Supplementary Table S2.  Genetic divergence among unique haplotypes of CO1 for selected lineages/species of  Clinostomum across the Americas (the New World clade sensu Locke et al. 2015a). The divergence range is presented since more than one haplotype is found in most monophyletic groups. TrN substitution models was used to calculate divergences with jModelTest.  In the diagonal line (in bold), intraspecific divergence when more than one haplotype is present.
	
	1
	2
	3
	   4
	    5
	     6
	    7
	     8
	    9
	    10
	  11
	  12
	13

	1. Clinostomum detruncatum
	1.4-3.8
	
	
	
	
	
	
	
	
	
	
	
	

	2. Clinostomum sp. 7 Locke et al. (2015a) Pinto 2015
	17
	0
	
	
	
	
	
	
	
	
	
	
	

	3. Lineage 1
	15-23
	21-22
	0.04
	
	
	
	
	
	
	
	
	
	

	4. Clinostomum sp. 4 Locke et al. (2015a)
	13-14
	20
	16-17
	0
	
	
	
	
	
	
	
	
	

	5. Lineage 2
	11-13
	21-22
	18-19
	11-13


	0-1.3
	
	
	
	
	
	
	
	

	6. Lineage 4
	11-15


	18-22
	18-21
	18-21
	9-12
	0-12.6
	
	
	
	
	
	
	

	7. Clinostomum sp. 3 Locke et al. (2015a)*
	13-15
	22
	20-21
	16
	11
	0-2.7
	0
	
	
	
	
	
	

	8. Lineage 3
	11-16
	19-20
	18-20
	9-12


	9-13
	8-13
	10-11
	0-5.1
	
	
	
	
	

	9. Clinostomum sp. 1 Locke et al. (2015a)
	13-15
	20
	19
	12
	11-13
	11-12
	11
	0.9-5
	0
	
	
	
	

	10. Clinostomum sp. 2 Locke et al. (2015a)
	13-15
	21
	21
	10
	11-12
	10-11
	10
	2.2-4.1
	3.7
	0
	
	
	

	11. Clinostomum sp. 5 Locke et al. (2015a)
	9-12
	20
	17-18
	12
	11-12
	9-16
	12
	10-14
	14
	13
	0
	
	

	12. Clinostomum tataxumui
	14-16
	24
	18-20
	14-15


	11-13
	10-17
	14-13
	10-14
	13-14
	14-15
	9-10
	0-1.8
	

	13. Lineage 5
	11-13
	21-22
	16-17
	11-12


	11-13
	11-18
	13-15
	10-13
	12-14
	11-14
	9-10
	8-10
	0-4.8


* Clinostomum sp. 3 of Locke et al. (2015a) and haplotype 11 from Oaxaca, Mexico are identical, and varies with respect to other haplotypes contained in Lineage  4 (see Fig. 2)
