Detected features

10

Non abundant biotype detection saturation

DK3R11_K2L4

Depth in millions of reads

=]incRNA
— ° processed_transcript p = = =0 = = g g o= =)
ATEC ’ ! !
+unprocessed_pseudogene , | [}
’ | |
4 |
— v ; :
/ \
/ [
/ ! !
_ / ! !
; ! 1
/ ! [
/ | I
/ ! 1
n 1 | N
! 1 f
] \ 1
] \ 1
] ! \ f
] \ ]
] \ ]
! | |
— ] \ i
| \ 1
| \ 1
| \ I
— ! 1 f
| \ I
! \ |
I \ I
— 1 \ I
[} (I
[} [
[ [
— ty /‘— -
Y ’
W /7
[} 4 - A
_ 7 S . -A-
-
- - A -
_A-- —A- - —A&
o
[ [ I [ I [ I [ I [ I [ I [ I
0.1 0.3 0.5 0.7 09 1 11 1.3 15

Detected features

3400 3500 3600 3700 3800 3900 4000 4100

3300

Abundant biotype detection saturation

Depth in millions of reads

—u— global
_|=+= protein_coding . -0
L 4
Y L 4
&
” ' d
— > A
@
(4
]
]
!
] [
!
i
[
7
— /
A
’
4
4
’
’
— ’
’
’
b4
’
’
— ¢
o
]
_ !
!
[
]
[
| )
[
1
[
]
] !
d
[ I [ I [ I [ I [ I [ I I
0.1 0.3 0.5 0.7 09 1 11 1.3 15



