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Figure S1. The result of the validation for the presences of PLMVd by Northern blot using PLMVd specific

radiolabelled probe in the (a) pool (b) individuals of the GF305 trees grafted by different cultivars. + is a positive
control while — is a negative control.

10 cultivars in the isolator

Figure S2. The result of the validation for the presences of PLMVd by colorimetric RT-LAMP assay in the
individuals of 5_Peach_ih using (a) purified RNA or (b) crude extract as a template.
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Figure S3. The result of the validation for the presences of PLMVd by Northern blot using PLMVd
specific radiolabelled probe in all of the individual trees in the isolator house.
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Figure S4. Evolutionary analysis of 411 bp long part of the NSPaV genome encoding partial CP of different
NSPaV isolates by Maximum Likelihood method.

The evolutionary history was inferred by using the Maximum Likelihood method and Tamura-Nei model
[1]. The tree with the highest log likelihood (-1241.50) is shown. The percentage of trees in which the
associated taxa clustered together is shown below the branches. Initial tree(s) for the heuristic search were
obtained automatically by applying Neighbor-Join and BioN]J algorithms to a matrix of pairwise distances
estimated using the Tamura-Nei model, and then selecting the topology with superior log likelihood value
after 1000 Bootstraps [2]. Alignment of the sequences was done using MUSCLE. Evolutionary analyses were
conducted in MEGAT11 [3].

Red box is the reference genome, green boxes indicate NSPaV strains from the NCBI GenBank, Hungarian
NSPaV strains are indicated with dark blue (originating from the isolator house), light blue (originating from
the open field stock nursery). Yellow indicates isolates sequenced at a symptomatic Hungarian orchard.
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1. NC_003636

2. MW046339_HU_Ob166/1_3
3. MW046338_HU_Ob166/1_2
4, MW046337_HU_Ob166/1_1
5. MK929593_HU_Cresthaven_sn
6. MK929592 HU_Cresthaven2
7. MK929591_HU_Suncrest

8. MK929590_HU_Cresthaven1
9. MK929589_HU _Incrocio_Pieri
10. MK929588_HU _Venus

11. MK929587_HU_Apolka

12. MK929586_HU_Champion
13. AJ550912_PC_peach_ltaly

Figure S5. The alignment of the sequence of the PLMVd variants, highlighting highly variable
region on the PLMVd genome.
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