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Supplementary Materials

Table S1. Assembly statistics resulting from SPAdes de novo assemblies.

Strain ID Species Facility Contigs No. Length (bp) N50

WRLP354 L. monocytogenes 2 38 3066783 296097
WRLP360 L. monocytogenes 4 24 2881261 1457222
WRLP367 L. monocytogenes 6 19 2889889 684358
WRLP370 L. monocytogenes 6 25 2979345 541396
WRLP377 L. monocytogenes 2 38 3038585 330851
WRLP378 L. monocytogenes 2 44 3037562 330851
WRLP380 L. monocytogenes 2 54 3103663 225002
WRLP382 L. monocytogenes 2 43 3037571 330851
WRLP386 L. monocytogenes 2 58 3103288 272216
WRLP394 L. monocytogenes 1 38 2927271 476657
WRLP408 L. monocytogenes 3 48 3082589 399511
WRLP409 L. monocytogenes 3 48 3082292 399511
WRLP410 L. monocytogenes 6 33 2978884 524000
WRLP417 L. monocytogenes 6 51 2926135 541208
WRLP416 L. monocytogenes 6 53 2925733 541208
WRLP422 L. monocytogenes 1 30 2892522 498434
WRLP434 L. monocytogenes 1 17 2838182 1457220
WRLP440 L. monocytogenes 1 32 2892224 498279
WRLP443 L. monocytogenes 1 32 2892414 498434
WRLP446 L. monocytogenes 1 32 2892350 498434
WRLP455 L. monocytogenes 1 36 2927486 476657
WRLP459 L. monocytogenes 1 39 2927219 475201
WRLP463 L. monocytogenes 1 39 2927400 476657
WRLP466 L. monocytogenes 1 34 2927379 476657
WRLP468 L. monocytogenes 1 36 2927486 476657
WRLP469 L. monocytogenes 1 34 2927373 476657
WRLP472 L. monocytogenes 1 22 2895033 1495945
WRLP477 L. monocytogenes 1 25 2894404 353377
WRLP483 L. monocytogenes 1 36 2930302 476657
WRLP486 L. monocytogenes 1 37 2927399 476657
WRLP490 L. monocytogenes 1 21 2894954 449882
WRLP491 L. monocytogenes 1 25 2894404 353377
WRLP494 L. monocytogenes 1 37 2927399 476657
WRLP496 L. monocytogenes 1 36 2927378 476657
WRLP498 L. monocytogenes 1 22 2894543 449882
WRLP499 L. monocytogenes 1 36 2927373 476657
WRLP502 L. monocytogenes 1 40 2927200 476657
WRLP508 L. monocytogenes 1 22 2894549 449882
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Strain ID Species Facility Contigs No. Length (bp) N50

WRLP512 L. monocytogenes 1 36 2927373 476657
WRLP517 L. monocytogenes 1 36 2927379 476657
WRLP519 L. monocytogenes 1 39 2927364 476657
WRLP520 L. monocytogenes 1 39 2927393 476657
WRLP522 L. monocytogenes 1 22 2894549 449882
WRLP521 L. monocytogenes 1 35 2927534 476657
WRLP525 L. monocytogenes 1 22 2894549 449882
WRLP527 L. monocytogenes 1 39 2927399 476657
WRLP530 L. monocytogenes 1 27 2883618 509939
WRLP533 L. monocytogenes 1 31 2883795 509804
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Table S2. NCBI Accession numbers used to screen for antimicrobials tolerance determinants and
virulence genes.

Gene/ gene region

Accession no.

tetR, tnhpABC HF565366.1

qacH HG329628

gacC QXKR01000002.1
emrE CP001602.2

emrC LT732640.1
berABC JX023276

cadAl L28104

cadA2 AADRO01000058
LIPI-1, SSI-1, inlA NC 003210
LIPI-3 NZ_JABXLV000000000.1
LIPI-4 FM242711.1
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Table S3. GoTerm analysis of select CC155 accessory genes annotated as DNA binding,
transcriptional regulator or membrane component.

Similarity

SeqName Description Length  #Hits e-Value mean #GO GO IDs GO Names
group_1835  TetR/AcrR family 594 20 3.88E- 99.75 1 F:GO:0003677  F:DNA binding
transcriptional 143
regulator
group_1029  sigma-70 family 405 20 1.23E-89 99.22 3 P:GO:2000142;  P:regulation of DNA-
RNA polymerase F:GO:0003677; templated
sigma factor F:GO:0016987  transcription,
initiation; F:DNA
binding; F:sigma
factor activity
mtrR TetR/AcrR family 528 20 3.44E- 97.4 1 F:GO:0003677  F:DNA binding
transcriptional 125
regulator
xerD_2 site-specific 1164 20 0 99.94 3 P:GO:0006310; P:DNA recombination;
integrase P:GO:0015074; P:DNA integration;
F:GO:0003677  F:DNA binding
group_2252  transposase 282 20 9.79E-59 9257 4 P:GO:0006313;  P:transposition, DNA-
P:GO:0015074; mediated; P:DNA
F:GO:0003677; integration; F:DNA
F:GO:0004803 binding; F:transposase
activity
group_2270 recombinase 621 20 6.39E- 98.82 4 P:GO:0006310;  P:DNA recombination;
family protein 147 P:GO:0015074; P:DNA integration;
F:GO:0000150; F:DNA strand
F:GO:0003677  exchange activity;
F:DNA binding
mrr restriction 984 20 0 99.97 4 P:GO:0009307; P:DNA restriction-
endonuclease P:GO:0090305; modification system;
F:GO:0003677;  P:nucleic acid
F:GO:0004519  phosphodiester bond
hydrolysis; F:DNA
binding;
F:endonuclease
activity
group_1168  XRE family 993 20 4.85E- 98.19 2 F:GO:0003677; F:DNA binding;
transcriptional 179 C:GO:0016021  Ciintegral component
regulator of membrane
group_1510  XRE family 264 20 5.39E-55  99.25 1 F:GO:0003677  F:DNA binding
transcriptional
regulator
group_306 divergent PAP2 474 20 1.89E- 99.97 1 C:GO:0016021  Ciintegral component
family protein 108 of membrane
sauU MES transporter 1206 20 0 99.79 4 P:GO:0055085;  P:transmembrane
F:GO:0022857;  transport;
C:GO:0005886;  F:transmembrane
C:GO:0016021  transporter  activity;
C:plasma membrane;
Ciintegral component
of membrane
group_676 hypothetical 651 20 3.32E- 99.77 1 C:GO:0016021  C:integral component
protein 142 of membrane

M640_01320
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SeqName Description Length  #Hits e-Value Slmiz:ty #GO GO IDs GO Names
group_532 competence 318 20 9.40E-68 99.33 1 C:GO:0016021 Ciintegral component
protein ComG of membrane
group_1281  sensor histidine 1740 20 0 99.94 4 P:GO:0000160;  P:phosphorelay signal
kinase P:GO:0016310;  transduction system;
F:GO:0000155;  P:phosphorylation;
C:GO:0016021  F:phosphorelay
sensor kinase activity;
Ciintegral component
of membrane
group_1466  GAP family 258 20 2.84E-50 100 1 C:GO:0016021  C:integral component

protein

of membrane
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