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Non abundant biotype detection saturation

Depth in millions of reads

1.2

= [incRNA
« processed_transcript §o o e e
ATEC
+ unprocessed_pseudogene !
[}
]
]
]
I
)
[}
]
|
I
]
|
I
]
i
[}
]
]
- = = - ]
/ \ 1
/
\
’ 1
! I
4 ! I - = =@
/ \ | 7/ ’
/ \ e
7 )
’ ! ] ’
/ \ ’
— ) I »
/ \ I P
/ \ | /7
! \ f 4
/ \ 4
— / \ I 03
/ ] /
\
; ! !
\
; N /
S ] J !
/
/
/
/ A — —h - - A~ - A
[ [ I [ I [ I [ I [ I |
01 02 03 04 05 06 07 08 09 1 1.1

Detected features

Abundant biotype detection saturation
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Depth in millions of reads



