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• RNA extraction

• Commercial RNA 
sequencing (Novogene)

De novo 
transcriptome

• DEG analyses by RNA-seq

• qPCR

Differential gene 
expression analysis

• RNA extraction

• Commercial sequencing
(Novogene)

• DEG analyses

Transcriptome and DEG 
analysis under Cd2+ treatment

ACANTHOCEPHALA

Šariri S., Vardić Smrzlić I., Mijošek
Pavun T, Filipović Marijić V. Scientific
Reports (under revision) 

• Comparative Transcriptome Analysis of Gene Expression in 
Acanthocephala Parasites from Fish in Polluted and Reference 
Sites and under Cd2+ treatment (in preparation)

• Real-time PCR assays for quantification of up and down
regulated genes from Acanthocephala (in preparation)



SALMO TRUTTA

• RNA extraction

• Commercial RNA sequences
(Novogene) 

Transcriptome analysis

• DEG analyses by RNA-seq

• qPCR

Gene expression analysis

Transcriptome analysis of Salmo 
trutta intestinal tissue infested by
Acanthocephala (in preparation) 



ACANTHOCEPHALA

Fig. 1 Map of all sites with records of different Acanthocephala
species in freshwaters of Croatia.

Fig. 2 Phylogenetic analyses of members of three Acanthocephala
genera from Croatia based on partial COI marker sequence (565 bp).

The MJ network analysis of D. truttae based on COI sequence analyses do not reflect clear geographic structuring of Krka River and 
Una River specimens (Fig. 2). The large haplotype diversity (HD = 0.964) is due to the large number of haplotypes shared by only
one or two individuals.



ACANTHOCEPHALA
De novo transcriptome analysis of Dentitruncus truttae reveals metal-binding proteins in Acanthocephala

Sara Šariri1, Irena Vardić Smrzlić1 *, Tatjana Mijošek Pavin1, Vlatka Filipović Marijić1 * (Scientific Reports 2025)

Figure 3. Workflow for RNA-Seq Analysis and Identification of Metal-Binding Proteins in D. 
truttae

Figure 4. Phylogenetic analysis of D. truttae zinc 
metalloproteases using 1000 replicates and Whelan Goldman + 
Freq Model. 
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Figure 6. Hierarchical clustering heatmap of D. 
truttae metal-binding proteins lacking PFAM 
definition into three clusters (CL1, CL2, and CL3) 
based on metal binding preferences

Figure 5. Phylogenetic analysis of two metallothioneins of D. 
truttae using 1000 replicates and JTT matrix-based Model

The results presented provide 
a valuable basis for further 

investigations of metal 
homeostasis in these parasites 
and for solving many questions 

about the phylogeny, 
taxonomy, diversity and 

evolution of Acanthocephala.



ACANTHOCEPHALA
Comparative Transcriptome Analysis of Gene Expression in Acanthocephala
Parasites from Fish in Polluted and Reference Sites and under Cd2+ treatment (in
preparation)

Figure 7. Gene Ontology 
Enrichment and Differential 
Expression Analysis



ACANTHOCEPHALA
Comparative Transcriptome Analysis of Gene Expression in Acanthocephala
Parasites from Fish in Polluted and Reference Sites and under Cd2+ treatment (in
preparation)

Figure 9. KEGG pathway 
enrichment analysis



ACANTHOCEPHALA
Real-time PCR assays for quantification of up and down regulated genes from
Acanthocephala (in preparation)



SALMO TRUTTA INTESTINE Transcriptome analysis of Salmo trutta intestinal tissue infested by Acanthocephala (in preparation) 

Figure 10. GO clasification Figure 11. KEGG clasification



ACANTHOCEPHALA
Real-time PCR assays for quantification of up and down regulated genes from
Acanthocephala (in preparation)

Figure 12. KO pathway 
enrichment analysis



ACANTHOCEPHALA
Real-time PCR assays for quantification of up and down regulated genes from
Acanthocephala (in preparation)

Figure 13. KEGG pathway 
enrichment analysis
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