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Figure S1. Seasonal differences in the abundance of parasitic ASV reads in each taxonomic group relative to the 

total number of reads in the entire metabarcoding dataset. Different letters (a, b) represent significant differences 

while similar letters (a, a) represent non-significant differences. ns = non-significant. 
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Figure S2. Seasonal differences in parasite ASV richness (observed number of parasitic ASVs) across taxonomic 

groups. Different letters (a, b) represent significant differences while similar letters (a, a) represent non-significant 

differences. 
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Figure S3. Parasite beta diversity decomposed into total (black smooth line), turnover (red broken line) and 

nestedness (blue dotted line) components. Beta diversity values range from 0 to 1, with 0 meaning low and 1 high 

beta diversity, respectively. 


