100 NC 014127 Chiltepin yellow mosaic virus

NC 077017 Naranjilla mild mosaic virus

100 NC 077008 Naranijilla chlorotic mosaic virus

NC 020471 Andean potato mild mosaic virus
81

i NC 001480 Eggplant mosaic virus

100 _|: NC 020470 Andean potato latent virus
931[[’ NC 021851 Tomato blistering mosaic virus

NC 003634 Physalis mottle virus
—— NC 002588 Chayote mosaic virus

100 - NC 011086 Diascia yellow mottle virus

NC 011538 Nemesia ring necrosis virus Tymovirus

100 hoo |[— NG 011539 Plantago mottle virus

NC 011559 Anagyris vein yellowing virus
100

NC 001513 Ononis yellow mosaic virus
9 NC 011537 Scrophularia mottle virus
—— NC 007609 Dulcamara mottle virus

— NC 004063 Turnip yellow mosaic virus

| ] NC 009532 Okra mosaic virus

9 NC 001746 Kennedya yellow mosaic virus

86 NC 015523 Asclepias asymptomatic virus
94

— ——— NC 001977 Erysimum latent virus

NC 002164 Poinsettia mosaic virus

NC 030693 Grapevine Red Globe virus

NC 040565 Alfalfa virus F
B9

NC 033828 Peach virus D

o5 100 | @ OR912100 22-0047 Olive virus M

@ OR910101 22-0051 Olive virus M
NC 013920 Olive latent virus 3

99
NC 012484 Grapevine Syrah Virus-1

NC 034205 Grapevine rupestris vein feathering virus Marafivirus

100 - NC 015522 Switchgrass mosaic virus
el [ NC 002786 Maize rayado fino virus
—— NC 077048 Sorghum almum marafivirus

go | —— NC 038328 Blackberry virus S

1 NC 001793 Oat blue dwarf virus

100

NC 029063 Nectarine virus M
100

NC 006950 Citrus sudden death-associated virus

100 NC 031692 Grapevine asteroid mosaic associated virus

NC 015229 Fig fleck-associated virus Maculavirus

NC 003347 Grapevine fleck virus

NC 011620 Potato virus X

Supplementary Figure S3: Maximum likelihood phylogeny based on the amino acid sequences of the RNA-dependant RNA
polymerase of olive virus M from this study (variants from this study indicated by solid circle markers) and selected
members of the Tymoviridae family. The phylogeny represents the tree with the highest log likelihood and was generated
in MEGA X using the rtREV model with empirical base frequencies, a proportion of invariant sites and gamma distribution
to account for among-site rate variation. Bootstrapping was applied (1000 replicates) and the percentage of trees in which
the associated taxa clustered together is shown next to the branches. Bootstrap percentages lower than 50 are not shown.



