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4.3. ANTIMICROBIAL RESISTANCE DATA TRANSFORMATION 

4.3.1. Working with taxonomically valid microorganism names 
Coercing is a computational process of forcing output based on an input. For microorganism 

names, coercing user input to taxonomically valid microorganism names is crucial to ensure 

correct interpretation and to enable grouping based on taxonomic properties. To this end, the 

AMR  package includes all microbial entries from The Catalogue of Life 

(http://www.catalogueoflife.org), the most comprehensive and authoritative global index of 

species currently available [16]. It holds essential information on the names, relationships, and 

distributions of more than 1.9 million species. The integration of it into the AMR  package is 

described in Appendix A on page 89. 

The as.mo()  function makes use of this underlying data to transform a vector of characters 

to a new class ‘mo’  of taxonomically valid microorganism name. The resulting values are 

microbial IDs, which are human-readable for the trained eye and contain information about 

the taxonomic kingdom, genus, species, and subspecies (Figure 1). 

 

Figure 1. The structure of a typical microbial ID as used in the AMR  package. An ID consists of two to four 
elements, separated by an underscore. The first element is the abbreviation of the taxonomic kingdom. The 
remaining elements consist of abbreviations of the lowest taxonomic levels of every microorganism: genus, species 
(if available) and subspecies (if available). Abbreviations used for the microbial IDs of microorganism names were 
created using the base R  function abbreviate() . 

The as.mo()  function compares the user input with taxonomically valid microorganism 

names, rates the matching with a score and returns results based on the highest score. This 

matching score (!), ranging from 0 to 1, is calculated using the following equation: 
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subspecies, a 4-5 letter acronym

species, a 4-5 letter acronym

genus, a 5-7 letter acronym

kingdom: A (Archaea), AN (Animalia), B (Bacteria),

C (Chromista), F (Fungi), or P (Protozoa)

Microbial ID Full name
B_KLBSL Klebsiella
B_KLBSL_PNMN Klebsiella pneumoniae
B_KLBSL_PNMN_RHNS Klebsiella pneumoniae rhinoscleromatis

http://www.catalogueoflife.org/
https://as.mo/
https://as.mo/

