Supplementary material 2. Molecular datasets properties and descriptive parameters. 



	
	Adh
	Ddc
	Kl3-Y
	 hb
	per
	COI
	COII
	Cytb

	N positions in alignment
	405
	948
	441
	675
	1158
	819
	672
	717

	N of OTU's
	15
	14
	15
	15
	14
	15
	15
	15

	N of variable sites
	107
	219
	139
	207
	374
	170
	105
	147

	N of parsimony informative sites
	57
	120
	70
	112
	213
	97
	53
	96

	Average nucleotidic frequency
	
	
	
	
	
	
	
	

	A
	24.5
	21.4
	33.3
	25.9
	25.2
	29.8
	32.5
	32.3

	C
	24.6
	21.8
	15.7
	30.4
	28.9
	14.5
	13.3
	13.5

	G
	22.0
	28.8
	21.2
	23.4
	26.1
	16.5
	13.2
	11.5

	T
	28.9
	28.0
	29.8
	20.3
	19.8
	39.2
	41.0
	42.7

	Average nucleotidic frequency 3rd position
	
	
	
	
	
	
	
	

	A
	12.3
	12.7
	37.7
	18.0
	17.0
	46.0
	42.5
	44.9

	C
	31.9
	25.0
	14.9
	33.0
	32.9
	5.0
	4.0
	5.3

	G
	19.6
	28.9
	16.9
	25.8
	23.0
	2.4
	1.6
	1.5

	T
	36.0
	33.0
	30.0
	23.0
	27.0
	47.0
	52.0
	48.0

	Transitions/transversions ratio
	2.11
	2.45
	2.23
	2.04
	2.0
	1.45
	1.14
	3.09

	χ2  test
	8.33 (42 df), ns
	17.10 (36 df), ns
	4.09 (42 df), ns
	26.70 (42 df), ns
	30.67 (39 df), ns
	5.11 (42 df), ns
	6.79 (42 df), ns
	6.25 (42 df), ns

	Nucleotidic diversity
	0.0726±0.0351
	0.0734±0.0350
	0.0899±0.0432
	0.0850±0.0407
	0.0895±0.042
	0.0611±0.0292
	0.0418±0.0203
	0.0612±0.0294

	Jmodeltest AIC test best fit model
	GTR+I+G
	GTR+G
	GTR+G
	GTR+G
	HKY+I
	GTR+I+G
	GTR+G
	GTR+I

	Proportion of invariable sites
	0.4180
	-
	-
	-
	0.5530
	0.4530
	-
	0.7050

	Gamma distribution shape parameter
	0.7190
	0.1810
	0.3560
	0.3730
	-
	0.5160
	0.06440
	-

	Rate matrix
	
	
	
	
	
	
	
	

	AC
	0.6360
	3.4607
	1.8279
	1.5547
	
	0.1376
	4.1098
	3329.3632

	AG
	2.9794
	5.2192
	5.3772
	3.7227
	
	39.4976
	9.3075
	10830.0848

	AT
	1.4936
	2.4911
	1.6594
	1.1062
	
	24.0264
	7.5741
	5400.5233

	CG
	1.7426
	2.7978
	1.031
	0.9216
	
	0.0102
	0.0011
	1.0000

	CT
	5.6641
	12.0137
	11.1121
	5.8384
	
	86.5936
	26.6808
	62593.3929

	GT
	1.0000
	1.0000
	1.0000
	1.0000
	
	1.0000
	1.0000
	1.0000






	
	Combined Nuclear
	Combined Mitochondrial
	Total Evidence Molecular

	N positions in alignment
	3627
	2208
	5835

	N of OTU's
	15
	15
	15

	N of variable sites
	1046
	429
	1476

	N of parsimony informative sites
	572
	253
	825

	Average nucleotidic frequency
	
	
	

	A
	25.3
	31.4
	27.7

	C
	25.2
	13.8
	20.8

	G
	25.2
	13.9
	20.8

	T
	24.3
	40.9
	30.8

	Average nucleotidic frequency 3rd position
	
	
	

	A
	24.6
	44.5
	32.3

	C
	24.1
	4.8
	16.6

	G
	26.3
	1.9
	16.9

	T
	25.0
	49.0
	34.0

	Transitions/transversions ratio
	2.12
	2.03
	1.82

	χ2  test
	42.23 (42 df),ns
	18.02 (42 df), ns
	80.25 (42 df),ns 

	Nucleotidic diversity
	0.0840±0.0397
	0.0563±0.0267
	0.07284±0.0344

	Jmodeltest AIC test best fit model
	GTR+I+G
	GTR+I+G
	GTR+I+G

	Proportion of invariable sites
	0.4120
	0.2530
	0.4940

	Gamma distribution shape parameter
	0.9210
	0.2030
	0.9370

	Rate matrix
	
	
	

	AC
	1.5854
	5.6997
	2.1755

	AG
	4.2047
	33.4687
	6.7246

	AT
	1.5016
	18.1989
	3.0344

	CG
	1.3341
	0.0139
	2.4697

	CT
	6.7171
	92.5101
	10.7857

	GT
	1.0000
	1.0000
	1.0000



