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This study provides the first whole-genome analysis v A wide range of STs has been reported among 0157:H7,
of STEC including O157:H7 serotype from livestock with stx2c gene being identified across diverse strains.
animals in Ghana. Our findings highlight the need for v Our isolates were related to clinical and food-derived
continued STEC surveillance and control under the One strains from Europe, suggesting a potential for human
. . . infections and foodborne transmission.
Health framework to inform public health in Ghana.
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