Genome C (Coverage 30X)

Velvet-1.0.12

Single end reads

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

17
13787


614
99.99
99.99
0.0004



19
221130


39
99.99
100
0

21
849980


11
99.99
100
0

23
156498


58
99.99
100
0

ABySS-1.2.4

Single end reads

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

17
820


14196
99.98
99.47
0.53



19
12649


874
99.98
99.97
0.24



21
218058


58
99.98
99.99
0.71



23
355001


37
99.98
100
0.53



SSAKE-3.5

Single end reads

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

15
1507124


6
99.99
100
0

16
344307


35
99.99
100
0

17
129721


75
99.99
100
0

18
76401


140
99.99
100
0

19
34966


294
99.99
100
0

SOAPdenovo-1.04

Single end reads

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

15
54344


360
99.99
99.95


0.043



17
304986


62
99.99
99.99


0.0076



19
146287


73
99.99
99.99


0.002



21
31201


336
99.99
100
0



Euler-1.1.2

Single end assembly 

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

15
1616736


5574


99.99
98.51
200.89



17
5999994


215


99.99
94.85
14.93



19
5999994


16
99.99
99.99
0.0038



21
849983


13
99.99
99.99
18.47



Edena-2.1.1

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

18
20668


481
99.99
100
0

19
112833


93
99.99
100
0

20
323964


27
99.99
100
0

21
839193


12
69.06
68.77
5.57

22
411369


31
99.99
100
0

