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DTU – CGE webtools 

Manual to run CGE webtools 

In this manual, we will analyse the genomes with the following tools 

A.​ SpeciesFinder 
B.​ KmerFinder 
C.​ MLST 
D.​ ResFinder 

 

Manual SpeciesFinder 

1.​ Navigate to “Services” webpage of Center for Genomic Epidemiology  
https://www.genomicepidemiology.org/services/ 
 

2.​ On CGE webpage, navigate to tool “Speciesfinder” 

 

 

 

 

 

 

 

 

 

 

 

 

2. On SpeciesFinder page, select type of your reads “Assembled Genomes/Contigs” 
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3. Select “Choose File(s)” 

 

 

 

 

 

 

 

 

 

 

 

4. Browse to downloaded genome file (*.fasta), select file and choose “Open”.  

    Click “Upload” button. 

 

 

 

 

 

 

 

 

 

Wait till the progress bar is filled (complete blue) 
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Page will continue automatically to new page “your job is being processed”  

You can fill in your email address to receive an email with the results, or you can wait till the analysis 

is finished. When the analysis is finished, the page will refresh itself with the results.  

 

 

 

 

 

 

Screen with result is as follows. If the result fail (red), probably your fasta file is not correct uploaded. 

  

 

 

 

 

 

 

 

 

If SpeciesFinder does not give a result; try KmerFinder 
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Manual KmerFinder 

 

1.​ On CGE webpage, navigate to tool “KmerFinder” 

 

 

 

 

 

 

 

 

 

 

 

2. On KmerFinder page, select database “Bacteria organisms” 
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3. Browse to downloaded genome file (*.fasta), select file and choose “Open”.  

    Click “Upload” button. 

Wait till the progress bar is filled (complete blue) 

 

 

 

 

 

 

 

 

 

 

 

Page will continue automatically to new page “your job is being processed”  

You can fill in your email address to receive an email with the results, or you can wait till the analysis 

is finished. When the analysis is finished, the page will refresh itself with the results.  

 

 

 

 

 

 

Screen with result is as follows. If the result fail (red), probably your fasta file is not correct uploaded. 
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Manual MLST 

1.​ On CGE webpage, navigate to tool “MLST” 

 

 

 

 

 

 

 

 

 

 

 

 

2.​ At “select MLST configuration”, select the species of your genome, for example 

“Staphylococcus aureus” 

 

 

 

 

 

 

 

 

 

 

 

 

Use default parameters:  

Select min. depth for an allele: 5x 

Select type of data input: Assembled or Draft Genome/Contigs 
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3.​ Upload your genome file, you know how to do it now 

 

4.​ Please fill in the Sequence Type (ST) of your genome in the Google docs sheet 
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Manual ResFinder 

1.​ On CGE webpage, navigate to tool “ResFinder” 

 

 

 

 

 

 

 

 

 

 

 

 

 

2.​ On ResFinder page: 

●​ Chromosomal point mutations: 

i.​ Treshold for %ID: 90% 

ii.​ Minimum length: 60% 

●​ Acquired antimicrobial resistance genes: 

i.​ Treshold for %ID: 90% 

ii.​ Minimum length: 60% 

●​ Species and input data type: 

i.​ Select species of your genome: for example “Staphylococcus aureus” 

ii.​ Select input type: Fasta (Assembled genome/contigs) 

●​ Desinfectant: keep switch off 

●​ Upload and submit job: 

i.​ Fill in your emailadress to get result in your emailbox 

ii.​ Choose file: upload your genome 
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3.​ ResFinder will show which AMR genes are present in your genome, including the predicted 

phenotype 
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