Genome D (Coverage 40X)

Velvet-1.0.12

Paired end reads

Hash length(K)
N 50
Contigs produced
Genome covered (%)
Contigs matches (%)
Error rate(%) assembly

17
6003548


11
99.99
98.88
0.168



19
6000264


1
99.99
99.99
0.006



21
6000023


1
99.99
99.99
0.00073



23
6000086


1
99.99
99.99
0.0019



ABySS-1.2.4

Paired end reads

Hash length(K)
N 50
Contigs produced
Genome covered (%)
Contigs matches (%)
Error rate(%) assembly

17
5999267


1
99.98
100
0

19
5999267


1
99.98
100
0

21
5999267


1
99.98
100
0

23
5999267


1
99.98
100
0

SSAKE-3.5

Paired end reads

Hash length(K)
N 50
Contigs produced
Genome covered (%)
Contigs matches (%)
Error rate(%) assembly

15
5999720


2
99.99
100
0

16
5476543


3
99.99
100
0

17
5476540


3
99.99
100
0

18
4524069


4
99.99
100
0

19
1122318


8
99.99
100
0

SOAPdenovo-1.04

Paired end reads

Hash length(K)
N 50
Contigs produced
Genome covered (%)
Contigs matches (%)
Error rate(%) assembly

15
5999991


1
99.99
99.99
0.0007



17
5999698


2
99.99
100
1.66



19
5999729


2
99.99
100
1.66



21
5999702


2
99.99
100
0



Euler-1.1.2

Paired end assembly 

Hash length(K)
N 50
Contigs produced
Genome covered (%)
Contigs matches (%)
Error rate(%) assembly

17
5999995
1
99.99
100
0

19
5999737
3
99.99
100
0

21
5999737
2
99.99
100
0

23
3197373
5
99.99
100
9.5

