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Bacteria of the genus Serratia (S.) are motile and non-endospore forming gram-negative 
rods. They belong to the gamma-proteobacteria and are members of the Enterobacteriaceae 
family. At the time of writing, 19 species of the genus Serratia have been described, with S. 
oryzae as the latest novel species of this genus [1]. Serratia strains have been isolated from 
various sources, including water [2], plants [3] and animals [4]. Some species, i.e. S. 
marcescens, S. liquefaciens and S. odorifera are considered to be opportunistic pathogens 
and have been associated with various human infections [5]. Among the Serratia species, S. 
marcescens is particularly well-known to be a common clinical isolate [6]. Some of the 
clinical isolates of S. marcescens were found to carry resistance genes toward quinolone 
antibiotics and beta lactam antibiotics, including genes encoding extended-spectrum beta 
lactamases (ESBL [7]. In this study, we isolated 17 Serratia strains from fresh produce 
including herbs, salads, cucumbers, carrots and mixed salads.  Most of the strains (> 60 %) 
showed resistance to either ampicillin or cefotaxime. 58.8% of strains were resistant to 
tetracycline, while < 30% of strains showed resistances to streptomycin, tobramycin and 
chloramphenicol. Strains were generally sensitive to meropenem, ofloxacin and gentamicin. 
The genomes of 7 of the 17 strains were sequenced using an Illumina MiSeq and genome 
sizes ranged from 5.0 to 5.4 Mbp. One of the strains was also completely sequenced using 
PacBio sequencing. Genome sequence analysis showed that tetracycline resistance generally 
relied on the presence of tet(41) genes. Although some quinolone (qnrS and qnrB-types) and 
aminoglucoside (aac(6')-Ic) resistance genes could be identified, these genes also could 
occured in species which were phenotypically not resistant, indicating that other resistance 
genes (mechanisms) might also play a role. Phylogenomics done with whole genome 
sequences showed that most species belonged to S. marcescens, but a potentially novel 
species and one S. liquefaciens strain were also identified.  
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