




There are a small number of AMR databases, and lots of 
software which uses them to predict AMR, each with a 

different output format.



Lots of software with 
different output formats.

Run any dataset through 
the set of tools.

Take tool-specific output 
and reformat to 
standardized output.

Enables consistent 
comparison of AMR 
genes detected by 
different tools.
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> hamronize abricate <report> --reference_database_version <version> \  
--analysis_software_version <version> --format json

Applies hAMRonization specification to output from abricate (OUTPUT.tsv)

> hamronize summarize --summary_type interactive <list of reports>
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RGI
RGI 
bwt AMR Res

Total # unique gene 
names 140 223 70 46
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