Detected features

160

140

120

100

80

60

40

20

SCR17

Non abundant biotype detection saturation Abundant biotype detection saturation

=]incRNA

« nonsense_mediated_decay LT e - — e = —e— = =0

AsnoRNA P

+ transcribed_unprocessed_pseudogene = - —r -
MiRNA P . -

« transcribeds processed_pseudogene
retajned_intron
processed_transcript

= pseudogene

- SNRNA M)

A non_coding /

+ antisense —

= retrotransposed

< ambiguous_orf /

ATRNA Ae— A — A - —A- - A

¢ unprocessed_pseudogene A -

= polymorphic_pseudog ne - —A- - -

- processed_pseudqge!l [ 4 —- -

A1G_C_genehe ~ ] 4 -—

+misc_RNA

= unitary_pseudogene
® y_p g

—u— global
—-= protein_coding

18600 19000
l |

18200
l
\

R ik T I Selidie Sk et e
-7

17800
l

\
1
]
[}
[]
[}
|
d
|
[}
|
]
]
[}
Detected features
17400
]
\

- @---F---B--4--@---F--EB--4 ,
R - [ 5 = ] , )

17000
I

A___A__._‘——A———A

= = g = = gm = = g = = =

»
\
\
*
\
\
16600
|

i
1
L g
il
1
e
e

wt n
wotoal

L 11}
n

L g
"
"

]
1]
]
]
»
]

]
i
16200
|

aQ

5 10 15 20 25 30 35 40 45 50 55 60 65 5 10 15 20 25 30 35 40 45 50

Depth in millions of reads Depth in millions of reads

55

60

65



