          Genome R : Pseudomonas syringae pv. syringae B728a assembly (Coverage - 40X)

Velvet 1.0.12

Single end reads

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

21
12421
1243
96.86
99.48
1.299

23
11278
1277
98.71
99.24
73.09

25
6800
1850
99.13
99.24
127.54

ABySS-1.2.4

Single end reads

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

19
907
25382
98.46
96.78
3.225

21
4329
12613
98.66
98.16
1.84

23
8289
9423
98.67
99.01
1.02

25
7700
7953
98.71
99.44
0.59

SSAKE-3.5

Single end reads

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

15
2101


27989


99.34


95.35


50.04



16
2005


26579


99.45


95.8


65.62



17
1833


25476


99.44


96.12


49.3



18
1666


24307


99.41


96.52


67.89



19
1479


23740


99.7


96.9


65.9



SOAPdenovo-1.04

Single end reads

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

19
3676


17268


98.65


92.27


7.74



21
6984


10385


98.54


96


3.95



23
7608


7649


98.75


98.4


1.673



25
5369


6722


98.83


99.31


0.811



27
2463


8167


98.82


99.61


0.63



Euler-1.1.2

Single end reads

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

21
11555
5358
98.09
95.08
26.89

23
11311


3923


98.52


96.98


26.54



25
7123


3977


98.46


98.54


17.35



27
2653


5642


97.03


99.51


2.67



Edena-2.1.1

Single end reads

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

20
4161


3284


96.62


99.7


0.3



21
5684


2597


96.85


99.74


0.26



22
5936


2435


96.83


99.67


0.32



23
5621


2494


96.89


99.69


0.3



24
4521


2785


96.9


99.64


0.35



