
Hur kan man använda 
resistensdatabaser för WGS-data? 
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WGS workflow for dummies 

 

Sample on machine 
Data from machine 



Data from machine 

• Assembly of fastq files to fasta               
(processing raw data into a ”nice” file) 

 

• Running fasta files with ResFinder                 
(detection of resistance genes) 

 

• https://cge.cbs.dtu.dk/services/ 

 

https://cge.cbs.dtu.dk/services/


 



 



FASTQ format from Wikipedia 

A FASTQ file normally uses four lines per sequence. 
• Line 1 begins with a '@' character and is followed by a sequence identifier and 

an optional description (like a FASTA title line). 
• Line 2 is the raw sequence letters. 
• Line 3 begins with a '+' character and is optionally followed by the same sequence 

identifier (and any description) again. 
• Line 4 encodes the quality values for the sequence in Line 2, and must contain the 

same number of symbols as letters in the sequence. 
 
A FASTQ file containing a single sequence might look like this: 
 
1. 1@SEQ_ID 
2. GATTTGGGGTTCAAAGCAGTATCGATCAAATAGTAAATCCATTTGTTCAACTCACAGTTT  
3. +  
4. !''*((((***+))%%%++)(%%%%).1***-+*''))**55CCF>>>>>>CCCCCCC65  

 

https://en.wikipedia.org/wiki/FASTA_format


Genome assembly 

”Putting the small pieces together” 



 

Spades: St. Petersburg genome assembler 



 



 



 



 



 



 



Fasta file with contigs 

>NODE_1_length_291111_cov_18.0436 
TGGATACCTCACGCCAAACGAAAAATTTAAACAAATTATTAATCAGAATTCTGTTGCATT 
TGCAAGTTGAATTCAGCTAATTTTAAGACCTACCTGTCGCTTGATCTTGATCTGACGGTA 
GATGATGACCGCCCGATTATACTTATCGGCGGTTCTAATGGCGGTGGAAAGACAACTCTG … 
 
>NODE_2_length_209169_cov_16.4241 
TGCGGTGCGTACGGGACTCGAACCCGTGACCCCATGCGTGACAGGCATGTATTCTAACCA 
ACTGAACTAACGCACCAGAATTTCATTTTTTAATCGCTATCTCTCTCGATTGCGGTTGCA 
AAGGTAGATATTTATTTTATATCTGCAATAGCTAAGAAAGATTTTTTTTCATCTTTCTTA … 
 
1571 pages later: 
 
>NODE_230_length_78_cov_30 
TTGAGCGGAAAACGAGACTCGAACTCGCGACCCTAACCTTGGCAAGGTTATGCTCTACCA 
ACTGAGCTATTTCCGCAA … 
 
 
 
 
 
 



 



 
 
 
 
 
 
 
 
 
 
 
 
 
 

• Select threshold for %ID down to 30% 
• Select minimum length down to 20% 

 



 



What you see is what you get! 

Maybe you can find more in the data, if you 
have the right skills and tools??? 



 



 



 



 

https://card.mcmaster.ca/ 



 



 



 



 



 


