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Supplementary Figure 1. Phylogenetic analysis of Rocahepevirus sequences detected in wastewater based on partial ORF1 (RNA-dependent RNA polymerase). Maximum-likelihood tree of a 500-bp ORF1 region (nucleotide positions 4351–4851 relative to NC_038504.1) including wastewater contigs (red) and GenBank reference sequences (black). The inner ring represents continent, and the outer ring represents country of origin.
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Supplementary Figure 2. Phylogenetic analysis of Rocahepevirus sequences detected in wastewater based on partial ORF2 (capsid protein). Maximum-likelihood tree of a 500-bp ORF2 region (nucleotide positions 5701–6201 relative to NC_038504.1) including wastewater contigs (red) and GenBank reference sequences (black). The inner ring represents continent, and the outer ring represents country of origin.
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Supplementary Figure 3. Phylogenetic analysis of Rocahepevirus ratti genotype C1 sequences detected in wastewater based on partial ORF1 (RNA-dependent RNA polymerase). Maximum-likelihood tree of a 500-bp ORF1 region (nucleotide positions 4351–4851 relative to NC_038504.1), including wastewater contigs (circles, coloured by continent) and GenBank sequences (squares). The bars on the side represent continent and country of origin from left to right.
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Supplementary Figure 4. Phylogenetic placement of hepatitis A virus genotype IA sequences detected in wastewater. Maximum-likelihood tree based on the RIVM HAV typing tool genotype IA reference alignment (nucleotide positions 2192–3369 relative to NC_001489.1, VP1/2A junction) including wastewater contigs (circles, coloured by continent) and GenBank reference sequences (squares).The bars on the side represent continent and country of origin from left to right.
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Supplementary figure 5: Per-capita pork consumption in 18 European countries included in this study, 2000–2021. (A) Annual trend for each country; (B) the same data shown as a country-by-year heat-mapped table. Data are expressed as food supply quantity (kg/capita/year). The shaded area in (A) indicates the wastewater sampling period (2017–2021). Source: FAOSTAT Food Balance Sheets via Our World in Data 1.
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Supplementary Figure 6. Hepatitis E genotyping validation by in silico fragmentation. Reference genomes representing all recognized Paslahepevirus balayani subtypes (HEV-1a–1g, 2a–2b, 3a–3m, 3ra, 4a–4i, 5a, 6a, 7a, 8a) and Rocahepevirus ratti were fragmented in silico into overlapping segments of five sizes (300, 500, 1000, 3000, and 6000 bp) at 100-bp intervals across the full genome. Each fragment was submitted to the RIVM HEV Genotyping Tool, and the assigned classification was compared to the known genotype of the source genome. Each dot represents one fragment, positioned at its start coordinate along the reference genome (x-axis) and grouped by fragment size (y-axis). Colours indicate classification outcomes: teal, correct subtype; dark blue, correct genus-level identification (Rocahepevirus, for which no phylogenetic references are available in the typing tool); salmon, correct genotype but subtype not resolved; blue-grey, incorrect subtype; dark red, incorrect genotype; red, cross-genus misclassification (Rocahepevirus classified as Paslahepevirus); grey, unassigned. Overall, 93.0% of fragments were correctly assigned at the genotype level, but subtype resolution was limited for shorter contigs, with 17% remaining unassigned at the subtype level. No cross-genus misclassification of Rocahepevirus as Paslahepevirus was observed. 
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