Detected features

160

140

120

100

80

60

40

20

Non abundant biotype detection saturation

] ®=lincRNA

« nonsense_mediated_decay

A processed_transcript

* snoRNA
transcribed_processed_pseudogene

« retained_intron
transcribed_unprocessed_pseudogene
sense_intronic

=snRNA

- pseudogene

AmiRNA

+non_coding

= retrotransposed

| - antisense

A ambiguous_orf

+*rRNA

= unprocessed_pseudogene

« polymorphic_pseudogene

A processed_pseudogene

+1G_C_gene

= misc_RNA
unitary_pseudogene

- -

- -

A—

<

min
i

L _ LN RS

L ol |

_‘_.-—0-""0 A__—‘--"“_—
-

-

_ —A

wtO1

Abundant biotype detection saturation

—u— global
—-= protein_coding

16000
I
~e
\

15500
I
\

IS St Gl g Qs { P !

-

&

15000
I

Detected features
~
a

14500
I
AN

’.___’_—-0———0———0

g -_m-- 4

14000
I

13500
I
LS

5 10 15 20 25

I I I I I I I [ I I I I I I I I I I
30 35 40 45 50 55 60 5 10 15 20 25 30 35 40 45 50 55

Depth in millions of reads Depth in millions of reads

60



