Additional File 5: Tumour samples
All figures here were generated by the Genome Coverage Checker plotting script. No samples are plotted in full in the main text. For all figures, the following legend applies:
Reference genome coverage of the top 20 most abundant species within the Kraken output. This figure was produced using the Genome Coverage Checker plotting script and shows: (i) the location of Bowtie 2-mapped reads across the length of the reference genomes, as well which regions have higher (yellow) or lower (blue) numbers of mapped reads (left box); (ii) the identity of the mapped reads to the reference genomes (middle box; each point represents the identity of a single read, with boxplots indicating the median and interquartile range and whiskers 1.5 x the interquartile range); and (iii) the number of reads assigned by Kraken to each species, the genome fraction (%) that has mapped reads, and the percentage of Kraken-assigned reads that can be mapped to the genome (right boxes). Cells here are coloured according the minimum or maximum numbers shown within the plot. The NCBI taxonomy ID and species name is shown on the left.
[image: A chart of a number of numbers

AI-generated content may be incorrect.]

[image: A screenshot of a chart

AI-generated content may be incorrect.]

[image: A chart with different colors

AI-generated content may be incorrect.]

[image: A chart of different colors

AI-generated content may be incorrect.]

[image: A chart of different colored lines

AI-generated content may be incorrect.]

[image: A close-up of a chart

AI-generated content may be incorrect.]

[image: ]

[image: A chart with different colors

AI-generated content may be incorrect.]

[image: A chart of different colors

AI-generated content may be incorrect.]

[image: A close-up of a chart

AI-generated content may be incorrect.]
image7.png
Tumour?7

@
£
iy 9 9.~
< £ B >
g3 8T 832
8% &5 i
eg as gon
. 2 °f 3¢
Bowtie2 gq 58 ga%
Bowtie2 Identity to Ik Hl ]
Coverage across genome reference M 2 cEa
] - I
00 10 20 30 40 50
1283 Staphylococcus haemolyticus | NA | [ NA | e [ o0 [ 0 ]
00 10 20
573: Kiebsiela preumoniae NA | [ NA | [ [ o0 [ 0 ]
00 1o 20 30 40 50
1773: Mycobacterium tuberculosrsl NA | ‘ NA | e ][ o0 ] | 00 ]
00 10 20 30 40
5078
312253: Bradyrhizobium tropiciagri [ i [ s
00 20 40 50 80
477701 Lactobacilus crispatus | NA | [ NA | [ ][ oo [ e ]
00 10 20
347: Xanthomonas oryzae NA | ‘ NA | [[ws ][ oo [ e ]
00 1o 20 30 40
853: Faecalibacterium prausnitzi NA | [ NA | [ ][ oo [ 00 ]
00 10 20 30
pmecy
1755647: Bradyrhizobium macuxiense [ | [
00 10 20 30 40 50 60 70 80
0D
2734912: Bradyrhizobium sp. LMG 8443 [ ar [ =
00 10 20 30 40 50 60 70 80
poaes
1680160: Bradyrhizobium sp. NAS96.2 [ 1 [
00 10 20 30 40 50 60 70 80
s e [ [T [ [ [
0.0 10 2.0 30 4.0 5.0
487: Neisseria meningitas | NA | [ NA | [0 ][ oo [ o ]
00 10 20
28901: Saimonela enterica NA | [ NA | [z ][ o0 [ e ]
00 10 20 30 40
1280: Staphylococcus aureus | NA | ‘ NA | [ ][ o0 [ e ]
00 10 20
a5t Neisseria gonorrhocae | NA | [ NA | [z [ oo [ 00 ]
00 10 20
J5078
1904807: Bradyrhizobium mercantei [ | [
00 10 20 30 40 50 60 70 80
869719: Sphingomanas endophytica NA | [ NA | [ e ][ oo [ e ]
00 10 20 30
470: Acinetobacter baumanni NA | [ NA | [ ][ oo [ e ]
00 1o 20 30
623: Shigella flexneri | NA | ‘ NA | [[2 ][ o0 [ 0 ]
00 o 20 30 40 50 50 70 50 70 80 % 100
Genome size (mbp) Identity (%)
Less coverage More coverage 207 180200 01 0 50
Reads Genome

Reads
fraction (%) mapped (%)




image8.png
Tumour8

853: Faccalbacterium praust |

00

28901: Saimoneli enterica|

00

1263: Staphyococcus haemoyticus

00

a87: Neisseria meningitidis ‘

00

lycobacterium tuberculosis

00

Bowtie2

Bowtie2 Identity to

Coverage across genome reference
“ | [ = ]
- | [ = ]
- | [ w ]

10 2.0
" | [ =]
“ | [ =]
10 2.0 3.0 4.0

00

o
2
i3
£f
52
2
£
g4
b3

Bowtie2 genome
fraction(%)

Kraken reads
mapped by
Bowtie2 (%)

573: Kiebsiela pneuroniae |

00

—

00

197614: Streptococcus pasteurians|

00

216816: Bifidobacterium longum [

00

1685: Bifidobacterium breve.

00

1280 taphylococcus aureus|

1428: Bacillus thuringiensis

263: Francislla tuarensi

317: Pseudomonas syringae [

1764: Mycobacterium avium

1770ttt |

299767: Enterobacter ludwig |

347: Xanthomonas oryzae ‘

10 20 30 40 50
NA | [ A | [ ][ oo ][ o0 |
To 20 30 a0 50
NA | [ A | [ ][ e ][ e ]
To 20 30
NA | [ A | [0 [ oo ][ e |
o 20
NA | [ A | [ ][ oo ][ o0 ]
o 20
NA | [ A | [[ze |[ oo ][ o0 |
10 20

00 20 40 60 80

A | [ A | [as [ oo ][ e |
00 10 20

A | [ NA | [0 ][ e ][ e ]
00 To 20 30 a0 50 0

NA ‘ l NA ‘ [ we ][ o0 ][ 00 ]
00 0

NA | [ A | [ ][ e ][ e ]
00 To 20 30 20 50

NA | [ A | [ ][ e ][ e ]
00 1o 20 30 a0 50

NA | [ NA | [0 ][ e ][ o0 ]
00 o 20

NA | [ A | [ [ oo ][ e |
00 To 20 30 40

A | [ NA | [ [ e ][ e ]
00 20 a0 50 80 70 8 s 100

Genome size (mbp) Identity (%)
Less coverage More coverage 15 1795000 005 0 50
Reads Genome

fraction (%)

Reads
mapped (%)




image9.png
Tumour9

©
£
0 g 9.~
] 2 EEy
LR ST 8§38
8% LH 85
ee ag gon
y 2 R 89
Bowtie2 gq 8 ga%
Bowtie2 Identity to Ik Hl ]
Coverage across genome reference M a gEa
00 10 20 30 40 50
1283 Staphylococcus haemolyticus | A |
00 10 20
1773 Mycobacterium tuberculosis NA |
00 10 20 30 40
573: Kiebsiella pneumomiel NA | [ NA | [ [ o0 [ o0 ]
00 10 20 30 40 50
Yo
312253: Bradyrhizobium tropiciagri [ i [ ] 68
00 20 40 60 80
853: Faecalibacterium prausnitzi NA | [ NA | [ ][ o0 [ e ]
00 10 20 30
47770: Lactobacillus :nspakusl NA | ‘ NA | [ ][ oo [ e ]
00 10 20
. . 95098
1755647: Bradyrhizobium macuxiense [ Fiad| [ s ][ oes [ ws ]
00 10 20 30 40 50 60 70 80
347: Xanthomonas oryze | NA | [ NA | [[we ][ o0 [ e ]
00 10 20 30 40
470: Acinetobacter baumanni| NA | [ NA | [[oe [ oo [ e ]
00 To 20 30
a87: Neisseria meningitas | NA | [ NA | [ [ o0 [ e ]
00 1o 20
o0
2734912: Bradyrhizobium sp. LMG 8443 ‘ ¢|“ [ =
00 10 20 30 40 50 60 70 80
1280: Staphyiocaccus aureus NA | [ NA | [ [ o0 [ o ]
00 10 20
1428: Bacilus thuringiensis NA | [ NA | [ o [ oo [ e ]
00 10 20 30 40 50 60
485: Neisseria qmvorrhnesel NA | ‘ NA | [o [ o0 [ e ]
00 10 20
o
1680160: Bradyrhizobium sp. NAS96.2 [ i A} [[w
00 10 20 30 40 50 60 70 80
28901: Saimonela enterica NA | [ NA | [s [ o0 [ e ]
00 10 20 30 4o
305: Raistonia soanacearum NA | [ A | [ 7 [ o0 [ e ]
00 10 20 30 a0 50
78331 Mycobacterium canetti | NA | [ NA | [ % Q[ o0 [ e ]
00 10 20 30 40
869719: Sphingomonas endophytica | NA | ‘ NA | [ o ][ o0 [ e ]
00 10 20 30 W0 50 60 70 80 70 8 % 100
Genome size (mbp) Identity (%)
Less coverage More coverage 60 618000 005 0 50 100
Reads Genome

Reads
fraction (%) mapped (%)




image10.png
TumourlO

SRR

00

secalbacterum prausnti |

00

1773 Mycobacterum tubercuioss

00

s62: Escherchia col |

00

nterococcus aecium

00

28901: Samonelia enterca

00

78331: Mycobacterium canettii |

00

520: Borcetel pertusss

00

197614: Streptococcus pasteurianus

00

1685: ardobacterum breve |

00

623: Shigela fexneri

00

2703905: Burkholderia sp. Ac — 20392

00

1280: Staphylococcus aureus

00

00

244366: Kepsiea varicola

179878: Sphingomanas elodeal

2484903: Leptospira bandrabouensis

1331258: Bordetela pseudohini |

60552: Burknolderia vietnamiensis

1985254: Xanthomonas phaseoli |

o
E
o 0
e ne
o 5% BaL
(3 ] Yoo
£5 b 29
. 2 ] a8
Bowtie2 gw g8 g28%
Bowtie2 Identity to L i+ K
Coverage across genome reference M @ ¥-a
A | [ NA |
1o 20
NA | [ NA |
o 20 30
NA | [ NA |
10 20 30 a0
NA | [ NA | [z |[ oo ][ o0
10 20 30 ) 50
A | [ NA | [[wmes J[ oo ][ oo
o 20
A | [ A | [[m0s J[ o0 [ 0o
10 20 30 W0
A | [ A | [[(mos |[ o0 [ oo
10 20 30 a0
A | [ NA | [z |[ o0 ][ oo
o 20 30 a0
NA | [ NA | [[moss |[ oo ][ oo
10 20
NA | [ NA | [ |[ oo ][ o0
10 20
NA | [ NA | [ e J[ oo ][ oo
10 20 30 a0
B3
T | I [reoss ]
0 20 30 40 50 60 70 80
NA | ‘ NA ‘ ‘ 6089 ‘ l 00 | | 00
To 20
100
10 20 30 40 50 60
A | [ NA | [ a9 [ oo ][ oo
00 0 20 30 a0 50
NA | [ NA | [ @0 [ oo ][ oo
00 7o 20 30 a0
NA | [ NA | [ @ [ oo ][ o0
00 10 20 30 a0
A | [ A | [0 J[ oo [ oo
00 10 20 30 a0
A | [ A | [ J[ oo [ oo
00 To 20 30 a0 50 60
A | [ A | [ J[ oo [ oo
00 o 20 30 40 50 60 70 8 % 100
Genome size (mbp) dentity (%)
Less coverage More coverage 3569 10875800 001 0 50
Reads Genome Reads
fraction (%) mapped (%)




image1.png
Tumourl

28901: Samonela enteria|

0.0

1280: Staphylococcus aureus

00

562: Escherichia coli

0.0

Bowtie2
Bowtie2 Identity to
Coverage across genome reference
NA | [ NA ‘
o 20 30 a0
NA | [ NA |
o 20

d

assigne

0
B
8
e
c
E]
g
M

Bowtie2 genome
fraction(%)

Kraken reads
mapped by
Bowtie2 (%)

1283: Staphylococcus haemolyticus |

00

1496: Clostrcoiges il |

00

255045 Bradyrhizobium canariense
00

st st

0.0

210: Hefcobacter pytor

00

409322: Trepanema pedis

00

1590: Lacplantivacilus lantarum|

00

1773 Mycobacterium tuberculoss

00

P——

216816: Bifidobacterium longum

61645: Enterobacter asburioe |

1639: Listeria mona:quenesl

1296538: Lactilantivacilus mudanjangensis

1507437: arevivacils haitolerans

1352: Enterococeus faecium

178566: Streptomyces mesicans |

20 20 30 40 50
A | [ A | [ ][ o0 ][ oo
To 2o
A | [ A | [ ][ o0 ][ oo
To 20 30 20
£
l i ‘ | 2319 | ‘ 0.002 ‘ ‘ 0,043
To 20 30 40 50 60 70 80
NA | ‘ NA ‘ | 2278 | ‘ 00 ‘ ‘ 00
To 2o 30 W0 B
NA | ‘ NA ‘ | 1846 | ‘ 00 ‘ ‘ 00
To
A | [ A | [me ][ o0 ][ oo
10 20
A | [ A | [ ][ o0 ][ oo
To 20 30
NA | [ NA ‘ | 1503 | ‘ 00 ‘ ‘ 00
To 70 30 W0
NA | ‘ NA ‘ | 1295 | ‘ 00 ‘ ‘ 00
00 To 20 30 20 50 50
NA | ‘ NA ‘ | 1281 | ‘ 00 ‘ ‘ 00
00 To 20
NA | l NA ‘ | 137 | ‘ 00 ‘ ‘ 00
00 o 20 ) a0
A | [ A | [ ][ o0 ][ oo
00 To 20
NA | ‘ NA ‘ | 1004 | ‘ 00 ‘ ‘ 00
00 To 20 30 20 5o
NA | ‘ NA ‘ | 1004 | ‘ 00 ‘ ‘ 00
00 To 20 30
NA | ‘ NA ‘ | 891 | ‘ 00 ‘ ‘ 00
00 o 20 30 a0 so
NA | ‘ NA ‘ | 878 | ‘ 00 ‘ ‘ 00
00 o 20
A | [ A | [se2 ][ o0 ][ oo
oo 10 20 30 40 50 60 70 80 70 80 s 100
Genome size (mbp) dentity (%)
Less coverage More coverage sz 1516000 005 00 01
Reads Genome

fraction (%)

Reads
mapped (%)




image2.png
1144311 Brevibacillus sp. CF112

00

Tumour2

Bowtie2
Coverage across genome

Identity to
reference

1352: enterococcus faecium|

00

28037: Streptococcus mitis

00

1985254: Xanthomonas phaseoi

00

1283: Staphylococcus haemolyticus

28901: Saimonela enterica|

00

Kraken reads
assigne

fraction(%)

Bowtie2 genome

Kraken reads
mapped by
Bowtie2 (%)

2419508: Micrococcus 5. HsiD1T243

00

1280: Staphylococcus aureus

00

573: Kiebsiella pneumoniae

00

244366 Kebsiell varicola

00

00

31998: Methyiobacterium radiotolerans

00

756892 Acinetobacter indcus |

00

27452021 Actinomadura sp. 5RA 171

648: Aeromonas caviae

623: Shigea fexneri|

1773¢ Mycobacterium tuberculoss

511: Alcaligenes faecalis

10 20 30 40 50
A |
o 20
| " |
7o
NA |
) 20 30 a0 5o
A |
o 20
A |
To 20 30 40 50 50
A |
To 20 30 a0
A |
To 20
NA | NA | w [ oo [ oo
To 20
NA | NA ‘ 265 | | 00 | ‘ 00
1o 20 30 20 50
NA | NA ‘ 238 | | 0.0 | ‘ 00
To 20 30 40 50
07y
10 20 30 40 50
NA | A | 24 [ oo ][ oo
o 20 30 W0 50 0
NA | NA | w5 [ oo ][ oo
7o 20 30
w2z
1287264: Mesorhizobium sp. LNJC380400 il ‘ 147 | | 0.001 | l 2,001
00 10 20 30 40 50
NA | NA ‘ 136 | | 00 | ‘ 00
00 1o 20 30 40  so o 70 80
A | A | w [ e ][ o
00 To 20 30 20
A | A | s |[ e ][ oo
00 1o 20 30 a0
NA | A | o |[ e ][ oo
00 To 20 30 W0
a7
O =
00 05 10 15 20 25 30 35 40 70 8 % 100
Genome size (mbp) Identity (%)
Less coverage More caverage 3 62000 005 0 25
Reads Genome

fraction (%)

Reads
mapped (%)




image3.png
Tumour3

@
£
iy 9 9.
< £ B >
g3 8T 832
8% &5 i
eg as gon
. 2 °f 3¢
Bowtie2 gq 58 ga%
Bowtie2 Identity to Ik Hl ]
Coverage across genome reference M 2 cEa
00 10 20 30 40 50 50
s62: Eschericnia coi | NA | [ NA | [ [ oo [ o0 ]
00 10 20 30 40 50
573: Kiebsiela preumoniae NA | [ NA | [0 ][ oo [ e ]
00 1o 20 30 40 50
00 20 40 50 80
1283: Staphylococcus haemolyticus | NA | [ NA | [z ][ oo [ oo ]
00 10 20
ycobacterium tubercuioss NA | [ NA | [ ][ o0 [ e ]
00 10 20 30 )
47770: Lactobacillus crispatus | NA | ‘ NA | [z ][ oo [ 0 ]
00 10 20
’ ] 5078
1755647: Bradyrhizobium macuxiense [ i [ e ][ oo [ ez |
00 10 20 30 40 50 60 70 80
347: Xanthomonas oryze | NA | [ NA | [[ee ][ o0 [ e ]
00 10 20 30 40
To0p
00 10 20 30 40 50 60 70 80
305: Ralstonia solanacearum NA | [ NA | [z ][ o0 [ e ]
00 10 20 30 40 50
853: Faccalibacterium prausnitzii | NA | ‘ NA | [ ][ o0 [ e ]
0.0 10 20 30
a85: Neisseria gonorrhoeae | NA | [ NA | [ o ][ oo [ e ]
00 10 20
470: Acinetobacter baumanni | NA | [ NA | [w ][ o0 [ e ]
00 1o 20 30
903
1680160 Bradyrhizobium sp. NAS96.2 ‘ HH '1 [
00 10 20 30 40 50 60 70 80
1280: Staphyocaccus aureus NA | [ NA | [[m
00 10 20
078
1904807: Bradyrhizobium mercantei [ | [
00 10 20 30 40 50 60 70 80
a87: Neisseria meningitas | NA | [ NA | [ o ][ o0 [ e ]
00 1o 20
869719: Sphingomanas endophytica NA | [ NA | [ o [ o0 [ e ]
00 o 20 30
NA | ‘ NA | [e ][ o0 [ 0 ]
o 20 30 40 50 50 70 50 70 80 % 100
Genome size (mbp) Identity (%)
Less coverage More coverage 86 20080.00 0.05 0 50 100

Reads Genome Reads
fraction (%) mapped (%)




image4.png
Tumour4d

®
S
2 2
e >3
B 5% B2L
e 2 H
H o8 3
£d E c89
Bowtie2 S 58 g8%
8 H £83
Bowtie2 Identity to R - feo
4 ] E
Coverage across genome reference M a v e

2502209: Sphingomonas sp. 3F27F9

g

20 30 4.0

304: Pelomonas saccharophila

—
_—
]

s

30 40 50

Sphingomonas sp. Ant H11

0.0

B
5

2906763: Pelomonas sp. PT

s
5
5

2495580: Sphingomonas sp. TF3

Q

s
53

1736464: Pelomonas sp. Root1444

s
5
s
-
5

59803: Sphingomonas echinoides

=& [=
O e | |
o B |
e [

o I |

s
°

431059: Pelomonas puraquae

s
5
5
5
2

1736434 Pelomonas sp. Root1237

B

10

5
-
B
°
B

2906762: Pelomonas sp. P8

s
5
5

1736430: Pelomonas sp. Root1217

00 ) 20 30 40 50 60
13689: Sphingomonas paucimobils | A | [ A | [z [ oo ][ e ]
0o o 20 3o a0
w155
1855730: Pelomonas sp. KKS [ i} 54 N -
00 10 20 30 40 50 60
57765
s s N [T ()]
00 1o 20 30 40 50
573: Kiebsiella pneumomael NA | ‘ NA ‘ | 662 | | 00 I l 00 ‘
0o o 20 ) ) B
ey
00 10 20 30 40 50 60 70
00 05 10 15 20 25 30 35
57075
1112214: Sphingomonas sp. PAMC 26605 [ | [s2 [ o
00 10 20 30 40
5769
elomonas sp. CAG [ | RS
00 10 20 30 40
755
391953: Aquincola tertiaricarbonis [ | [ [ oos
00 i) 20 30 40 50 60 70 70 8 s 100
Genome size (mbp) dentity (%)
Less coverage More coverage sls 210 10 0 50
Reads Genome

Reads
fraction (%) mapped (%)




image5.png
Tumour5

Bowtie2
Coverage across genome

2502209: Sphingomonas sp. 3F27F9

g
5

1564113: Sphingomonas sp. Ant H11

Bowtie2
Identity to
reference

[ cenns
[ commnf?

o
S
2 P
e >3
B 5% B2L
H )
83 H Son
ag ]
§2 28 §2s5
a 2 23
g $
g8 e 44
X @ ¥ - @

0.0 1.0 2.0 3.0 4.0 5.0
u
e I R e [
1736430; peomonas 5. rooi217 \ T [(em [ e
ssz:Esmemmacorrl NA | ‘ NA ‘ | 1480 || 00
1280: Staphylococcus aureus nA | ‘ NA ‘ | 578 || 00 H 00 \
573:Krebsreﬂapneumomae| NA | [ NA ‘ | 534 || 00 H 00 \
s s o [ W) [ [ ]
e — R o e
Genome size (mbp) Identity (%)

Reads
fraction (%) mapped (%)




image6.png
Tumouré6

o
E
o 0
S8 e
o 5% BaL
(3 ] Yoo
5 8 89
. 52 ] 3¢
Bowtie2 gw g8 ga%
Bowtie2 Identity to L i+ K
Coverage across genome reference M @ ¥ -@
1283: Staphylococcus haemolytics A | [ NA |
00 1o 20
secalbacterum prausnti | NA | [ NA |
00 o 20 30
1773 Mycobacterum tubercuioss NA | [ NA |
00 10 20 30 a0
se2: escherichia col | NA | [ NA | [ [ oo [ o0 ]
00 10 20 30 ) 50
nterococcus aecium A | [ NA | [z [ oo [ o0 ]
00 o 20
28901: Samonelia enterca A | [ A | [0 J[ oo [ oo |
00 10 20 30 W0
520: Bordetella penusslsl NA | ‘ NA ‘ ‘ 1740 ] l 00 | | 00 |
00 To 20 30 W
623: Sigela fexreri A | [ NA | [[ez [ oo [ o0 ]
00 10 20 30 a0
1685: Bifidobacterium breve NA | NA o [ oo |[ o0 ]
00 10 20
197614: Streptococcus pasteurianus | NA | [ NA | [[mos [ oo [ o0 ]
00 10 20
78331: Mycobacterium canetti NA | [ NA | [[mo [ oo ][ o0 ]
00 10 20 30 a0
B3
2703905: Burkholderia sp. Ac - 20392 [ | [ o s |
00 10 20 30 40 50 60 70 80
179878: Sphingomonas sladeal NA | ‘ NA ‘ ‘ 663 ‘ l 00 | | 00 |
00 10 20 30 40
w77S
00 10 20 30 40 50 60
244366: Kiebsiela varicola A | [ NA | [ e [ oo [ o0 ]
00 0 20 30 a0 50
14281 Bacilus thuringienss NA | [ NA | [ [ oo [ o0 ]
00 1o 20 30 a0 50 50
1280: Staphylococcus aureus NA | [ NA | [ [ oo [ o0 ]
00 7o 20
28450: Burkholderi pseudomaliel| A | [ A | [ ][ oo [ oo |
00 10 20 30 a0 50 60 70
g
e e Rl e ]
00 10 20 30 40 50 60
35806: Rhodovulum sulfidophilum NA | ‘ NA ‘ ‘ a8 ] l 00 | | 00 |
00 o 20 30 40 50 60 70 8 % 100
Genome size (mbp) dentity (%)
Less coverage More coverage 78 1372200 001 0 50
Reads Genome Reads
fraction (%) mapped (%)




