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Objective

Assess quality of WGS data and accuracy of sequence analysis of 

Campylobacter from participating laboratories

Purpose

To help laboratories implement and evaluate their capacity of WGS and 

sequence analysis of Campylobacter



• 24 NRLs in 17 EU Member states and in Iceland, Switzerland and 

the UK registered for PT38

• All NRLs reported results to the EURL

o One NRL only reported results on the sequence analysis part

Participation



Divided in two parts

o Part 1: Library preparations and sequencing of two DNA samples

o Samples for part 1 were distributed together with PT36, 11th of March 2024

o Part 2: QC, species identification, MLST and cluster analysis of a dataset containing 18 raw data 

sequence samples

o Dataset for part 2 was available for download from OneDrive on the same day as the PTs were 

distributed

Outline



• Samples should be processed according to standard laboratory procedures

o DNA reconstitution > DNA quantification and QC > Library preparations > Sequencing 

• Reference genomes available from PT28

Part 1



• Dataset containing 18 raw data sequence 

samples from Campylobacter

• Three samples in-silico modified

o PT38-10: contaminated with 10% P. 

aeruginosa reads 

o PT38-15: modified so only 13% bases were 

Q30+ > too little high-quality data to be 

useful

o PT38-19: contaminated with 40% S. enterica

Perform QC, identify species, designate MLST and 

perform cluster analysis

Part 2



o Deadline: 15th of May 2024

o Through a Questback questionnaire

Requested data uploaded to a personal OneDrive folder

o Part 1: 

Raw sequence files (i.e. fastq files)

o Part 2: 

Assembly files (FASTA), if part of analysis

Tree used to draw conclusions (e.g. phylogenetic tree or mst)

Raw clustering data used to create trees (e.g. distance matric or alignment)

Reporting



Cut-off values defined for six different criteria to assess the sequence quality of two DNA samples

Part 1 - Assessment of sequence quality



Part 1 - Results



Part 1 - Results



• 21 NRLs fulfilled the 

criteria for satisfactory 

performance

• 2 NRLs scored below the 

criteria for satisfactory 

performance

Part 1 - Results



Cut-off values defined for four different criteria, which were all assessed separately

Assessment of sequence quality (part 2)



Three samples were in-silico 

modified.

Participants were expected 

to exclude these samples 

from analysis

o 18 of 24 NRLs excluded 

contaminated samples

o All NRLs excluded the 

low-quality samples

o 7 of 24 NRLs excluded 

additional samples

Part 2 – Results
Evaluation of Sequence Quality



Participants were expected 

to identify the species and 

determine the ST

22 of 24 identified correct 

species in all samples

21 of 24 determined the ST 

correctly

Part 2 – Results
Species identification and MLST



Part 2 – Results
Cluster detection



• 14 NRLs fulfilled the 

criteria for satisfactory 

performance

• 10 NRLs scored below the 

criteria for satisfactory 

performance

Part 2 - Results
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Trends
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• EURL-Campylobacter will offer a WGS PT 2026

• Similar as PT38

o WGS part –DNA samples for sequencing

o Sequence analysis part –Dataset for sequence and cluster analysis

Next WGS PT



Thank you!

bo.segerman@sva.se
asgeir.astvaldsson@sva.se
www.sva.se
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