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1771 C T 0 0 0 0 0 0 0 0 0 0 1 Ktr system potassium uptake protein B
5965 C A 0 0 0 0 0 0 0 0 0 0 1 DNA replication and repair protein RecF
7796 G A 1 1 1 1 1 1 1 1 1 1 1 DNA gyrase subunit B
9000 T C 1 1 1 1 1 1 1 1 1 1 O DNA gyrase subunit A
10265 G A 1 0 0 0 0 1 0 0 0 1 O DNA gyrase subunit A
13046 A T 0 0 0 0 0 0 0 0 0 0 1 mevalonate kinase
37864 C T 1 1 1 1 1 1 1 1 1 1 0  hypothetical protein
39056 C T 0 0 0 0 0 0 0 0 0 0 1 Ssugar phosphatase YidA
41853 C T 0 0 0 0 0 0 0 0 0 0 1 Endoglucanase D precursor
46805 T A 1 1 1 1 1 1 1 1 1 1 0 intergenic
49661 G A 0 0 0 0 0 0 0 0 0 0 1 putative agmatine deiminase
59328 T A 0 0 0 0 0 0 0 0 0 0 1 Ssensor histidine kinase DpiB
60633 C A 1 1 1 1 1 1 1 1 1 1 0  accessory gene regulator protein A
68512 G C 0 0 0 0 0 0 0 0 0 0 1 hypothetical protein
90111 C T 1 1 1 1 1 1 1 1 1 1 0  6-O-methylguanine DNA methyltransferase
93406 G A 0 0 0 0 0 0 0 0 0 0 1 Ribonuclease
PTS system mannose-specific transporter subunit
11500 A 6 o 0o 0 0 0 0 0 0O 1 0 O uss
126654 C T 1 1 1 1 1 1 1 1 1 1 1 ABCtransporter ATP-binding protein/permease
149373 T G 0 0 0 0 0 1 0 0 0 0 0  peptide ABC transporter substrate-binding protein
155746 C T 1 1 1 1 1 1 1 1 1 1 0  hypothetical protein
159466 C G 1 1 1 1 1 1 1 1 1 1 1  solute-binding family 5 protein
177872 C G 0 0 0 0 0 0 0 0 0 0 1 hypothetical protein
183215 T A 0 0 0 0 0 0 0 0 0 1 0 intergenic
183342 T C 0 0 0 0 0 0 0 0 0 1 0  xylose repressor protein
190770 C T 0 0 0 0 0 0 0 0 0 0 1 Alpha-xylosidase
191876 G T 1 1 1 1 1 1 1 1 1 1 0 alpha-glucosidase
202365 A G 1 1 1 1 1 1 1 1 1 1 1 hypothetical protein
211295 A G 1 1 1 1 1 1 1 1 1 1 1 listeriolysin O
220056 A T 1 1 1 1 1 1 1 1 1 1 O  L-lactate dehydrogenase
234757 A G 0 0 0 0 0 0 0 0 0 0 1 Type lll pantothenate kinase
254927 G A 0 0 0 0 0 0 0 0 0 0 1 putative ATP:guanido phosphotransferase
266088 C A 1 0 0 0 0 0 0 0 0 0 0  cysteinyl-tRNA synthetase
266090 T A 1 0 0 0 0 0 0 0 0 0 0  cysteinyl-tRNA synthetase
266091 T A 1 0 0 0 0 0 0 0 0 0 0O  cysteinyl-tRNA synthetase
267188 T C 1 1 1 1 1 1 1 1 1 1 1 RNA methyltransferase
301296 C G 1 1 1 1 1 1 1 1 1 1 0 intergenic
306754 A G 1 1 1 1 1 1 1 1 1 1 0 transporter
Two-component system YycF/YycG regulatory
33130 ¢ A 0 0 0 0 0 0O 0O 0 O O 1 oprotenYyyH
333383 G T 0 0 0 0 0 0 1 0 0 0 0 serine protease
335614 C T 1 1 1 1 1 1 1 1 1 1 O  rRNA large subunit methyltransferase
344404 G A 0 0 0 0 0 0 0 0 0 0 1 intergenic
354068 G C 1 1 1 1 1 1 1 1 1 1 1 hydroxyethylthiazole kinase
360679 C T 1 1 1 1 1 1 1 1 1 1 0  hypothetical protein
366287 C T 1 1 1 1 1 1 1 1 1 1 0 hypothetical protein
369657 G A 0 0 0 0 0 0 0 0 0 0 1 Internalin-J precursor
372754 G A 0 0 0 0 0 0 0 0 0 0 1 Internalin-A precursor
408791 T C 1 1 1 1 1 1 1 1 1 1 1 transcriptional regulator
420412 G A 0 0 0 0 0 0 0 0 1 0 0 thiamine-pyrophosphate-requiring enzyme
429057 T C 1 1 1 1 1 1 1 1 1 1 1 intergenic
441789 C T 0 0 0 0 0 0 0 0 0 1 0  hypothetical protein
456381 C T 1 1 1 1 1 1 1 1 1 1 1  cof family hydrolase
458429 G T 0 0 0 0 0 0 0 0 0 0 1 putative licABCH operon regulator
460548 G A 0 0 0 0 0 0 0 0 0 0 1 Heat-responsive suppressor HrsA
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573557
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614932
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903906
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intergenic

hypothetical protein

intergenic

intergenic

Beta-lactam-inducible penicillin-binding protein

cytosine/purines uracil thiamine allantoin
permease

HTH-type transcriptional regulator GItC
HTH-type transcriptional regulator GItC
cell wall surface anchor protein
universal stress protein

MerR family transcriptional regulator
glycosyl transferase family protein

hypothetical protein
PTS system glucitol/sorbitol-specific transporter
subunit [1BC

hypothetical protein
hypothetical protein
Internalin-A precursor
hypothetical protein

Imidazoleglycerol-phosphate dehydratase
methylated-DNA--protein-cysteine
methyltransferase
methylated-DNA--protein-cysteine
methyltransferase

6-phospho-beta-glucosidase GmuD
intergenic

Internalin-J precursor

hypothetical protein

hypothetical protein

hypothetical protein

DegV domain-containing protein
hypothetical protein
FMN-dependent NADH-azoreductase 1
intergenic

putative HTH-type transcriptional
regulator/GBAA_1941/BAS1801

hypothetical protein

Collagen adhesin precursor
Catechol-2,3-dioxygenase
intergenic

Internalin-J precursor

chemotaxis protein MotB
chemotaxis protein MotB

glycosyl transferase family protein
flagellin

flagellin

flagellar MS-ring protein
Methyl-accepting chemotaxis protein 4
hypothetical protein

intergenic
glucosamine--fructose-6-phosphate
aminotransferase

glyoxalase

sigma-54 dependent transcriptional regulator
intergenic

Internalin-J precursor

hypothetical protein

hypothetical protein

pyruvate flavodoxin/ferredoxin oxidoreductase
Fructose-1,6-bisphosphatase class 3
intergenic

Bacterial Ig-like domain (group 3)

amidase

phosphoglucomutase/phosphomannomutase
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1300945
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phosphoglucomutase/phosphomannomutase
phosphoglucomutase/phosphomannomutase
phosphoglucomutase/phosphomannomutase
intergenic

PTS fructose transporter subunit 1A
membrane protein

anti-sigma B factor RbsT

S1 RNA-binding domain-containing protein
hypothetical protein

hypothetical protein

membrane protein

Fatty acid metabolism regulator protein
Putative tRNA (cytidine(34)-2'-0)-
methyltransferase

MBL fold protein

ComE operon protein 1

pheromone autoinducer 2 transporter

Alpha/beta hydrolase family protein
putative undecaprenyl-phosphate N-
acetylglucosaminyl 1-phosphate transferase

CYTH domain protein
D-alanine--poly(phosphoribitol) ligase subunit 1
hypothetical protein

ATP-dependent Clp protease, ATP-binding subunit
ClpE

zeta-carotene-forming phytoene desaturase
hypothetical protein

hypothetical protein

intergenic

GTP-binding protein TypA

ABC transporter substrate-binding protein

hypothetical protein
teichoic acid biosynthesis domain-containing
protein

Nitroreductase family protein

CAAX amino terminal protease
ATP-binding/permease protein CydD
hypothetical protein

intergenic

intergenic

cell wall surface anchor protein

Propanediol dehydratase large subunit
propanediol utilization diol dehydratase
reactivation protein

Diol dehydratase-reactivating factor alpha subunit
Carbon dioxide concentrating mechanism protein
CcmlL

Aldehyde-alcohol dehydrogenase
intergenic

hypothetical protein

ethanolamine utilization protein
Cobyrinic acid A,C-diamide synthase
ATP:cob(l)alamin adenosyltransferase
Putative aminopeptidase YsdC

Multiple antibiotic resistance protein MarR
2,3-bisphosphoglycerate-dependent
phosphoglycerate mutase

Transporter
intergenic
intergenic
intergenic

tRNA (uracil-5-)-methyltransferase Gid
GTP-sensing transcriptional pleiotropic repressor
CodY

aldose epimerase

intergenic
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1350580
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1417168
1426302
1440367
1446160
1446341
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1466219
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1719576
1729010
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1750544
1754966

1761565
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1821678
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1824466
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1839891
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tRNA pseudouridine synthase B

Type Il secretion system protein F
glycine cleavage system aminomethyltransferase
T

putative rhodanese-related sulfurtransferase
recombinase A

DNA mismatch repair protein MutS
DNA mismatch repair protein MutL
Formate acetyltransferase

VanZ like family protein
hypothetical protein

Ribonuclease J 2
metallo-beta-lactamase
Ribonuclease J 2

RNA polymerase sigma factor RpoD
Glycine--tRNA ligase beta subunit
intergenic

DedA family protein

alanyl-tRNA synthetase
carbon-sulfur lyase

intergenic

hypothetical protein

intergenic
Acetyl-coenzyme A carboxylase carboxyl
transferase subunit alpha

DNA polymerase Il subunit alpha
DNA polymerase Il subunit alpha
hypothetical protein
hypothetical protein

acetate kinase

30S ribosomal protein S4
Putative dipeptidase

intergenic

hypothetical protein

ABC transporter ATP-binding protein/permease
PTS system sucrose-specific transporter subunit
1IBC

hypothetical protein

2-succinyl-6-hydroxy-2, 4-cyclohexadiene-1-
carboxylate synthase

5-
methyltetrahydropteroyltriglutamate/homocystei
ne S-methyltransferase

intergenic
D-isomer specific 2-hydroxyacid dehydrogenase
hypothetical protein

MFS transporter
Levansucrase and sucrase synthesis operon
antiterminator

ABC transporter substrate-binding protein
GItC family transcriptional regulator
amino acid ABC transporter permease
intergenic

Sensor histidine kinase GraS

ABC transporter permease

ABC transporter permease

CamsS sex pheromone cAM373 precursor
ATP-dependent DNA helicase PcrA

phosphoribosylformylglycinamidine synthase Il
phosphoribosylformylglycinamidine synthase
subunit PurL

phosphoribosylformylglycinamidine synthase |
Phosphoribosylaminoimidazole-
succinocarboxamide synthase
N5-carboxyaminoimidazole ribonucleotide mutase

intergenic



1851908
1859966
1860961
1864721
1868378
1868456
1869093
1869410
1869584
1870118
1870140

1888814
1902751
1907497
1925447
1951931
1962138
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1964679
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1967124
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1968363
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1981628
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2000034
2002389
2005387
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2100758
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2102111
2102356
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2102408
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2110379
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2117497
2117518
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2122990
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2125910
2148046
2155950
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intergenic

Ribonuclease 3

3-oxoacyl-ACP reductase
ATP-dependent DNA helicase RecG
DAK2 domain-containing protein
DAK2 domain-containing protein
hypothetical protein

DAK2 domain protein

DAK2 domain-containing protein
intergenic

intergenic
dihydroorotate dehydrogenase, electron transfer
subunit

Multidrug resistance protein NorM
Carboxypeptidase

serine protease

aspartate aminotransferase
dihydrodipicolinate reductase
oxidoreductase, FAD-binding
oxidoreductase, FAD-binding
oxidoreductase, FAD-binding
oxidoreductase, FAD-binding
diguanylate cyclase

diguanylate cyclase

hypothetical protein

putative membrane protein YjcC
hypothetical protein
Histidinol-phosphate aminotransferase
3-dehydroquinate synthase

30S ribosomal protein S1
hypothetical protein

Bacterial Ig-like domain (group 3)

cell wall surface anchor protein
5-bromo-4-chloroindolyl phosphate hydrolysis
protein

Lacl family transcriptional regulator
PTS system mannose/fructose/sorbose family
transporter subunit 11B

DNA-binding response regulator
hypothetical protein
undecaprenyl pyrophosphate phosphatase
intergenic

Diaminopimelate epimerase
hypothetical protein

cell division protein FtsZ

cell division protein FtsZ

cell division protein FtsA

cell division protein FtsA

cell division protein FtsA

cell division protein FtsA
phospho-N-acetylmuramoyl-pentapeptide-
transferase

penicillin-binding protein

Ribosomal RNA small subunit methyltransferase H
hypothetical protein

intergenic

intergenic

intergenic

intergenic

daunorubicin resistance protein
daunorubicin resistance protein
hypothetical protein

hypothetical protein

TetR family transcriptional regulator



2156284
2168566
2170154
2171475
2176134
2176174
2181537
2183621
2185381
2193708
2200429
2217358
2221944
2232920
2239505
2254187
2274742
2284586
2288351
2301377
2305320
2319161
2328852
2330456
2330803
2332568
2338153
2367071
2368498

2374017
2386011
2417049
2420004
2459520
2461214
2476700
2487091
2489150
2489268
2492076
2492861
2508044
2520895
2533867
2534353
2574363
2590379
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2590910
2601174
2609736
2609810
2611568
2613386
2615226
2630235
2633776
2653919
2660594
2662797
2676448
2676609
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TetR family transcriptional regulator
GntR family transcriptional regulator
pyridoxal biosynthesis lyase PdxS
Phosphate acetyltransferase
intergenic

intergenic

putative heme peroxidase

ABC transporter permease
hypothetical protein

maltose phosphorylase

intergenic

intergenic

intergenic

putative oxidoreductase YdgJ
hypothetical protein

Internalin-J precursor

Regulatory protein Spx

intergenic

intergenic

hypothetical protein

hypothetical protein

LysR family transcriptional regulator
intergenic

ribosomal large subunit pseudouridine synthase D
Glyoxalase

intergenic

intergenic

Luciferase

amino acid ABC transporter ATP-binding protein
Sodium, potassium, lithium and rubidium/H(+)
antiporter

amino acid antiporter

putative ion channel protein

NADH dehydrogenase

hypothetical protein

transcriptional regulator

ribonuclease R

intergenic

RNA polymerase sigma-54 factor

RNA polymerase factor sigma-54
Membrane protein Ydf)

membrane protein

UDP-glucose 4-epimerase

excinuclease ABC subunit B

cardiolipin synthetase

cardiolipin synthetase

Peptide chain release factor 1

Internalin B precursor

Internalin B precursor

Internalin B precursor

Dipeptide-binding protein DppE precursor
ABC transporter ATP-binding protein

ABC transporter ATP-binding protein
sensor histidine kinase

formate dehydrogenase accessory protein
Putative formate dehydrogenase

Glyoxal reductase

intergenic

50S ribosomal protein L3

pyridine nucleotide-disulfide oxidoreductase
Heptaprenyl diphosphate synthase component 2
hypothetical protein

hypothetical protein



A W N -

2679168 G A 0 0 0 0 0 0 0 0 1 0 0 elongation factor G

2686938 G T 0 0 1 0 0 0 0 0 0 0 0 Transketolase

2687916 C T 0 0 0 0 0 0 0 0 0 0 1 Transketolase

2693341 C T 1 1 1 1 1 1 1 1 1 1 0 intergenic

2694633 G A 0 0 0 0 0 0 0 0 0 0 1 Transcriptional regulator MtIR

2700308 C G 1 1 1 1 1 1 1 1 1 1 1 intergenic

2716903 T C 0 0 0 0 0 0 0 0 1 0 0  magnesium-translocating P-type ATPase

2727710 G A 1 1 1 1 1 1 1 1 1 1 0 intergenic

2731975 G A 0 0 0 0 0 0 0 0 0 0 1 DNA polymerase Ill subunit tau

2735425 G A 0 0 0 0 0 0 0 0 0 0 1 hypothetical protein

2736250 A G 1 0 0 0 0 1 0 0 0 1 0 intergenic

2740273 G A 0 0 0 0 0 0 0 0 0 0 1 hypothetical protein

2743464 G A 0 0 0 0 0 0 0 0 0 0 1 ATP-binding/permease protein CydD

2747309 G T 0 0 0 0 0 0 0 0 0 0 1 intergenic

2757086 G A 1 1 1 1 1 1 1 1 1 1 0 hypothetical protein

2780022 G T 0 1 0 1 0 0 0 0 0 0 0  seryl-tRNA synthetase

2794455 G A 1 1 1 1 1 1 1 1 1 1 1 DNA topoisomerase Il

2796160 C T 0 0 0 0 0 0 0 0 0 0 1 bNA topoisomerase 3

2802980 A T 0 0 0 0 0 0 1 0 0 0 0  aryl-phospho-beta-D-glucosidase
RpiR family phosphosugar-binding

207726 & T 0 0 1 0 0 O O O O O O tanscriptionalregulator

2831990 C T 0 0 0 0 0 0 0 0 0 0 1 Ccatalase

2832229 T G 1 1 1 1 1 1 1 1 1 1 1 catalase

2845800 C A 0 0 0 0 0 0 0 0 0 0 1 hypothetical protein

2849196 G T 0 0 0 0 0 0 0 0 0 1 0  hypothetical protein

2849648 C A 1 1 1 1 1 1 1 1 1 1 0 intergenic

2859063 A T 0 0 0 0 0 0 0 0 0 0 1  3-oxoacyl-[acyl-carrier-protein] reductase FabG

2868418 A G 1 1 1 1 1 1 1 1 1 1 1  cell wall surface anchor family protein

2876321 A G 0 0 0 0 0 0 0 0 0 0 1 intergenic
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Total 377, 83 common, 57 intergenic

Supplementary Table 4. Position and respective designation of gene harboring single nucleotide polymorphisms. The SNP
was calculated based on the reference nucleotide in genomically closest strain L. monocytogenes F2365. (Key: 1. SNP
present; 0: No SNP). Comparatively higher SNP frequencies observed upstream/downstream region of transposases are
marked in red.



