
genome.nextpolish
# contigs (>= 0 bp) 10108
# contigs (>= 1000 bp) 141
# contigs (>= 5000 bp) 0
# contigs (>= 10000 bp) 0
# contigs (>= 25000 bp) 0
# contigs (>= 50000 bp) 0
Total length (>= 0 bp) 2673092
Total length (>= 1000 bp) 201464
Total length (>= 5000 bp) 0
Total length (>= 10000 bp) 0
Total length (>= 25000 bp) 0
Total length (>= 50000 bp) 0
# contigs 870
Largest contig 4079
Total length 682311
GC (%) 50.04
N50 766
N90 535
auN 962.6
L50 302
L90 738
# N's per 100 kbp 0.00
Complete BUSCO (%) 0.00
Partial BUSCO (%) 0.00
# predicted rRNA genes 0 + 0 part

Report

All statistics are based on contigs of size >= 500 bp, unless otherwise noted 
(e.g., "# contigs (>= 0 bp)" and "Total length (>= 0 bp)" include all contigs).



0 20 40 60 80 100
x

0

800

1600

2400

3200

4000

Co
nt

ig
 le

ng
th

 (b
p)

Nx

genome.nextpolish



0 150 300 450 600 750
Contig index

0

150

300

450

600

750
Cu

m
ul

at
iv

e 
le

ng
th

 (k
bp

)
Cumulative length

genome.nextpolish



0 20 40 60 80 100
GC (%)

0

50

100

150

200

250

# 
wi

nd
ow

s
GC content

genome.nextpolish



0 20 40 60 80 100
GC (%)

0

40

80

120

160

# 
co

nt
ig

s
genome.nextpolish GC content

genome.nextpolish



0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 2440
Coverage depth (x)

0

50

100

To
ta

l l
en

gt
h 

(k
bp

)
Coverage histogram (bin size: 1x)

genome.nextpolish



0 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 2440
Coverage depth (x)

0

50

100

To
ta

l l
en

gt
h 

(k
bp

)
genome.nextpolish coverage histogram (bin size: 1x)

genome.nextpolish


