Table S1. Genetic distances (below the diagonal) and standard error estimate (above the diagonal) between Metagonimus species based on ITS2 region sequences

	 
	 
	1
	2
	3
	4
	5
	6
	7
	8

	1
	M. suifunensis
	 
	0.009
	0.009
	0.007
	0.009
	0.011
	0.010
	0.011

	2
	M. yokogawai (Group 1)
	0.024
	 
	0.010
	0.010
	0.011
	0.013
	0.013
	0.012

	3
	M. takahashii/yokogawai (Group 2)
	0.026
	0.035
	 
	0.009
	0.011
	0.013
	0.013
	0.013

	4
	M. hakubaensis
	0.014
	0.031
	0.029
	 
	0.009
	0.012
	0.012
	0.012

	5
	M. miyatai
	0.025
	0.042
	0.037
	0.025
	 
	0.011
	0.011
	0.011

	6
	M. katsuradai
	0.040
	0.056
	0.059
	0.047
	0.043
	 
	0.005
	0.007

	7
	M. otsurui
	0.033
	0.049
	0.052
	0.040
	0.036
	0.007
	 
	0.005

	8
	M. pusillus sp. nov.
	0.036
	0.049
	0.055
	0.044
	0.044
	0.015
	0.007
	 


Group 1 included three samples from Korea (AB470520, AB470522, AB470523), and all M. yokogawai samples from Japan and China. Group 2 included other three samples from Korea (AB470521, AB470524, AB470525), as well as all sequences of M. takahasii from Japan (see Shumenko et al., 2017).
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