Supplemental file S1 HTS protocols 
[bookmark: _Hlk204700356][bookmark: _Hlk204768506]NIVIP (NL) 
[bookmark: _Hlk204692400]Samples were analyzed with HTS as previously described [1]. Total RNA was extracted from approximately 1g of leaf tissue using the RNeasy Plant Mini Kit (Qiagen, Venlo, the Netherlands). Ribosomal RNA was depleted with the Ribo-Zero rRNA Removal Kit (Illumina, Eindhoven, the Netherlands) or the QIAseq FastSelect – rRNA Plant Kit (Qiagen), followed by library preparation with the NEBNext Ultra or Ultra II Directional RNA library Prep Kit (New England Biolabs, Ipswich, MA, USA). Libraries were sequenced on a NextSeq500 or NovaSeq 6000 (Illumina), generating 150 nt paired-end reads. 
The resulting reads were trimmed and de novo assembled using CLC Genomic workbench (Qiagen) standard tools. Consensus sequences (>100 nt; read depth >10) from the de novo assemblies, were analyzed using MegaBLAST and DIAMOND [2] with locally installed NCBI nr/nt and nr databases respectively. Visualizations of BLAST results were carried out in Krona with a bitscore threshold of 25 [3]. Putative viral contigs were analysed in Geneious Prime (v 2025.1.2). 
AUTH (GR)
[bookmark: _Hlk204692374]Total nucleic acid was extracted from approximately 0.5 g of leaf tissue using the Plant/Fungi Total RNA Purification Kit (Norgen Biotek, Thorold, ON, Canada) according to the manufacturer’s protocol. DNase-treatment was carried out using the RNase-Free DNase I Kit (Norgen Biotek). Library preparation was carried out with the TruSeq Stranded Total RNA with Ribo-Zero Plant Kit (Illumina, city, country) as per the manufacturer’s protocol. Sequencing was conducted on a NovaSeq X (Illumina) generating 100 nt paired-end reads, at Macrogen (Seoul, South Korea). The resulting reads were quality assessed using FastQC [4] and trimmed using PRINSEQ++ [5], and host sequences were removed by mapping the reads to a F. esculentum genome (https://buckwheat.kazusa.or.jp/index.html) using Bowtie2 [6]. Remaining reads were de novo assembled using Spades [7] with default parameters. The resulting contigs were analyzed using BLASTn/BLASTx against the NCBI nr/nt and nr databases.
BPI (GR)
Total RNA was extracted from 80-100 mg of liquid nitrogen homogenized leaf tissue with a CTAB protocol [8] followed by treatment with Recombinant DNase I (Takara Bio, Kusatsu, Shiga, Japan). Ribosomal RNA was depleted using the Ribo-Zero rRNA Removal Kit (Illumina, San Diego, USA. Library preparation using TruSeq RNA Library Prep Kit v2 (Illumina, San Diego, USA) (omitting poly-A selection step) and sequencing on a NextSeq550 (Illumina) platform were performed at the Biomedical Research Foundation Academy of Athens (BRFAA, Greece), generating 75 nt single-end reads. Reads were trimmed, duplicate reads were removed and de novo assembly was performed with Geneious Prime (v 2019) software. Contigs that mapped to the host genome (GenBank accession number GCA_002114115.1) were subtracted and remaining contigs were analyzed using BLASTn or BLASTx. Putative viral contigs were further analyzed with Geneious Prime. 
CARC (CZ)
Total RNA was extracted from approximately 600 mg of leaf tissue (100 mg per plant from six individual plants: Artemisia vulgaris, Conium maculatum, Lamium album, Malva sylvestris, Rumex crispus, and Urtica dioica), using the RNeasy Plant Mini kit (Qiagen, Hilden, Germany), following the manufacturer’s instructions. A sequencing library was prepared on an RNA pool using the Illumina DNA Prep Kit (Illumina, USA) including ribosomal RNA depletion with the QIAseq FastSelect – rRNA Plant Kit (Qiagen, Hilden, Germany). First-strand cDNA synthesis was performed using the Maxima H Minus Reverse Transcriptase (Thermo Fisher Scientific, USA), and double-stranded cDNA was generated with the NEBNext Ultra II Non-Directional RNA Second Strand Synthesis Module (New England Biolabs, Frankfurt, Germany). The library was sequenced on a NextSeq 2000 (Illumina) at the Leibniz Institute DSMZ (Braunschweig, Germany), generating 150 nt paired-end reads. Raw reads were quality-trimmed using BBduk, normalized using BBNorm, and host sequences were removed by mapping the reads to sequences from the corresponding plant species. De novo assembly was performed in Geneious Prime (v 2025.1.2) and the resulting first 1000 contigs were subjected to BLASTn/BlastTpagainst a custom virus and viroid reference database downloaded from NCBI. Putative viral contigs were further analyzed and curated in Geneious Prime. 
CRA-W (BE) 
Approximately 100 mg of symptomatic leaf tissue was ground in GH+ buffer and extracted using the RNeasy Plant Mini Kit (Qiagen, Antwerp, Belgium) as described in [9]. Ribosomal RNA was depleted with the Ribo-Zero rRNA Removal Kit (Illumina, Cambridge, UK) followed by library preparation with the TruSeq Stranded Total RNA kit (Illumina, Cambridge, UK). The library was sequenced on a NovaSeq 6000 (Illumina, Cambridge, UK), generating 150 nt paired-end reads. Library preparation and sequencing were performed at GIGA (University of Liege, Belgium). Virus detection was performed using a bioinformatic pipeline build on the EU Galaxy server (usegalaxy.eu). Briefly, reads were trimmed using BBduk [10] and assembled using rnaviralSPAdes [11]. Resulting contigs were then searched for viral sequences using BLASTn and tBLASTx against GenBank viral RefSeq sequences (accessed June 2024). Putative viral contigs were then manually compared to NCBI nr/nt database using default BLASTn option. Mapping of the reads was performed using BWA-MEM2 [12], removing duplicated sequences using MarkDuplicates [13], and analyzing reads depths with Mosdepth [14]. 
DSMZ (DE) 
Total RNA was extracted from approximately 0.1 g of plant material using the Spectrum Plant Total RNA kit (Sigma-Aldrich, St. Louis, Missouri, USA) or the RNeasy Plant Mini Kit (Qiagen, Hilden, Germany), or from 10 individuals of Dysaphis crataegi using a CTAB-based method. Libraries were prepared with the NEBNext Ultra II RNA Library Prep Kit for Illumina (New England Biolabs, Ipswich, MA, USA), including a ribosomal RNA depletion using the QIAseq FastSelect -rRNA Plant Kit (Qiagen). Libraries were sequenced on a NextSeq2000 (Illumina) generating 150 nt paired-end reads. The resulting reads were analyzed in Geneious Prime (v 2025.1.2, Dotmatics), using a custom bioinformatic pipeline as previously described [15].
IB, EMBRAPA (BR)
Total RNA was isolated from approximately 0.5 g of symptomatic Clerodendrum leaves. Leaf pieces were ground in the presence of liquid nitrogen, and total RNA extracts were obtained using TRIZOL® Reagent according to the manufacturer’s recommendation (Life Technologies, Foster City, CA, USA). RNA quantification and A260/A280 ratios were estimated using the NanoDrop ND-8000 micro-spectrophotometer (Thermo Scientific, Waltham, MA, USA). Integrity of samples was verified by a Bioanalyser 2100 device (Agilent Technologies, Santa Clara, CA, USA). The RNA extract was sent to the Animal Biotech Laboratory at Escola Superior de Agricultura Luiz de Queiroz, University of São Paulo (Piracicaba, SP, Brazil) for high-throughput sequencing. Library preparation was carried out using the TruSeq Stranded Total RNA (Ribo-Zero Gold) kit (Illumina, San Diego, CA, USA). The Liberary was sequenced on a HiSeq 2500 (Illumina) generating 125 nt paired-end reads. Adapter sequences and low-quality bases were removed from the reads using Trimmonatic [16], followed by a de novo assembly using SPAdes [17] and Trinity [18], all implemented in the Galaxy platform v.25.03 [19]. Contigs producing the best BLASTx hits (E-value score ~ 0) with the RNA1 and RNA2 molecules of known dichorhaviruses were selected for further detailed analyses.

FERA (UK) 
The sample was analysed as previously described in Fowkes, et al. [20]. Total RNA was extracted from approximately 0.1 g of leaf tissue using the RNeasy Mini Kit (Qiagen, Manchester, UK), including the optional on column DNase treatment , following the manufacturer's instructions. The RNA was then ribosome depleted using the Ribo-Zero Plant Leaf Kit (Illumina, Cambridge, UK), followed by library preparation with the TruSeq Stranded RNA library Prep Kit (Illumina, Cambridge, UK), as per manufacturer’s instructions. The library was sequenced on a MiSeq (Illumina) using a MiSeq Reagent Kit v3 (600 cycle) (Illumina, Cambridge, UK), generating 300 nt paired-end reads. 
The obtained reads were analysed using the ‘Angua’ pipeline described in Fowkes, et al. [20]. Sequences were trimmed to remove low-quality nucleotides from the 3′ end, using a Phred score threshold of 20 using Sickle [21], and de novo assembled using Trinity [22]. Contigs ≥ 200 nt were subject to a BLASTn+ search against the complete NCBI GenBank nr/nt database, and contigs with a length ≥ 1000 nt were subject to a BLASTx+ search against the complete NCBI GenBank nr database [23]. Viral contigs were then extracted using MEGAN community edition [24]. 
INRAE (FR) – ULiège (BE)
dsRNA was extracted from 750 mg of leaf tissue, as described in Marais, et al. [25]. Library preparation was performed at GIGA (University of Liege, Belgium) with the NEBNext Ultra II DNA Library Prep Kit (New England Biolabs, Ipswich, MA, USA). Libraries were sequenced on a NovaSeq 6000 (Illumina), generating 150 nt paired-end reads. The resulting reads were trimmed using BBDuk ([10] (Quality score 25, minimum 30 nt), merged, duplicated reads removed, and finally de novo assembled using rnaviralSPAdes on the Galaxy server (usegalaxy.org). Contigs were analysed using BLASTn and BLASTx with the NCBI nr/nt and nr databases. Viral BLASTx hits (conservative e-value of e-20 cutoff) were isolated for further analyses using Geneious Prime (v 2024.0.3). Viral genomes were obtained by assembling the contigs and then mapping the reads to these contigs (Geneious mapper, 3 iterations, medium-low sensitivity, 5% mismatches and 5% gaps allowed). 
NRI (UK)
[bookmark: _Hlk214282264][bookmark: _Hlk210381337]Total RNA was extracted from 0.1 g of leaf tissue using a modified CTAB method combined with the RNeasy Plant Mini Kit (Qiagen, Hilden, Germany) [26]. After DNAse treatment of total RNA, Ribosomal RNA was removed using a RiboMinus Plant Kit for RNA-Seq (ThermoFisher Scientific, Waltham, MA, USA). The library was then prepared using a simplified protocol (no enrichment in poly-A RNA) with the TruSeq Stranded mRNA kit (Illumina, San Diego, CA, USA). The library was sequenced on a NextSeq500 (Illumina), generating 75 nt paired-end reads. After primary quality check, the obtained reads were paired, merged and the duplicates eliminated using Geneious software version 11.0.4. (Biomatters, Auckland, New Zealand). Reads were further assembled in contigs by SPAdes software embedded in Geneious [17]. Annotation of contigs was performed using either BLASTn or BLASTx algorithm based on NCBI nt/nr and Viral Proteins databases. The contigs with a viral hit were further analysed by mapping the reads on the contigs using the Geneious mapper.

UARK (US)
The sample preparation and HTS was performed as previously described [27] and sequenced on a NextSeq 500 or 550 (Illumina) at the Center for Genomics and Proteomics (Oklahoma State University, Stillwater, OK), generating 75 nt pair-end reads. Analysis of the reads was performed using VirFind [28]. Reads were reference assembled to the viral contigs, assigned by VirFind, in CLC Genomics Workbench (v24.0 (Qiagen)). Consensus sequences of these mappings were analyzed using BLASTn and BLASTx with the NCBI GenBank nr/n and nr databases. 
WUR (NL)
Samples were analyzed with HTS as previously described in [29]. Total RNA was extracted from approximately 0.1 mg of leaf tissue using the RNeasy Plant Mini Kit (Qiagen, Venlo, The Netherlands). HTS sequencing was performed by BaseClear (Leiden, The Netherlands) and included ribosomal RNA depletion using the Ribo-Zero rRNA Removal Kit (Illumina, Eindhoven, The Netherlands), followed by library preparation with the TruS Stranded Total RNA Kit (Illumina, Eindhoven, The Netherlands). Libraries were sequenced on a NovaSeq 6000 (Illumina), generating 150 nt paired-end reads. The resulting reads were trimmed and de novo assembled using CLC Genomics Workbench (v11.0.2 (Qiagen)) standard tools. Consensus sequences (>400 nt; read depth >100) were analyzed using BLASTn and BLASTx against the NCBI GenBank nr/n and nr databases.
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