Assembly NG50 Genome fraction

o 100- ? — — Ep—
Eﬁ o ® o ® Py
[ ]
) 7 -
4e+05 °
[ ]
° g 801, | .
3e+05 - c d
—e RS
3 ° . S
S « %
2e+05 - € i
: 5 o |
e ()]
° (O]
16405 1 T s
$ é ﬁ 40' [ ]
e ®
0e+00 4 &=
Cov-010 Cov-020 Cov-050 Cov—100 Cov—200 Cov-010 Cov-020 Cov—050 Cov-100 Cov-200
E flex
Number of Contigs Mismatches F Qia
° 30 ® El XT
o
1500
s °
1) X
.g . 8 201-°
(@] J —
8 10004 5 .
— o
2 3
3 5 R
% :
[ ] 10-
< 500+ k%) ¢ R
S ®
® 9 é °
0 01
Cov—-010 Cov—020 Cov—050 Cov-100 Cov-200 Cov-010 Cov-020 Cov-050 Cov-100 Cov-200

Figure S1: Quality measures of the de novo assemblies. The different subsamples of the
reads were de novo assembled. The assembly quality was assessed by calculating four
important quality measures. The subsampling is indicated on the x-axis and the measure
on the y-axis. The colors indicate the library kit used. In the boxplots the lower and upper
hinges correspond to the first and third quartiles. The whisker are located at 1.5x of the
interquartile range.



