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Fig. S3 Maximum Likelihood (ML) phylogenetic tree (HKY+G model) inferred from 583 bp ITS1 sequences of Panonychus ulmi (ERM) obtained in this study and retrieved from GenBank. Table S3 provides information on the samples that compose genotypes (HAP) and the associated GenBank accessions. The frequency of each haplotype within the dataset is indicated in parentheses. ML bootstrap values are shown above the branches. Group I: Mixed populations from apple, grapevine, and pear, originating from Brazil, Japan, Morocco, South Africa, and the USA. Panonychus citri and Tetranychus urticae were used as the sister and outgroup, respectively

image1.png
Grapevine
Apple

Almold

> o m o

European pear

82

o8 — @ Puis
86 L @ Puws
@ Puo-4(2)
@ Pus4
@ Pus5
@ Pus8
@ Pus6
® Pus9
® Pui6

@ Pu2i-163)
T e Pu25-1A (22)
® Pully
@ Pull7
@ Pull4
@ Pus2
® s I-ITS
@ Pull6
@ Puto
@® Pw3
W Pui3-163)

@ Pu2-4(x2)
W Pui2263)
W Pul0-2(2)
Pul25(2)
Pul0-1(3)
Pul3-7
Pul9-1C (4)
Pu22-2C (4)
Pu2d-3 (xd)
Pu26-9
Pu2g-5

55,

|

0080

Pu29-1(:3)
Pu30-2 (x5)
Pu20-2 (x5)

4EEEEEEEEEE

>
g

L @ Pu21062)

L W GQu41941
HQ007221 Panonychus cirri

HMS565875 Tetranychus wticae




