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                 Abstract

[bookmark: _GoBack]The evolution of Klebsiella pneumoniae, which is an opportunistic pathogen causing pneumonia, urinary tract infections and bacteremia, has resulted in the emergence of its hypervirulent virulent strains that pose significant threat to global public health. The deciphering of new genomic features of this species is crucial to our better understanding of the evolutionary trends of its virulence, pathogenicity and persistence in different environments. Our study provides strong evidence for the presence of eukaryotic genetic loci in the genome of the Klebsiella pneumoniae strain RTE-E3 recovered from the ready-to-eat food (Chotpoti) in Bangladesh. The genome sequences of the above strain (GenBank ID: AP025034.1) were obtained from the GenBank database of the National Center for Biotechnology Information (NCBI) database (https://www.ncbi.nlm.nih.gov/). We applied the megablast algorithm, imbedded in the Basic Local Alignment Search Tool (BLAST), to analyze the whole genome loci of this strain in the NCBI blastn database, searching for their homologs across eukaryotic genomes (taxid:2759). The BLAST analysis could identify two genetic loci with the sizes of 1842 bps and 836 bps (genome coordinates: 5309379-5311220 and 5314385-5315220 respectively) across the above strain genome, which (reflecting 100% of query coverage, and E=0.0) appeared to be of eukaryotic origin. Specifically, the above 1842-bp region was found to be identical to specific chromosomal regions, involved in coding for i) 18S ribosomal RNA in Homo sapience (GenBank ID: e.g., KY962518.1), and ii) a hypothetical protein in Naegleria fowleri (GenBank ID: OD957435.1). Similarly, the 836-bp region appeared to be identical to a specific chromosomal region involved in coding for 28S ribosomal RNA in H. sapiens, while being also identical to the uncharacterized genomic locus of another strain of N. fowleri (OD957502.1). Additional studies are needed to determine whether these eukaryotic loci contribute to K. pneumoniae virulence, pathogenicity, metabolic plasticity, and/or its better adaptation to different environments. 
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Notes/Comments: The study provides new insights into the genome evolution of Klebsiella pneumoniae being an important human pathogen. 
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