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Abundant biotype detection saturation

—u— global
—-= protein_coding

/
/
/
(4
/
’
’
/
i
/
/
J
-
7
7
’
/
/
/
/
J

Depth in millions of reads

05 1 15 2 25 3 35 4 45 5 55 6 65 7 75 8



