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Samples
I g__Plectosphaerella M f__Pezizaceae B g__ Fusarium M g__Phialophora g__Psathyrella
B g__Thanatephorus B g_ Monosporascus B g_ Alternaria [l g__Debaryomyces M g__Neocosmospora
M f__ Nectriaceae W c__Agaricomycetes_sd g__Melanoleuca [l g__Graphium f__Helotiaceae
I p__Ascomycota W g__Paraphoma M g_ Pseudogymnoascus M g¢__Diaporthe B g_ Solicoccozyma
Fungal taxa M c__Sordariomycetes M g__Exophiala I f__Didymellaceae g__Tetracladium [/ g__Umbelopsis
o__Pleosporales [l g__ Setophoma M c_ Laboulbeniomycetes Ml g_ Cladosporium [l g_ Barnettozyma
Il f_Ceratobasidiaceae Ml g__Candida g__Rhizophagus g__Coniosporium [l other
g__Podospora B g_ Mortierella B g_ Dactylonectria g__Malassezia
M f__Lasiosphaeriaceae f__Morosphaeriaceae Ml o__Auriculariales B i__Chaetomiaceae

Figure S3. Bar plot showing relative mean proportion of fungal taxa in the endophytic fungal
community in all sample groups (n = 4 per group). The top 10% of filtered, fungal reads are
included and aggregated at genus level (if not available, the lowest possible taxonomic level).
Fungal taxa prefixes follow UNITE notation (“c__”", class; “f__”, family; “g__”, genus; “o__",
order; “p__", phylum). “Other” means a pool of ASVs from all other taxa. Sample codes:
year_sample, where sample type is either “soil”, “carr” (soil or carrot both from site 1), 1037 or 326
or 112 (site 2 horseradish samples from three soil types) or A-W (accession codes from site 1).



