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[bookmark: _GoBack]Supplementary Figure S1. Heatmap of sample-to-sample distances calculated using gene expression profile sumarized with Poisson distance.  Darker colours signify higher similarity between samples collected from fins and skin of guppies unifected and infected with Gyrodactylus bullatarudis parasites. 
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Supplementary Figure S2. Correlation between p-values estimated with DESeq2 and edgeR. The test aimed to find genes differentially expressed between noninfected and infected (with Gyrodactylus bullatarudis) fins of guppies. 
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Supplementary Figure S3. Correlation between p-values estimated with DESeq2 and edgeR. The test aimed to find genes differentially expressed between noninfected and infected (with Gyrodactylus bullatarudis) head skin of guppies. 
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Supplementary Figure S4. Biological process GO terms enriched in the genes differentially expressed between infected with Gyrodactylus bullatarudis and non-infected fins of guppies. The list of GO terms were summarized and visualized with ReviGO software.
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Supplementary Figure S5. Molecular function GO terms enriched in genes differentially expressed between infected with Gyrodactylus bullatarudis and non-infected fins of guppies. The list of GO terms were summarized and visualized with ReviGO software.

[image: ]
Supplementary Figure S6. Cellular component GO terms enriched in genes differentially expressed between infected with Gyrodactylus bullatarudis and non-infected fins of guppies. The list of GO terms were summarized and visualized with ReviGO software.
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