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Study Results: Overview of the Five ClustersStudy Results: Overview of the Five ClustersStudy Results: Overview of the Five Clusters

Cluster 1 (n = 183): This was the largest cluster,
characterized by very low antimicrobial resistance, with
resistance rates below 6% across all tested drugs.

Cluster 2 (n = 64): Identified as the most critical cluster,
representing extensive multidrug resistance (MDR). Isolates
in this group exhibited near-complete resistance to multiple
agents, including AMP (100%) and CHL/GEN/TET (>95%), and
notably showed very high resistance to CTX (>92%).



Study Results: Overview of the Five ClustersStudy Results: Overview of the Five ClustersStudy Results: Overview of the Five Clusters

Cluster 3 (n = 82): Displayed moderate resistance to AMP (78%)
and TET (76%), while remaining fully susceptible to
cephalosporins.

Cluster 4 (n = 37): Demonstrated high resistance to older
antimicrobials — AMP 100%, CHL 95%, TET 89%, and SXT 86% —
but showed full susceptibility to CTX, CAZ, CST, GEN, and MEM.

Cluster 5 (n = 80): Exhibited a resistance pattern similar to
Cluster 3 but with markedly higher resistance to AMP (95%) and
TET (96%).



Epidemiological Risk AnalysisEpidemiological Risk AnalysisEpidemiological Risk Analysis

Sampling location: No
significant difference
in antimicrobial
resistance levels was
observed between
samples collected
from slaughterhouses
and retail markets.

95% CI 1.47-3.19



Summary and RecommendationsSummary and RecommendationsSummary and Recommendations
Data‑driven clustering — Appropriate analysis clearly separated
resistance patterns and provides a strong base for future genomic
work.

Pork MDR risk — Pork showed a higher likelihood of MDR Salmonella
contamination than poultry.

Key resistant drugs — AMP, CHL, TET, and SXT were the main
antimicrobial groups with high resistance.
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