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Table S1. Location details of samples used for morphometric analyses.

	Population
	Subspecies
	Site
	Lat.
	Long.
	N

	ARE_INS
	 S. t. arenicola
	Ibiza
	38.86
	1.36
	5

	ARE_INS
	S. t. arenicola
	Menorca 1
	39.91
	4.13
	2

	ARE_INS
	S. t. arenicola
	Menorca 2
	39.95
	4.27
	19

	ARE_MLD
	S. t. arenicola
	Marrakech
	31.69
	-7.64
	10

	ARE_MLD
	S. t. arenicola
	Taroudant
	30.48
	-8.88
	72

	TUR_INS
	S. t. turtur
	Tenerife 1
	28.37
	-4.87
	19

	TUR_INS
	S. t. turtur
	Tenerife 2
	28.48
	-4.32
	7

	TUR_MLD
	S. t. turtur
	Catalonia 1
	41.98
	-4.59
	61

	TUR_MLD
	S. t. turtur
	Catalonia 2
	41.49
	-5.29
	60

	TUR_MLD
	S. t. turtur
	Castilla-La Mancha 1
	39.07
	-4.07
	52

	TUR_MLD
	S. t. turtur
	Castilla-La Mancha 2
	39.39
	-4.06
	340



Table S2. Mean lengths and standard deviation of the morphometric measurements of Streptopelia turtur according to different subspecies.

	
	
	
	Wing
	Tail
	Tarsus

	
	Acron
	N
	Mean
	SD
	Mean
	SD
	Mean
	SD

	Streptopelia turtur arenicola
	ARE_INS
	26
	174.00
	4.17
	111.75
	4.93
	23.27
	0.78

	
	ARE_MLD
	82
	170.68
	3.04
	111.41
	3.79
	23.54
	0.56

	Streptopelia turtur turtur
	TUR_INS
	26
	169.11
	4.34
	110.58
	4.38
	23.07
	0.59

	
	TUR_MLD
	513
	171.713
	5.09
	110.95
	4.94
	23.25
	1.13




Table S3. Group means and linear discriminant coefficients for each morphometric variable used in the Linear Discriminant Analysis.

	
	Group means
	Coefficients

	Variable
	ARE_MLD
	ARE_INS
	TUR_MLD
	TUR_INS
	LD1
	LD2
	LD3

	Wing
	-0.181
	0.5
	0.293
	-0.511
	-1.267
	0.282
	-0.144

	Tail
	0.079
	0.151
	-0.016
	-0.093
	0.635
	0.23
	1.005

	Tarsus
	0.245
	-0.009
	-0.0287
	-0.197
	0.629
	0.778
	-0.413




Table S4. Confusion matrix showing the number of individuals assigned to each group by the linear discriminant analysis (LDA), compared to their sampling population. Rows represent the sampling population, and columns indicate the group predicted by the model.

	
	ARE_MLD
	ARE_INS
	TUR_MLD
	TUR_INS

	ARE_MLD
	0
	0
	1
	0

	ARE_INS
	0
	0
	0
	0

	TUR_MLD
	82
	26
	512
	26

	TUR_INS
	0
	0
	0
	0



Table S5. Genetic diversity parameters and neutral selection test computed by populations. Parameters are computed for the concatenated sequence of the 3 amplified genes (CYTB/COI/ND2) and the CYTB gene and. n—sample size, S—number of variable sites, h—number of haplotypes, Hd—the haplotype diversity, π—the nucleotide diversity.

	Population
	Acron.
	n
	S
	h
	Hd
	π

	CYTB/COI/ND2 
dataset
	
	
	
	
	
	

	Arenicola
mainland
	ARE_MLD
	30
	46
	22
	0.9724
	0.0053

	Arenicola
insular
	ARE_INS
	30
	40
	20
	0.9563
	0.0053

	Turtur
mainland
	TUR_MLD
	45
	64
	35
	0.9878
	0.0053

	Turtur
insular
	TUR_INS
	12
	21
	5
	0.8484
	0.0048

	CYTB dataset
	
	
	
	
	
	

	Arenicola
mainland
	ARE_MLD
	31
	24
	15
	0.9097
	0.0063

	Arenicola
insular
	ARE_INS
	33
	17
	11
	0.8674
	0.0059

	Turtur
mainland
	TUR_MLD
	54
	29
	22
	0.9092
	0.0057

	Turtur
insular
	TUR_INS
	10
	11
	5
	0.8667
	0.0053

	Turtur
Bulgaria
	TUR_BU
	14
	13
	7
	0.8791
	0.0058

	Turtur
France
	TUR_FR
	15
	20
	13
	0.9809
	0.0070

	Turtur
United Kingdom
	TUR_UK
	14
	14
	7
	0.8571
	0.0054



Table S6. Molecular analysis of variance (AMOVA) testing differences between the four predefined populations using the concatenated sequence of the 3 amplified genes: CYTB/COI/ND2 and the CYTB gene (including European breeding populations from Calderon et al. 2016).

	Source of variation
	d.f.
	Sum of 
squares
	Variance
components
	Fixation Index
	P-value
	% Variance

	CYTB/COI/ND2 dataset
	
	
	
	
	
	

	Among groups
	1
	5.431
	-0.0229
	FCT = -0.0034
	1
	-0.34

	Among populations
within groups
	2
	13.494
	0.0025
	FSC = 0.0003
	0.389
	0.04

	Within populations
	113
	755.340
	6.6844
	FST = -0.0306
	0.448
	100.31

	Total
	116
	774.265
	6.6640
	
	
	

	CYTB dataset
	
	
	
	
	
	

	Among groups
	1
	0.428
	-0.0005
	FCT = -0.0012
	0.475
	-0.12

	Among populations
within groups
	5
	2.312
	0.0006
	FSC = 0.0014
	0.408
	0.14

	Within populations
	164
	73.669
	0.4492
	FST = 0.0002
	0.425
	99.98

	Total
	170
	76.409
	0.4493
	
	
	

	Significant tests based on 1000 permutations, d.f.— degrees of freedom.



Table S7. Genetic differentiation test (Fst values below/p-values above diagonal) among population pairs using the concatenated sequence of the 3 amplified gene fragments: CYTB/COI/ND2 and the CYTB gene fragment (including European breeding populations: TUR_BR, TUR_FR, TUR_UK from Calderon et al. 2016).

	Fst
(CYTB/COI/ND2 dataset)
	ARE_MLD
	ARE_INS
	TUR_INS
	TUR_MLD

	ARE_MLD
	0
	0.828
	0.441
	0.405

	ARE_INS
	-0.024
	0
	0.369
	0.279

	TUR_INS
	-0.013
	-0.005
	0
	0.135

	TUR_MLD
	-0.004
	0.002
	0.037
	0


	Fst
CYTB dataset
	ARE_MLD
	ARE_INS
	TUR_MLD
	TUR_BU
	TUR_FR
	TUR_UK
	TUR_INS

	
	
	
	
	
	
	
	

	ARE_MLD
	0.000
	0.432
	0.531
	0.504
	0.513
	0.738
	0.756

	ARE_INS
	-0.001
	0.000
	0.207
	0.162
	0.207
	0.504
	0.387

	TUR_MLD
	-0.004
	0.005
	0.000
	0.171
	0.360
	0.279
	0.513

	TUR_BU
	-0.001
	0.016
	0.011
	0.000
	0.234
	0.234
	0.991

	TUR_FR
	0.002
	0.012
	-0.001
	0.013
	0.000
	0.207
	0.351

	TUR_UK
	-0.018
	-0.004
	0.006
	0.022
	0.015
	0.000
	0.423

	TUR_INS
	-0.021
	0.003
	-0.011
	-0.072
	0.008
	0.003
	0.000



