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Typing System Typeability Reproducibility | Discrimination Ease of Ease of
interpretation performance

Serotyping Most Good Fair Good Fair

Phage typing Most Fair Fair Fair Poor
Phenotype

Antibiotic All Fair Poor Excellent Excellent

susceptibility

MLEE All Excellent Good Excellent Good

REA All Good Good Poor Excellent

Ribotyping All Excellent Fair Good Good

PFGE All Good Good Excellent Fair
Genotype Restriction digests of Al Excellent Good Excellent Good

PCR Products

RCR based on All Good Good Good Good

repeated sequences

RAPD All Fair Good Fair Good

Sequencing All Excellent Excellent Excellent Fair
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This document specifies the minimum
requirements for generating and analysing whole
genome sequencing (WGS) data of bacteria
obtained from the food chain.

a) handling of bacterial cultures;

b) axenic genomic DNA isolation;

c) library preparation, sequencing, and assessment
of raw DNA sequence read quality and storage;

d) bioinformatics analysis for determining genetic
relatedness, genetic content and predicting

phenotype, and bioinformatics pipeline validation;

e) metadata capture and sequence repository

deposition;

f) validation of the end-to-end WGS workflow (fit for

purpose for intended application).
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GCF 001608355
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Isolate 1

Isolate 3

Isclate 2

nome
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