GSR9 _mTECsBalbc

Non abundant biotype detection saturation Abundant biotype detection saturation

=]incRNA
« processed_pseudogene
A unprocessed_pseudogene

__—m— global
—-= protein_coding e~

18500

A-- A -k --A--4

Detected features

400

350

300

250

200

150

100

50

miRNA
« unitary_pseudogene
snoRNA

antisense

] *processed_transcript

-~

®retained_intron , <

< nonsense_jgediated_decay
A polymorpMic_pseudogene

« transcrifed_unprocessed_pseudogene
= sense_intronic
. tralfscribed_processed_pseudogene
afisc RNA
¢+ snRNA

= pseudogene
< 1G_C_gene
ArRNA

1

i
1T
S
0

-

-

- — -

- —A -

na
H*

- —-—- = — = — ——. — — e

-
-

—e—— - - — - ——* - -

[
A 4
|
!

G m S —m—-——+——

PR PR OF Y R

25 30 35 40 45 50 55 60

Depth in millions of reads

Detected features

16000 16500 17000 17500 18000

15500

I I I I I
25 30 35 40 45

Depth in millions of reads

I
50

I
55

I
60

I
65



