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

Velvet 1.0.12

Paired end reads

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

21
120506
164
97.97
92.48
176.34

23
116809
137
97.86
89.70
145.62

25
115435
139
98.89
84.84
457.09

ABySS-1.2.4

Paired end reads

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

19
37379
6009
98.96
98.15
5.64

21
58822
4105
99.05
98.58
5.09

23
73175
2549
99.45
98.43
5.35

25
66746
1845
98.34
98.30
14.7

SSAKE-3.5

Paired end reads

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

15
4371
3281
98.95
99.56
70.55

16
6168
2728
98.80
99.26
86.9

17
3129
4136
99.31
99.63
100

18
4254
3434
98.55
99.48
58.8

19
3546
4012
98.91
99.47
74.96

SOAPdenovo-1.04

Paired end reads

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

19
142077


280


97.05


94.99


12.32



21
147800


181


96.97


96.33


4.64



23
162722


123


96.97


96.79


4.63



25
163197


108


97.14


97.08


3.933



27
164240


106


97.14


96.85


4.34



Euler-1.1.2

Paired end reads

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

21
15507
3401
98.76
96.48
11.054

23
12246
2753
98.52
98.02
37.67

25
6929
2912
98.41
98.96
31.40

