	Additional file 3: Table S1 Number of haplotypes, nucleotide diversity and haplotype diversity of sequences generated with COI and GPI.

	Group
	N
	Haplotype
	π ± SD
	Hd ± SD

	COI
	
	
	
	

	TcI
	31
	8
	0.01276 ± 0.00074
	0.832 ± 0.035

	TcII
	14
	3
	0.00143 ± 0.00038
	0.538 ± 0.115

	TcIII
	4
	3
	0.00485 ± 0.00192
	0.833 ± 0.222

	TcIV
	10
	1
	0.00000 ± 0.00000
	0.000 ± 0.000

	TcV/TcVI
	4 
	1
	0.00000 ± 0.00000
	0.000 ± 0.000

	T. c. marinkellei
	7
	3
	0.02493 ± 0.00872
	0.667 ± 0.160

	T. dionisii
	5
	1
	0.00000 ± 0.00000
	0.000 ± 0.000

	T. rangeli
	2
	2
	0.05593 ± 0.02796
	1.000 ± 0.500

	Group
	N
	Haplotype
	π ± SD
	Hd ± SD

	GPI
	
	
	
	

	TcI
	31
	2
	0.00026 ± 0.00014
	0.094 ± 0.049

	TcII
	14
	2
	0.00089 ± 0.00016
	0.423 ± 0.076

	TcIII
	5
	2
	0.00096 ± 0.00017
	0.533 ± 0.095

	TcIV
	11
	2
	0.00040 ± 0.00023
	0.173 ± 0.101

	TcV/TcVI
	4
	1
	0.00000 ± 0.00000
	0.000 ± 0.000

	T. c. marinkellei
	7
	5
	0.00338 ± 0.00080
	0.736 ± 0.107

	T. dionisii
	5
	1
	0.00000 ± 0.00000
	0.000 ± 0.000

	T. rangeli
	2
	2
	0.00585 ± 0.00179
	0.667 ± 0.204

	N = total number of sequences used in the present study and from GenBank; π = nucleotide diversity; Hd = haplotype diversity, SD = standard deviation.

	*GPI haplotypes were inferred after haplotype reconstruction with the algorithm PHASE

	 a TcV/TcVI sequences have one haplotype for each allele.



