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STRUCTURE
K = 5 was the best-supported solution (ΔK Evanno = 36,33), 
whereas higher K values revealed increasingly biologically 
meaningful hierarchical structure, with K = 8 providing the 
clearest geographic differentiation while retaining the same major 
population divisions at higher resolution.



Concordance between UPGMA and STRUCTURE (K=8)



Why Romanian T. spiralis are so distinct?

1. The distinct clustering of Romanian samples is 
consistent with previously reported regional genetic 
structuring of European wild boar, in which Romanian 
populations were assigned to an Eastern European–
Balkan genetic cluster distinct from the Central 
European cluster including Poland and Germany.

2. ???
3. ???



1. 12Cro_Pig represents a genetically distinct Croatian 
pig individual that shares greater genomic affinity 
with part of the Central European cluster than with 
the other Croatian samples. This may reflect shared 
ancestral variation or historical gene flow.

2. ??
3. ???

Why Croatian T. spiralis pig sample are not clustering with 
Croatian group??



Conclusions
High-resolution genotyping reveals epidemiologically informative population structure in European T. spiralis

1 High-resolution ddRADseq – Trich-tracker reveals genetic variation within European T. spiralis
previously considered highly homogeneous.

2 Stable genetic clusters correspond to geographic origin and epidemiologically defined outbreaks.

3 Phylogenetic and STRUCTURE provide concordant evidence for the major population divisions.

4 Polish and German isolates share a common genetic background but we can find further internal differentiation.

5 Geographic origin alone does not fully predict genetic relatedness — 12Cro_Pig is a clear example.

From a genetically homogeneous parasite to 
epidemiologically informative population structure.



Perspectives?
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