Detected features

160

140

120

100

80

60

40

20

Non abundant biotype detection saturation

=]incRNA

« nonsense_mediated_decay

AsnoRNA e ="

+ transcribed ugp:ace‘Ss'&:l_pseudogene
miRNA_

« transcribed_processed_pseudogene
retained_intron
processed_transcript

= pseudogene

* SnRNA

A non_coding

+ antisense

= retrotransposed

- ambiguous_orf _ A~

ATRNA _ o A -

. unprocessed_pseudo‘@ne

u ponmorphi&_pgeudogene

* procesg d_pseudogene

A1G_g_gene

+ fisc_RNA

= unitary_pseudogene

A - A - —A--A-- A

- - ————- -6 —- -

‘___.4—-—0---»—
.- -
PN St Bl el a4
—"-—-.—
/'—
/.’/
e
e
' 4
a--a---F--B--S--@E---F--E--4
.- -
A - A - —A - - A-- A
- - A"
a-- A

L g
\
\

\
\

m
I\
b
1
"
Ub b

wun o
nno
[]]

|

[}

(]

Lo o B
"
n

1l
1

= = mgm = = g = = =g = = =—o

1
3

o —
=
o
=
(4]
N
o
N
)]
w
o
w
a1

40

Depth in millions of reads

45

SCR16

Detected features

17000 17500 18000 18500 19000

16500

Abundant biotype detection saturation

—u— global
—-= protein_coding - e-—"
P
_ - =
?
/
/
1
/
/
/
/
/
/.
7
7
g - -
,o —-- - -=-"
4 -
, 4
’ /
/
/
/ /
// !
/ //
4 o
! -,
/ g
1 P d
’ /7
! ,
! 4
/ /
/ ’
! Vi
! P4
d J
!
]
!
!
!
!
!
!
!
Jd
I [ I [ I [ I [ I
5 10 15 20 25 30 35 40 45
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