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Figure 2. The outcome of the survey amongst 18 participants. MIC: minimal inhibitory concentration, MDRO: 
multidrug-resistant organism, SNOMED: Systematised Nomenclature of Medicine. 

Aside from AMR data analysis, most participants (78%) used the AMR package as a reference 

for the taxonomy of microorganisms. It was also regularly used for interpreting raw MIC and 

disk diffusion values (56%) and applying EUCAST expert rules (67%). This is in line with the 

original aims of the AMR package development. 

3.5. CONCLUSION 
AMR data analysis is dependent on (inter-)national guidelines and reliable (reference) data on 

the one hand but constrained by diverse and often inadequate data analysis tools and poor 

data quality on the other. We aimed to address these dependencies and constraints by 

introducing the AMR package for R for standardised and reproducible AMR data analyses. 

Our first insights into the usage and the usability of the AMR package confirm that this 

package is fulfilling its intended aim. Regional, national, and international organisations already 

use the AMR package to support clinical decision-making in infection management by gaining 

new or improved insights into resistance levels. We invite others to make use of our open-

source approach and adapt it to their needs. The advantages of sharing open-source software 

such as the AMR package allow for a collaborative, transparent use and further development 

that can lead to more standardised analysis processes for AMR data. The flexible open-source 

design also enables rapid integration of updated guidelines (e.g., new EUCAST breakpoints), 

and setting-specific adaptations are encouraged. Together, the AMR package for R can thus 

empower any specialist in the field working with AMR data by providing a comprehensive 

toolbox of solutions for AMR data analysis.  
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