Extraintestinal pathogenic Escherichia coli in camels:
Characteristics and sources of infection
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Fig. 1: Schematic distribution of phylogenetic groups and twelve
bacteriocins associated with pathogens (from Fig. 5B).
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Fig. 2: Distribution of VAGs among EXPEC (n = 207) and fecal (n = 139) D- .
E. coli from camels. Compared to fecal E. coli, ExPEC isolates harbored ISCUSSION
significantly more virulence factors (A, B). Out of 35 tested VAGs, the
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Fig. 3: Distribution of the most prevalent O serotypes (> 2% in camel
E. coli) in pathogenic (n = 207) and fecal (n = 139) E. coli from

PCR Screening camels. Serotypes 06, 078, 086 and 0118/0151 were associated
with ExPEC isolates.
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