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genetic evolutionary lineage and genetic evolutionary relationship. Methods The whole genomes of 42 strains of
Lm isolated from food during 2016 to 2020 were sequenced. CLC Genomics Workbench 21.0.4 software was used to
assemble the genomes, and analyze their drug-resistance genes and virulence genes. Lineage, clone complexes (CC),
serogroup, multilocus sequence typing (MLST), core genome multilocus sequence typing (cgMLST) were obtained
by aligning with the BIGSdb-Lm database. The maximum likelihood tree was constructed using the Baiyi microbial
analysis platform v4.0. Results The 42 strains of Lm contained 2 lineages, lineage I and lineage I, and lineage 11
was the predominant (83.3%). The serogroups were divided into II,, II, and II., with II, being the predominant
(57.1%). The 42 strains of Lm were divided into 11 CC types (also 11 sequence types), and the dominant types were
CC9, CC8 and CC121, accounting for 61.9%. Each strain carried more than 30 virulence genes, involving LIPI-1,
LIPI-2 and LIPI-3. The detection rate of actA in LIPI-1 was 76.2%, and the detection rates of prfA, plcA, hly, mpl, and
plcB were all 100.0%. In LIPI-2, the detection rate of inlF was 81.0%, that of inIB was 97.6%, and that of inlA, inlC,
inld, inlK, and inlP were all 100.0%. Only one strain carried LIPI-3. The Lm strains carried 6 drug resistance genes, such
as FosX., mprF. lin, norB. tetM. dfrG, and 78.6% of the strains carried more than 3 virulence genes. Conclusion The
molecular types of foodborne Lm in Suzhou are diverse but have dominant types. The strains generally carried many
virulence genes and multiple drug resistance genes, and monitoring should be strengthened.

KEY WORDS: Listeria monocytogenes; foodborne; whole genome sequencing
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