[bookmark: _GoBack]Antibiotic resistant bacteria have been identified by the World Health Organization and the Centers for Disease Control and Prevention as a global threat.  Because they are exposed to frequent inputs and constant flux of various components, aquatic environments make effective reservoirs for a variety of microbes.  Such sites are often in contact with humans and may provide sources of infection if pathogenic microbes are present.  Contamination of waters with antibiotics may select for the maintenance of antibiotic resistant bacteria in the communities present there.
To identify the risk associated with antibiotic resistant bacteria in the waters around Louisville, KY, microbial communities in soil and water samples associated with wastewaters, natural waters, agricultural waters, and public use waters (i.e. drains and faucets in public places), were tested to determine whether they contained bacteria able to grow in the presence of colistin and vancomycin, two antibiotics of last resort 
Individual antibiotic-resistant bacterial strains were isolated and identified through Sanger sequencing of the 16S rRNA gene.  The variety of genera and species identified supports our hypothesis that these environments are rich in resistant bacteria.  This data, though subject to the limitations of culture-based diversity approaches, allows us to compare types of aquatic environments.  The isolated strains will be further characterized for their potential to cause disease, and eight strains have been chosen based on their clinical significance and/or rarity for full genomic sequencing.





