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ResFinder DB Compare

CARD  
5336

ResFinder + PointFinder:  
3259

Common  
2237 1024 3099



Database structures
CARD 

• Comprehensive Antibiotic Resistance 
Database 

• Homologs and point mutations 

• Structured around model types: 

• Homologs 

• Protein variant  

• rRNA gene variant 

• Over expression 

• Knockout 

ResFinder DB 

• Homologs 

• Structured around resistance type 

PointFinder DB 

• Point mutations 

• Structured around species
Point mutations



Database object
ResFinder DB

PointFinder DB

CARD homologs

CARD Points

SequenceData

sequence: str 
name: str 
DNA_accession: str 
amr_class: str 
resistance_mechanism: str 
db_name: str 
notes: str 
required_gene: str 

ARO_accession: str 
species: str 
mutation: list 

DataContainer

sequences: list 
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def __eq__(self, other):
    return self.sequence 

== other.sequence



Compare
ResFinder DB

PointFinder DB

CARD homologs

CARD Points

Find new sequences 
Ignore previously assessed genes 

Find common sequences 
Compare metadata 

Name, DNA-accession, Antimicrobial class 
Update resistance mechanism if missing



Output
3 Text documents: 

• Metadata variations 
• New sequences  
• Resistance mechanism updates 
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Bitbucket 



CGE stats



CGE stats




