Genome coverage (%)

FRCurve (misassemblies)

100

80 A

60 1

40 -

20 A

(@2

MG1 _ets
MG1_sjw
MG2_ets
MG2_sjw

10 15
Feature space

- MG3_ets
= MG3_sjw
MG5_ets
MG5_sjw

20

—_— MG6_ets

MG6_sjw
—_— MG7_ets
— MG7_sjw

25




