[bookmark: _Hlk236420190][bookmark: _Hlk170174297]Table 1. Mating types of Phytophthora infestans isolates collected from potato (Solanum tuberosum) fields in Estonia, Latvia and Lithuania in 2013–2014
	Year and country
	Number of isolates
	Number of fields
	Number of isolates of mating type

	
	
	
	(Percentage, %)
	 

	 
	 
	
	A1
	A2

	2013
	
	
	
	

	Estonia
	133
	10
	95 (71)
	38 (29)

	Latvia
	77
	6
	30 (39)
	47 (61)

	Lithuania
	75
	8
	55 (73)
	20 (27)

	Total
	285
	22
	180 (63)
	105 (37)

	2014
	
	
	
	

	Estonia
	173
	17
	55 (32)
	118 (68)

	Lithuania
	44
	8
	20 (45)
	24 (55)

	Total
	217
	25
	75 (35)
	142 (65)

	
	
	
	
	

	Total 
(2013–2014)
	502
	
47
	255 (51)
	247 (49)





















Table 2. Analysis of diversity per locus for P. infestans in the Baltics 
	SSR locus
	Nallele
	1–D
	He
	E5
	HWE p value
	

	D13
	12
	0.57
	0.57
	0.46
	0.000
	

	G11
	8
	0.80
	0.80
	0.89
	0.000
	

	Pi04
	3
	0.64
	0.64
	0.96
	0.000
	

	Pi4B
	3
	0.66
	0.66
	0.98
	0.222
	

	Pi63
	3
	0.57
	0.57
	0.82
	0.013
	

	Pi70
	2
	0.16
	0.16
	0.55
	0.001
	

	SSR2
	2
	0.46
	0.46
	0.93
	0.596
	

	Pi02
	3
	0.23
	0.23
	0.51
	0.375
	

	SSR4
	8
	0.81
	0.81
	0.86
	0.370
	

	SSR6
	4
	0.51
	0.51
	0.90
	0.506
	

	SSR8
	3
	0.47
	0.47
	0.85
	0.236
	

	SSR11
	3
	0.58
	0.58
	0.86
	0.361
	

	Mean
	4.5

	0.54
	0.54
	0.80
	
	



Nallele (allele number), Simpson’s index (1–D) for gene diversity, expected heterozygosity (He), evenness (E5), clone corrected Hardy‐Weinberg exact test of the alleles at each locus (Loci out of Hardy–Weinberg equilibrium (HWE p value ≤ 0.05)
















Table 3. Analysis of diversity of P. infestans among locations and years based on 12 SSR markers in the Baltics
	Population
	N
	MLG
	MLG/N
	λc
	g/N
	He
	E5

	Country/region
	
	
	
	
	
	
	

	Estonia
	121
	68
	38.5
	0.987
	0.562
	0.553
	0.821

	Latvia
	52
	31
	31.0
	0.964
	0.596
	0.524
	0.743

	Lithuania
	88
	42
	31.1
	0.970
	0.477
	0.516
	0.747

	Total
	261
	141
	43.7
	0.992
	0.540
	0.540
	0.776

	Years
	
	
	
	
	
	
	

	2013
	154
	86
	68.0
	0.998
	0.558
	0.526
	0.789

	2014
	107
	55
	55.0
	0.979
	0.514
	0.550
	0.758

	Total
	261
	141
	77.5
	0.992
	0.540
	0.540
	0.776



Note N = number of individuals; MLG = number of multilocus genotypes observed; eMLG = expected number of MLGs at the smallest sample size; λc = Simpson’s index of MLG diversity corrected for sample size; MLG/N= MLG/isolate number; He = Neil’s gene diversity; E5 = genotypic evenness 



















Table 4. Analysis of diversity of P. infestans among sampling regions per country based on 12 SSR markers in the Baltics

	Population
	N
	MLG
	eMLG
	λc
	g/N
	He
	E5

	Samplng regions pooled
	
	
	
	
	
	
	

	Central
	59
	32
	8.6
	0.963
	0.542
	0.536
	0.747

	East
	30
	20
	8.7
	0.968
	0.667
	0.570
	0.873

	North
	37
	22
	8.2
	0.949
	0.595
	0.545
	0.747

	North East
	5
	2
	2.0
	0.400
	0.400
	0.369
	0.725

	North West
	18
	13
	8.2
	0.948
	0.722
	0.546
	0.825

	South
	12
	5
	4.6
	0.742
	0.417
	0.502
	0.738

	South East
	67
	36
	9.0
	0.976
	0.537
	0.546
	0.844

	South West
	22
	13
	7.8
	0.944
	0.591
	0.527
	0.870

	West
	11
	3
	3.0
	0.655
	0.273
	0.411
	0.862

	Total
	261
	141
	9.7
	0.992
	0.540
	0.553
	0.776

	Sampling regions by country
	
	
	
	
	
	
	

	EE Central
	17
	8
	6.0
	0.868
	0.471
	0.512
	0.811

	EE_East
	22
	16
	8.5
	0.961
	0.727
	0.576
	0.852

	EE_North
	3
	3
	3.0
	1.000
	1.000
	0.650
	1.000

	EE_South
	12
	5
	4.6
	0.742
	0.417
	0.502
	0.738

	EE_South East
	67
	36
	9.0
	0.976
	0.537
	0.546
	0.844

	LT_Cental
	42
	24
	8.2
	0.948
	0.571
	0.521
	0.710

	LT_East
	8
	4
	4.0
	0.821
	0.500
	0.496
	0.930

	LT_North East
	5
	2
	2.0
	0.400
	0.400
	0.369
	0.725

	LT_South West
	22
	13
	7.8
	0.944
	0.591
	0.527
	0.870

	LT_West
	11
	3
	3.0
	0.655
	0.273
	0.411
	0.862

	LV_North
	34
	19
	7.9
	0.939
	0.559
	0.536
	0.754

	LV_NorthWest
	18
	13
	8.2
	0.948
	0.722
	0.546
	0.825

	Total
	261
	141
	9.7
	0.992
	0.540
	0.553
	0.776



Note EE: Estonia, LT: Lithuania, LV: Latvia, N = number of individuals; MLG = number of multilocus genotypes observed; eMLG = expected number of MLGs at smallest sample size; λc = Simpson’s index of MLG diversity corrected for sample size; g/N= MLG/isolate, He = Neil’s gene diversity; E5 = Genotypic evenness. 





Table 5. Analysis of molecular variance (AMOVA) of P. infestans isolates based on sampling region, year and location in the Baltics (clone-corrected).
	Source
	df
	Sum of squares
	Mean
square
	Variation (%)

	sampling region pooled
	
	
	
	

	Among sampling region
	8
	33.009
	4.126
	0.868

	Within sampling region
	137
	498.933
	3.642
	99.132

	Total
	145
	531.942
	3.669
	100

	Sampling region by country
	
	
	
	

	Among sampling region
	11
	46.332
	4.212
	1.399

	Within sampling region
	134
	485.610
	3.634
	98.601

	Total
	145
	531.942
	3.669
	100

	Years
	
	
	
	

	Among years
	1
	2.908
	2.908
	0.296

	Within years
	139
	337.071
	2.425
	99.704

	Total
	140
	339.979
	2.428
	100

	Location
	
	
	
	

	Among locations
	2
	4.961
	2.481
	0.049

	Within locations
	138
	335.017
	2.428
	99.951

	Total
	140
	339.979
	2.428
	100

	
	
	
	
	






Table 6. Clone-corrected standardized index of association (r¯d) of P. infestans isolates as affected by the country of collection and year of sampling
	Population
	r¯d
	p

	Country
	
	

	Estonia
	0.0015
	0.461

	Latvia
	0.0047
	0.649

	Lithuania
	0.0021
	0.532

	Total
	0.0014
	0.671

	Years
	
	

	2013
	0.0002
	0.508

	2014
	0.0038
	0.286

	Total
	0.0014
	0.648



p values > 0.05 indicates random mating is supported



