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Table S2.1 Best-fit nucleotide substitution model parameter for the four markers
	Marker
	base
	nst
	rmat
	rates
	shape
	ncat
	pinvar

	COI
	0.3077
0.1192
0.1459
	6
	9.9567
6.7989
9.9567
1.0000
200.0000
	gamma
	0.0810
	4
	0

	COII
	0.4273
0.0987
0.1269
	6
	0.2286
14.3845
1.0000
0.2286
1.2546
	gamma
	0.1940
	4
	0

	EF-1α
	equal
	6
	1.0000
12.9902
1.0000
1.0000
6.1870
	gamma
	0.5150
	4
	0

	GAPDH
	equal
	6
	1.0000
6.6111
1.0000
1.0000
2.5139
	equal
	
	
	0.7660



Table S2.2 Pairwise genetic distances based on the Kimura two-parameter model of nucleotide substitution for COI
	
	Species
	1
	2
	3
	4
	5
	6
	7
	8
	9

	1
	A. gonzalezi stat. nov.
gonzalezi_01
	
	
	
	
	
	
	
	
	

	2
	A. gonzalezi stat. nov.
gonzalezi_02
	0.0000
	
	
	
	
	
	
	
	

	3
	A. gonzalezi stat. nov.
gonzalezi_03
	0.0000
	0.0000
	
	
	
	
	
	
	

	4
	A. hechtiae
hechtiae_01
	4.0726
	4.0726
	4.0726
	
	
	
	
	
	

	5
	A. hechtiae
hechtiae_02
	4.0726
	4.0726
	4.0726
	0.0000
	
	
	
	
	

	6
	A. hechtiae
hechtiae_03
	4.0726
	4.0726
	4.0726
	0.0000
	0.0000
	
	
	
	

	7
	A. miastagma
miastagma_03
	3.1158
	3.1158
	3.1158
	3.1191
	3.1191
	3.1191
	
	
	

	8
	A. miastagma
miastagma_01
	3.1158
	3.1158
	3.1158
	3.1191
	3.1191
	3.1191
	0.0000
	
	

	9
	A. miastagma
miastagma_02
	3.1158
	3.1158
	3.1158
	3.1191
	3.1191
	3.1191
	0.0000
	0.0000
	




Table S2.3 Pairwise genetic distances based on the Kimura two-parameter model of nucleotide substitution for COII
	
	Species
	1
	2
	3
	4
	5
	6
	7
	8

	1
	A. gonzalezi stat. nov.
gonzalezi_01
	
	
	
	
	
	
	
	

	2
	A. gonzalezi stat. nov.
gonzalezi_02
	0.0000
	
	
	
	
	
	
	

	3
	A. gonzalezi stat. nov.
gonzalezi_03
	0.0000
	0.0000
	
	
	
	
	
	

	4
	A. hechtiae
hechtiae_01
	5.5247
	5.5247
	5.5247
	
	
	
	
	

	5
	A. hechtiae
hechtiae_01
	5.5247
	5.5247
	5.5247
	0.0000
	
	
	
	

	6
	A. hechtiae
hechtiae_01
	5.5247
	5.5247
	5.5247
	0.0000
	0.0000
	
	
	

	7
	A. miastagma
miastagma_03
	3.5648
	3.5648
	3.5648
	6.5671
	6.5671
	6.5671
	
	

	8
	A. miastagma
miastagma_01
	3.5595
	3.5595
	3.5595
	6.5571
	6.5571
	6.5571
	0.0000
	


Table S2.4 Pairwise genetic distances based on the Kimura two-parameter model of nucleotide substitution for EF-1α
	
	Species
	1
	2
	3
	4
	5
	6
	7
	8
	9

	1
	A. gonzalezi stat. nov.
gonzalezi_01
	
	
	
	
	
	
	
	
	

	2
	A. gonzalezi stat. nov.
gonzalezi_02
	0.1789
	
	
	
	
	
	
	
	

	3
	A. gonzalezi stat. nov.
gonzalezi_03
	0.0000
	0.1789
	
	
	
	
	
	
	

	4
	A. hechtiae
hechtiae_01
	0.7207
	0.5396
	0.7207
	
	
	
	
	
	

	5
	A. hechtiae
hechtiae_02
	0.7194
	0.9009
	0.7194
	0.1792
	
	
	
	
	

	6
	A. hechtiae
hechtiae_03
	0.9009
	0.7194
	0.9009
	0.0000
	0.1789
	
	
	
	

	7
	A. miastagma
miastagma_03
	1.2249
	1.2249
	1.2249
	1.0208
	1.2249
	1.2249
	
	
	

	8
	A. miastagma
miastagma_01
	0.7184
	0.5379
	0.7184
	0.7197
	1.0814
	0.8995
	1.2249
	
	

	9
	A. miastagma
miastagma_02
	0.3584
	0.5386
	0.3584
	0.7207
	0.7194
	0.9009
	1.2249
	0.3580
	




Table S2.5 Pairwise genetic distances based on the Kimura two-parameter model of nucleotide substitution for GAPDH
	
	Species
	1
	2
	3
	4
	5
	6
	7
	8

	1
	A. gonzalezi stat. nov.
gonzalezi_01
	
	
	
	
	
	
	
	

	2
	A. gonzalezi stat. nov.
gonzalezi_02
	0.1398
	
	
	
	
	
	
	

	3
	A. gonzalezi stat. nov.
gonzalezi_01
	0.1398
	0.2799
	
	
	
	
	
	

	4
	A. hechtiae
hechtiae_01
	1.1260
	0.9845
	1.2678
	
	
	
	
	

	5
	A. hechtiae
hechtiae_02
	0.8493
	0.8493
	0.9915
	0.1408
	
	
	
	

	6
	A. hechtiae
hechtiae_03
	0.8433
	0.9845
	0.9845
	0.2799
	0.0000
	
	
	

	7
	A. miastagma
miastagma_03
	1.5562
	1.6988
	1.6988
	1.4129
	1.1370
	1.1290
	
	

	8
	A. miastagma
miastagma_01
	1.2700
	1.4119
	1.4119
	1.2682
	0.9921
	0.9851
	0.4208
	



Table S2.6 Pairwise genetic distances based on the Kimura two-parameter model of nucleotide substitution for the concatenated dataset
	
	Species
	1
	2
	3
	4
	5
	6
	7
	8
	9

	1
	A. gonzalezi stat. nov.
gonzalezi_01
	
	
	
	
	
	
	
	
	

	2
	A. gonzalezi stat. nov.
gonzalezi_02
	0.0754
	
	
	
	
	
	
	
	

	3
	A. gonzalezi stat. nov.
gonzalezi_03
	0.0377
	0.1131
	
	
	
	
	
	
	

	4
	A. hechtiae
hechtiae_01
	2.9314
	2.8527
	2.9704
	
	
	
	
	
	

	5
	A. hechtiae
hechtiae_02
	2.8578
	2.9366
	2.8968
	0.1134
	
	
	
	
	

	6
	A. hechtiae
hechtiae_03
	2.8919
	2.8913
	2.9309
	0.0755
	0.0378
	
	
	
	

	7
	A. miastagma
miastagma_03
	2.4283
	2.4685
	2.4685
	3.1272
	3.0889
	3.0864
	
	
	

	8
	A. miastagma
miastagma_01
	2.2078
	2.2073
	2.2469
	2.9651
	2.9318
	2.9253
	0.3525
	
	

	9
	A. miastagma
miastagma_02
	1.8333
	1.9182
	1.8333
	2.0061
	2.0095
	2.0897
	0.5227
	0.1644
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