Supplementary data S1: Graphs comparing genome quality obtained from quast reports with poor data quality in gray and high data quality in red for all the bacterial species and the three assembly tools. The compared parameters are: number of contigs, N50, % of largest contig and % of misassemblies 
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Brucella melitensis
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Burkholderia mallei
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Campylobacter spp
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Citrobacter
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Clostridium botulinum
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Clostridium difficile
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Clostridium perfringens
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Escherichia coli
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Klebsiella aerogenes
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Leptospira interrogans
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Listeria monocytogenes
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Mycobacterium bovis
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Mycobacterium tuberculosis
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Neisseria meningitidis
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Pseudomonas aeruginosa
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Ralstonia solanacearum
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Salmonella enterica
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Staphylococcus argenteus
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Staphylococcus aureus
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Taylorella equigenitalis
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Vibrio cholerae
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Vibrio parahaemolyticus
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Xylella fastidiosa
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Bacillus cereus

o e
o ® O N &
S © o o o

Contigs number

N
=)

N
=)

>

Depth

1.0
0.8
0.6
204
0.2
0.0

. PQ
. GQ

+ 4

2!

5
100
150

Depth

10
0.8
206
Goa
02
0.0

o
0
0n

o
)

2

7
100
150

Depth

% largest contig

o o o o o
o = N W

+

0.30
0.25
0.20
0.15
0.10
0.05
0.00
—0.05
-0.10

% missamblies

4

o
0

2!

7
100
150

Depth

(]|
33

25
50

Depth





image2.png
Bacill

us cytotoxicus

160
g0
£ 120
2100
S 80
60
40

Contig

. PQ
mm GQ

225000
200000
175000

© 150000

2125000
100000

75000
50000

225000
200000
175000
3150000
§125000
100000
75000
50000

>

100
150

Depth

mm PQ
. GQ

>

100
150

Depth

. PQ
. GQ

+ ¢

iy

100
150

Depth

o
N
o

o
=
«

=
o

% largest contig
o ©

o
a

. PQ
. GQ

+4

~ r}

100
150

Depth

0.3
0.2
0.1

% missamblies

0.0

-0.1

gy

100
150

Depth





image3.png
Bacillus thuringiensis
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