -2
e e = "X A== A
_.—’::~-"'~’*""A__ - =
4=z zEZZg-ZR-- W CCE-C@--a
scgo-a---k==#"
| S Y
== == E==§==g==‘=5 :::E :::
Sll!llaiiﬂ SIS LEESS s aS 8.8 0
[ [ I [ I [ I [ I I
0.5 1 1.5 2 25 3 35 4 4.5 5 55

Detected features

13000 14000 15000 16000 17000 18000 19000

12000

Abundant biotype detection saturation

—u— global
—e« = protein_coding Pt
- L4 -
_ .
-
’ -
/
’
/
/
/
/
»
- - -
/.
4
’
’
’
/
/
/
/
/
/
/
J
- -0
g
- 0
- -
/.
4
rd
4
- =0
- hd -
rd
td
v
’
’
’
’
4
[ [ I I [ I [ I [ I
0.5 1 1.5 2.5 3 35 4 4.5 5 55

Depth in millions of reads



