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EU Reference Laboratory for AMR (EURL-AR)

• Funded by the EU Commission
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SeqAfrica

• Fleming Fund Regional Grant

• Extending Whole Genome 

Sequencing (WGS) capacity for 

AMR surveillance across Africa

• Regional WGS Centres perform 

genomic surveillance of major 

bacterial pathogens and provide 

sequencing & data analysis 

services and training to the 

African region within a One 

Health framework
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DTU Genomic PT – brief introduction

Each year, six strains included, two of each organism:
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2021 2022 2023 2024

E. coli X X X X

Salmonella X X

Campylobacter coli/jejuni X X

Enterococcus faecium/faecalis X X

Staphylococcus aureus X X
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Genomic PT – setup
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Schematic overview of the downstream processing of live culture 

samples (BACT) and pre-prepared DNA samples (DNA).
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Genomic PT – setup
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Schematic overview of the downstream processing of live culture 

samples (BACT) and pre-prepared DNA samples (DNA).
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DTU Genomic PT – participants instructions
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DTU Genomic PT – submission of results

Via a password-protected webtool
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DTU Genomic PT – submission of results
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Evaluation report

10



DTU29.09.2023 EURL-AR WGS EQA

DTU Genomic PT
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Data validation

Expected 

predicted AMR 

profile
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Evaluation of sequence quality

Closed genome of all included test strains available

Some of the included QC parameters:

o # of reads

o # of reads mapped to reference chromosome / plasmid X / genome

o Coverage of reference chromosome / plasmid X / genome

o Depth of coverage of reference chromosome / plasmid X / genome

o Size of assembled genome

o Proportion of reads mapped to reference

o Total # of contigs

o # of contigs >200bp 

o N50

o NG50
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Reads mapping to reference

• Proportion of reads mapping to 

closed reference

• One boxplot per isolate

• Thresholds applied for scoring 

were minimal >80%, and 

preferably >90%

• Generally lower mapping 

proportion in GENOMIC22-005 

(Enterococcus faecium)
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Bioinformatic analysis – N50

• N50 per isolate per DNA/BACT

• Blue whiskers: 

2 standard deviations from the mean

• Red whiskers:

3 standard deviations from the mean

• Genomes larger than 110% 

or smaller than 90% of expected size 

have been excluded

• 3 genomes below 3 SD in isolates 

GENOMIC22-005 and -006
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Lessons learnt

- Genes/gene variants – differences between tools/pipelines 

o e.g., CARD, ResFinder, AMRFinder+

- Predicted AMR profile 

o evaluated as a whole (one profile) 

o each antimicrobial individually

- Basis of scoring

o Manual individual adjustments in the webtool

o Lack of international guidelines for assessment of sequence quality 
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Thanks for your attention
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