Genome B (Coverage 20X)

Velvet-1.0.12

Single end reads

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

19
12839


691


99.84


99.85
0

21
44343


216


99.99


100
0

23
15701


618


99.98


100
0

25
5706


1851


99.96


100
0

ABySS-1.2.4

Single end reads

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

19
11083


1008


99.98
99.96
0.24



21
24237


410


99.98
99.99
0.075



23
9296


1079


99.98
100
0.31



25
3258


3191


99.97
100
0.0049



SSAKE-3.5

Single end reads

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

15
7302


1537


99.98
99.98
0.01



16
4372


2480


99.98
99.98
0.01



17
2782


3896


99.98
99.99
0.001



18
1819


6014


99.98
99.99
0.001



19
1169


9219


99.98
99.99
0.002



SOAPdenovo-1.04

Single end reads

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

15
23833


582


99.99
99.95
0.043



17
16737


652


99.99
99.99
0.0055



19
5656


1796


99.99
99.99
0.0006



21
1915


5388


99.95
99.99
0.0003

Euler-1.1.2

Single end assembly

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

19
49444


225


99.99
99.99
1.17



21
15701


625


99.99
99.99
0.13



23
5708


1861


99.98
100
0.02



25
1897


5307


99.88
100
0.054



Edena-2.1.1

Single end assembly

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

18
22459


422
99.99
100
1.17



19
34256


282
99.99
100
0.13



20
27501


364
99.99
100
0.02



21
15481


624
99.99
100
0.054



