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Mycobacterium fortuitum complex

The study of ecological distribution of
Mycobacterium fortuitum complex in Taiwan.
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SUMMARY
Rapidly growing mycobacteria are a complex group of environmental organisms
that cause human disease. Mycobacterium fortuitum complex is the most
common pathogen in this group, which includes M. fortuitum, M. chelonae, M.
abscessus. It could cause keratitis, arthritis, supprative dermatitis, chronic
pulmonary disease, or abscess of sot tissue in human. Thereis not any
imformation about the ecological distribution of M. fortuitum complex in Taiwan.
We used dairy cow farms as model to study the ecological distribution of M.
fortuitum complex in Taiwan. Drinking water, soil and animal stool samples were
collected from dairy cow farms around the island. One hundred and eleven out of
240 specimens isolated M. fortuitum complex , the isolation rate was 46%. The
Isolation rates from drinking water, soil and cow stool were 27%, 72% and 43%
respectively. The isolation rate collected water and soil specimens from
uncultural land was only 12%. The results might be indicated the environmental
of dairy cow farms was suitable for M. fortuitum complex growing, or there were
cross contamination within water, soil and stool. These results showed that M.
fortuitum complex were a common organism around this island. We must pay

more attention in public health.
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