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u izolatid Listeria monocytogenes ziskanych od zvirat
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Abstrakt

Tato studie, vypracovana pro Védecky vybor veterinarni, se zabyva genetickou diverzitou a
rezistenci k antibiotikim u bakterii Listeria monocytogenes (LM) izolovanych od zvitat.
Cilem studie bylo ziskat soubor klinickych izolati listerii od zvitat (SVU Jihlava — NRL pro
listerie MZe), provést u nich serotypizaci, multilokusovou sekvenéni analyzu (MLST),
stanovit rezistenci k antibiotikim a vysledky porovnat s kmeny LM cirkulujicimi v humanni
populaci, v potravinch a piirodnim prostiedi v CR, vysledky vyhodnotit a sledovat mozné
epidemické souvislosti.

Celkem bylo v obdobi let 2020-2023 ziskano 28 izolatti od hospodatskych zvitat, z toho 22 od
velkych, malych a volné€ Zijicich piezvykavci, 5 od dritbeze a 1 od kréalika. U 15 vzorkl od
prezvykavcei (53,6 %) byla LM izolovana z CNS (cerebrum a cerebellum). Hypervirulentni
kmeny byly detekovany u 10 izolatd, ST1 8krat, ST4 a ST6 1krat. K nejvice rozSifenym
sekvencnim typtim patfil ST1. V souboru humannich a animélnich klinickych izolati bylo
detekovano vice hypervirulentnich kmenti nez v izolatech z potravin a z prostiedi.

Rezistence k antimikrobidlnim latkdm byla zjisténa jen ke tfem latkam, konkrétné k
penicilinu, ampicilinu a co-trimoxazolu. Mezi izolaty od zvifat nebyl detekovan zadny
multirezistentni izolat LM.

Genetic diversity and resistance to antibiotics
in Listeria monocytogenes isolated from animals

Abstract

This study, prepared for the Scientific Veterinary Committee, investigates genetic diversity
and resistance to antibiotics in Listeria monocytogenes (LM) isolated from animals. The aim
of the study was to obtain a set of clinical isolates of LM from animals (SVI Jihlava - NRL for
Listeria MZe), to serotype them, to perform multilocus sequence analysis (MLST), to
determine antibiotic resistance and to compare the results with LM strains circulating in the
human population, in food chain and in the natural environment in the Czech Republic, and to
evaluate the results for possible epidemic associations.

A total of 28 isolates were obtained from livestock during the period 2020-2023, 22 from
large, small and wild ruminants, 5 from poultry and 1 from rabbit. In 15 samples from
ruminants (53.6%), LM was isolated from the CNS (cerebrum and cerebellum). Hypervirulent
strains were detected in 10 isolates, ST1 8 times, ST4 and ST6 1 time. The most prevalent
sequence type was ST1. More hypervirulent strains were detected in human and animal
clinical isolates than in isolates from food and environment.

Antimicrobial resistance was detected to only three agents, namely penicillin, ampicilin, and
co-trimoxazole. No multidrug-resistant LM isolates were detected among the isolates from
animals.



