Detected features

160

140

120

100

80

60

40

20

Non abundant biotype detection saturation

=]incRNA
« nonsense_mediated_decay _
AsnoRNA Lo
+ transcribed_unprocessed_pseudogene , 7
miRNA _ -
« transcribed_processed_pseudogerie
retained_intron - ~
processed_transcript
=snRNA /_ra
. pseBdo'gene
A pon_coding
+ antisense
= retrotransposed
- ambiguous_orf
ArRNA
¢ unprocessed_pseudogene
= polymorphic_pseudogene

- processed_pseudogene o — — A — - A- — —A- - -A

41G_C_gene .
+misc_RNA -
’_‘r__A
‘,145——0——-o——*-—-’---o—-—o——-o

L e .

rd

4
&

= - -
-
/.’—
7
rd
s
- —— 6 —— = — == — - - - - -
_a-- " ¢
> -
__.____._.——r——-‘
..-  ———— a———  ————
» = /:":‘::: == ==
ﬁé = === == EE%

GKR14

Detected features

Depth in millions of reads
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