Table S2. Genetic distances (below the diagonal) and standard error estimate (above the diagonal) between Metagonimus species based on 28S gene sequences
	 
	 
	1
	2
	3
	4
	5
	6
	7
	8

	1
	M. suifunensis
	 
	0.002
	0.003
	0.003
	0.002
	0.003
	0.003
	0.003

	2
	M. yokogawai
	0.007
	 
	0.003
	0.003
	0.003
	0.003
	0.003
	0.003

	3
	M. takahashii
	0.012
	0.011
	 
	0.004
	0.003
	0.004
	0.004
	0.003

	4
	M. hakubaensis
	0.010
	0.011
	0.015
	 
	0.003
	0.003
	0.003
	0.003

	5
	M. miyatai
	0.006
	0.010
	0.013
	0.011
	 
	0.003
	0.003
	0.003

	6
	M. katsuradai
	0.011
	0.014
	0.018
	0.010
	0.013
	 
	0.001
	0.002

	7
	M. otsurui
	0.011
	0.014
	0.018
	0.011
	0.013
	0.002
	 
	0.002

	8
	M. pusillus sp. nov.
	0.010
	0.011
	0.015
	0.009
	0.011
	0.006
	0.006
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