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From the raw reads (.fastqsanger) to a complete report including: 

• Trimming 

• Serotyping 

• Quality check 

• 7 genes MLST 

• virulotyping 

Also returning trimmed reads files in output 



Istituto Superiore di Sanità, Dep. of Food Safety, Nutrition and Veterinary Public Health  

European Union and National Reference Laboratory for E. coli, Rome, Italy   

Best serotype match, ST 
and main virulence 
genes 

(Disclaimer: The data analysed do not fulfill minimum quality parameters, please consider repeating the sequencing) 

If depth of coverage for 
7 MLST genes is <30 
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Serotyping – EURL-VTEC pipeline 

wzx, wzy, wzm, wzt fliC, flkA, fllA, flmA, flnA 

Database of reference genes sequences Joensen et al. JCM 2015 

O       :       H 

Choosing the best allele matching for each gene 

found  

(95% identity and with alignment length >800 bp) 

Beta version: 

alignment of the reads on the O and H databases 

Assembly of the mapping reads 

BLASTn match of the assembled contigs VS the serotype finder database 
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Mapping approach with SRST2 alignment tool 

7 genes MLST – EURL-VTEC pipeline 

Reads are aligned on the MLST genes database of alleles 

Returning alleles, ST, mismatches and depth of coverage 



Virulotyping – EURL-VTEC pipeline 

• Alignment (Bowtie2) of the sequencing reads on the database 

• Conversion of the output in a sam file 

(tabular) to extract interesting info and 

sequences 

• Grouping of all the reads mapping to the different alleles for each gene 

• Choosing the best allele matching for each gene found basing on the number of 

mapping reads and calculating the coverage  

• Database of reference virulence genes sequences (in multiple allelic variants 

each) E. coli virulence finder database, Joensen JCM 2014 
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• Percentage gene coverage 

• Gene mean read coverage 

• Percentage gene identity 
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