Supplementary Table 1. Pairwise matrix of divergence rates among trematode PRx proteins based on the JTT modela 
	Protein
	CsPRx2
	ACB13822
	ABY85785
	CAA06158
	AAW25625
	XP_002577886
	XP_002577241
	CAX71942
	XP_002577572
	AAW25436
	XP_002571905
	CsPRx3

	CsPRx2
	
	0.032 ± 0.012
	0.346 ± 0.051
	0.353 ± 0.051
	0.323 ± 0.047
	0.334 ± 0.046
	0.449 ± 0.058
	0.442 ± 0.057
	0.461 ± 0.057
	0.679 ± 0.080
	0.738 ± 0.082
	0.707 ± 0.082

	ACB13822
	
	
	0.470 ± 0.061
	0.366 ± 0.051
	0.433 ±0.057
	0.334 ± 0.047
	0.444 ± 0.057
	0.437 ± 0.056
	0.460 ± 0.057
	0.762 ± 0.086
	0.800 ± 0.087
	0.774 ± 0.086

	ABY85785
	
	
	
	0.010 ± 0.007
	0.553 ± 0.069
	0.399 ± 0.053
	0.523 ± 0.073
	0.504 ± 0.075
	0.468 ± 0.061
	0.919 ± 0.100
	0.975 ± 0.106
	0.840 ± 0.097

	CAA06158
	
	
	
	
	0.417 ± 0.054
	0.415 ± 0.054
	0.532 ± 0.073
	0.514 ± 0.075
	0.486 ± 0.062
	0.794 ± 0.091
	0.860 ± 0.098
	0.702 ± 0.087

	AAW25625
	
	
	
	
	
	0.110 ± 0.024
	0.442 ± 0.060
	0.458 ± 0.063
	0.432 ± 0.057
	0.888 ± 0.099
	0.838 ± 0.095
	0.911 ± 0.104

	XP_002577886b
	
	
	
	
	
	
	0.470 ± 0.062
	0.465 ± 0.064
	0.405 ± 0.055
	0.759 ± 0.093
	0.793 ± 0.093
	0.731 ± 0.092

	XP_002577241c
	
	
	
	
	
	
	
	0.186 ± 0.033
	0.310 ± 0.047
	0.622 ± 0.079
	0.656 ± 0.078
	0.568 ± 0.077

	CAX71942
	
	
	
	
	
	
	
	
	0.269 ± 0.044
	0.616 ± 0.079
	0.646 ± 0.081
	0.543 ± 0.073

	XP_002577572
	
	
	
	
	
	
	
	
	
	0.663 ± 0.080
	0.691 ± 0.079
	0.571 ± 0.072

	AAW25436
	
	
	
	
	
	
	
	
	
	
	0.127 ± 0.024
	0.319 ± 0.043

	XP_002571905d
	
	
	
	
	
	
	
	
	
	
	
	0.375 ± 0.047

	CsPRx3
	
	
	
	
	
	
	
	
	
	
	
	


aThe sequences used in this analysis are isolated from Clonorchis sinensis (CsPRx2 and CsPRx3), Opisthorchis viverrini (ACB13822), Schistosoma mansoni (XP_002577886, XP_002577572, XP_002577241, and XP_002571905), S. japonicum (AAW25625, CAX71942, and AAW25436), Fasciola gigantica (ABY85785), and F. hepatica (CAA06158). Distance values are presented as mean ± standard error computed by bootstrapping of 1,000 replicates. 
bSmPRx2
cSmPRx1
dSmPRx3
