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Depth in millions of reads

o
o
o
N~
A —
A”
o
o
o
O
—
o
o
o
Lo
-
o
o
0 (@)
g 3
=
©
()
QL
e}
g 5
o
o
e S
[} o™
o] —
o
o
o
N
—
o
8
- --—* —
—
- — <l
--;
g o
= es8m o
o
o
I I =
6 65 7

Abundant biotype detection saturation
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