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Abstract 
Background:
There an increasing global concern over Anti-Microbial Resistance (AMR) with direct and indirect claims of 700,000 deaths per annum. The health care system in developing Countries has crippled over time due to high costs of treatment disproportionately affecting the poor people living in Countries like Uganda. With the improved stake in research and innovations, Scientists have associated such scenarios to the development of anti-microbial resistant genes many of which are thought to have Zoonotic transfer. In this study, we investigated how pervasive AMR in rural settings is allegedly reported to have a low antibiotic usage given the lack of disposable incomes to spend on antibiotics.
Materials and methods: 
[bookmark: _GoBack]I followed up 35 farmers and their pigs in five Sub Counties of Mubende District every after two months for six months. Here, fecal samples were collected from both hosts (pair of Human and Pig) in addition to mobile application metadata gathering on Usage, Nutrition, Farm Management and Health.
 I also included a positive (Pig slaughter personnel) and negative (no contact with pigs) field control. The fecal samples were analyzed using standard microbiological culture methods for E.coli, Klebsiella and Salmonella as well as antibiotic resistance profiling using eight diffusion discs. The metadata was analyzed using R version 3.5.1 to find association between resistances on farm management factors. 
Results:
Out of 405 samples cultured, 240 yielded bacteria and corresponding antibiotic resistance on eight widely used antibiotics at the human-pig interface.  Kiganda [%( 95%CI)]; 43.8% (29.8-58.7) and Bagezza [%( 95%CI)]; 35.3% (22.8-50.0) had the highest and lowest mono-resistance respectively. Humans [%( 95%CI)]; 79.5% (68.5-87-5) carry a higher proportion of resistant bacteria than their pigs. However, I observed more pigs with multiple drug-resistances, with Klebsiella and E.coli being resistant to up to six antibiotics.  Logistic regression model suggested that Season, use of Antibiotics in pigs were associated with bacteria being resistant in this system.
Conclusion: 
The results suggest that regardless of close proximity, farmers and their pigs have different AMR pressures. There is evidence of AMR transmission as we observed identical resistance patterns between eight farmers and their pigs over the study period. Because farmers represent a genuine source of animal generated AMR for the general population, there is need to promote good farming practices that limit transmission at the human-pig interface.



