[bookmark: _pe3j01wfxb47]Table S4 Evolutionary models, parameter estimates, and nucleotide frequencies for mitochondrial (COI barcoding, COI Navajas) and nuclear (ITS1, ITS2) DNA fragments of Panonychus ulmi (ERM) selected via Smart Model Selection (Lefort et al., 2017).
	Fragment
	Method
	Best fit model 
	ti/tv
	I
	G
	Nucleotide equilibrium frequencies

	
	
	
	
	
	
	f(A)
	f(C)
	f(G)
	f(T)

	COI barcoding
	AIC
	GTR+I
	optmized
	0.702
	0.00
	31.9
	11.3
	10.3
	46.5

	
	BIC
	HKY+G
	estimated
	0.0
	0.090
	
	
	
	

	COI Navajas
	AIC
	HKY+I+G
	0.087
	0.0
	0.14
	31.2
	11.5
	12.0
	31.2

	
	BIC
	GTR+R
	estimated
	0.00
	n/c
	
	
	
	

	ITS1
	AIC & BIC
	HKY+G
	estimated
	0.00
	n/c
	31.56
	18.52
	18.87
	31.05

	
	
	
	
	
	
	
	
	
	

	ITS2
	AICc
	TN93 +G
	optimized
	0.0
	n/c
	29.07
	18.33
	21.64
	30.96

	
	BIC
	HKY+G
	estimated
	0.0
	n/c
	
	
	
	


AIC: Akaike Information Criterion; BIC: Bayesian Information Criterion; GTR: General Time Reversible (Lanave et al. 1984). HKY: Hasegawa-Kishino-Yano (Hasegawa et al. 1985); TN93: Tamura-Nei (Tamura and Nei 1993); G = gamma distribution; ti/tv transition-transversion ratio. I = proportion of invariable sites.


Table S5 Descriptive analyses and molecular diversity indices of Panonychus ulmi (ERM). Intraspecific information based on mitochondrial regions (COI barcoding, COI Navajas) and nuclear sequences (ITS1, ITS2).
	Fragment
	Nr of sequences 
	Analyzed sites (pb) 
	h
	Hd
	Hd StDev
	Invariable sites (bp)
	 Variable sites (bp) 
	PIS (bp) 
	K 
	Pi 
	Pi StDev

	COI barcoding 
	92
	686/679
	8
	0,82
	0,014
	638
	41
	40
	9,354
	0,0138
	0,0023

	COI Navajas
	96
	892/802
	8
	0.83
	0,0013
	756
	46
	44
	10,172
	0,0127
	0,0022

	ITS1
	74
	583/568
	22
	0,73
	0,056
	535
	33
	25
	5,558
	0,0097
	0,0016

	ITS2
	100
	760/469
	9
	0,58
	0,0012
	89
	35
	3
	1,291
	0,0028
	0,0350


h= number of haplotypes; Hd= haplotype diversity; Hd StDev= standard deviation of haplotype diversity; PIS= number of parsimony-informative sites; K= Average number of nucleotide differences; Pi= nucleotide diversity per site; Pi StDev= Standard Deviation of nucleotide diversity per site.











Table S6 Mean genetic p-distances (%) within and between Panonychus ulmi (ERM) populations, estimated for mitochondrial (COI barcoding, COI Navajas) sequence pairs. Values below the diagonal represent interspecific mean distances (minimum and maximum values in parentheses). Shaded diagonal blocks indicate intraspecific mean distances (min-max in parentheses). Panonychus citri and Tetranychus urticae were included as a close relative and outgroup, respectively.
 
	COI barcoding
	Group I
	Group II
	P. citri
	T. urticae
	   

	COI Navajas
	Group I
	Group II
	P. citri
	T. urticae

	Group I
	0.56%
(0.00-1.33%)
	
	
	
	
	Group I
	0,41%
(0,0%-0,99%)
	 
	 
	 

	Group II
	5.16%
(4.71-5.89%)
	0.03%
(0.00-0.15%)
	
	
	
	Group II
	4,97%
(4,74-5,24%)
	0,00%
(0,00-0,00%)
	 
	 

	P. citri
	7.85%
(7.51-8.39%)
	6.94% 
6.92-7.07%)
	n/c
	
	
	P. citri
	9,08%
(8,85-9,35%)
	8,35%
(8,35-8,35%)
	n/c
	 

	T. urticae
	15.02%
(14.88-15.16%)
	13.71%
(13.69-13.86%)
	13.11%
(13.11-13.11%)
	n/c
	
	T. urticae
	12,80%
(12,72-12,97%)
	12,59%
(12,59-12,59%)
	12,97%
(12,97-12,97%)
	n/c









Table S7 Mean genetic p-distances (%) within and between Panonychus ulmi populations, estimated for nuclear (ITS1, ITS2) sequence pairs. Values below the diagonal represent interspecific mean distances (minimum and maximum values in parentheses). Shaded diagonal blocks indicate intraspecific mean distances (min-max in parentheses). Panonychus citri and Tetranychus urticae were included as a close relative and outgroup, respectively. 

	ITS1
	Group I
	Isolated  genotypes
	P. citri
	T. urticae
	
	ITS2
	Group I
	KC416643
	P. citri
	T. urticae

	Group
I- ITS
	0,64%
0,00%-2,46%
	
	
	
	
	Group
I-ITS
	0.16%
0.0-1.06 %
	
	
	

	Isolated genotypes
	3,12%
1,64%-4.30%
	2,45%
0.61%-3,89%
	
	
	
	KC416643
	5,22%
5.01-5.54%
	n/c
	
	

	P. citri
	9,58%
9.22-11.07%
	12,26%
10.86-13.52%
	n/c
	
	
	P. citri
	9,75%
9.50-10.29%
	13,9%
13,72-13.98%
	0.79%
0.79-0.79 %
	

	T. urticae
	45,67%
45.29-45 -90%
	46,35%
45.90-45.90%
	46,31%
46.31-46.31%
	n/c
	
	T. urticae
	35,44%
35.09-35.62%
	36,94%
39.94-36.94%
	37,86%
37.47-38.26%
	n/c


* For information on population data, see Table 1. Group I = P. ulmi populations from Chile collected on apple and almonds; Group II = P. ulmi from Brazil, Japan, Morocco, South Africa, and the United States (apple, pear and grapevine).

