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To characterize the genomic and                      
virulence diversity of weaning-associated 

porcine E. coli circulating in Belgium
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Figure 3. Fimbrial type distribution. F18 was the most 
prevalent (40.7%). 34.3% of isolates lacked any classical 

fimbria.
Table 1. AIDA-I detected in 64% of isolates (110/172)

81
O:H serotypes

50
MLST sequence types

VIRULENCE HIGHLIGHTS

ETEC

STa/STb ± hlyA dominant
Classical toxin profile

ETEC/STEC
Stx2e + STb + LT + EAST-1
Hybrid virulence

Atypical ETEC
STb + EAST-1 + AIDA-I
12/15 recurrent profile

Intestinal ExPEC-associated

AIDA-I + iutA + iucC/D
Aerobactin genes-AIDA

FIMBRIAL PROFILES

GEOGRAPHICAL DISTRIBUTION PATHOTYPE DISTRIBUTION GENOMIC DIVERSITY

AIDA-I PREVALENCE BY PATHOTYPE
AIDA-I: Adhesin Involved in Diffuse Adherence

Pathotype AIDA+ n %

ETEC 30 51 58.8

Unclassified 11 30 36.7

Int. ExPEC-assoc. 28 28 100

ETEC/STEC 6 20 30.0

Atypical ETEC 17 17 100

EAHEC-like 10 10 100

STEC 8 9 88.9

ExPEC 0 5 0

TOTAL 110 172 64.0%

172 intestinal isolates

Isolate Collection

•198 isolates

• Belgian weaned pigs, 

2021–2026

• ARSIA + DGZ

Whole-genome
Sequencing

•  Nanopore sequencing

• Assembly: Flye + Medaka

• Annotation: Bakta

Strain 
Characterization

• Virulence genes: ABRicate

• Serotyping: ECTyper

• MLST: PubMLST

Pathotype
Assignment

• Classical profiles

• Atypical profiles

• Unclassified

Figure 2. ETEC most frequent (29,7%). Atypical/hybrid profiles: 
32.6%

*Other: ExPEC (2.9%) + EPEC (0.6%) + Atypical ETEC/STEC pAA+ (0.6%) = 7 isolates (4.1%).

Figure 1. Geographical distribution of isolates by Belgian 
province (n = 172)

NEXT STEPS 

AMR profile identification 
of the strainsF18 remains

dominant

Atypical profiles classification in progress

ETEC (29.7%) Unclassified (17.4%)
Int. ExPEC-assoc. AIDA+ (16.3%) ETEC/STEC (11.6%)
Atypical ETEC AIDA+ (9.9%) EAHEC-like AIDA+ (5.8%)

Post-weaning diarrhea (PWD) Enterotoxigenic E. coli (ETEC) Beyond classical ETEC
• Major enteric disease

•  Antimicrobial use 

• Economic losses

• F4  •  F18 fimbriae

• STa •  STb •  LT enterotoxins
• Atypical / hybrid profiles 

v

• Weaning-associated porcine E. coli circulating in Belgium exhibit a high level of genomic diversity, with 81 O:H serotypes and 
50 MLST sequence types identified

• ETEC was the predominant pathotype, but a substantial proportion of isolates displayed atypical or hybrid virulence profiles, 
highlighting the complexity of the current E. coli population

• AIDA-I was widely distributed across multiple pathotypes, suggesting a broader role in porcine E. coli populations than
traditionally recognize

• These findings provide an updated overview of the genomic and virulence diversity of weaning-associated E. coli in Belgium and support 
further investigations into antimicrobial resistance and the classification of emerging atypical pathotypes
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