Supplementary Table 1  Prevalence (percent infected), mean intensity, and number of genotyped individuals of Plagioporus shawi collected from the nine rivers and four host species.a
	
	ONKIb
	ONCL
	ONMY
	ONTS

	GRA
	41/54 (75.9)c
6.55 (1-21)d
23 (8, 0)e
	--
	--
	--

	WIL
	22/31 (71)

3.77 (1-15

5 (0, 0)
	6/7 (85.7)

5 (1-15)

18 (0, 0)
	--
	--

	NEH
	--
	17/21 (81)

7.29 (1-37)

11 (1, 0)
	19/19 (100)

13.58 (1-48)

12 (0, 0)
	--

	SIL
	--
	25/30 (83.3)

4.68 (1-11)

13 (0, 0)
	10/12 (83.3)

8.4 (1-16)

10 (0, 0)
	--

	ALS
	--
	26/30 (86.7)

4.85 (1-14)

23 (0, 0)
	--
	--

	TEN
	--
	3/5 (60)

1.67 (1-3)

3 (0, 0)
	20/36 (55.6)

2.65 (1-9)

16 (0, 1)
	7/13 (53.8)

3.14 (1-9)

4 (4, 0)

	UMP
	--
	20/30 (66.7)

3.6 (1-13)

13 (0, 0)
	10/24 (41.7)

2.8 (1-6)

10 (1, 1)
	--

	HUN
	--
	--
	19/32 (59.4)

5.2 (1-24)

19 (0, 0)
	4/16 (25)

1.25 (1-2)

4 (0, 0)

	WIN
	--
	2/4 (50)

2 (1-3)

2 (0, 0)
	16/40 (40)

4.06 (1-13)

17 (0, 0)
	4/30 (13.3)

1 (1)

4 (1, 0)


a There was no evidence of genetic structuring among host species.  For example, in all locations where more than one host was sampled, mtDNA haplotypes can be shared among trematodes recovered from different host species.  Furthermore, only WIN deviated from Hardy-Weinberg equilibrium (Table 1), thus indicating that trematodes from all host species were part of a single population (see also Criscione & Blouin 2006).  Because all parasites were not genotyped, the prevalence and intensity data include the potential cryptic species.  Therefore, the data above should be regarded as rough estimates as the data include both identified and potentially unidentified cryptic species.  Sample sizes are too small to determine if there is a host affiliation with the potential cryptic species.  Furthermore, sampling was designed to obtain a random sample for genotyping and thus, we are hesitant to use these data to compare parasite abundance among host species or rivers.

b Host species sampled: ONKI (Oncorhynchus kisutch), ONCL (O. clarki), ONMY (O. mykiss), and ONTS (O. tshawytscha).

c Number infected/Number sampled (Prevalence).

d Mean intensity (Range).  Intensity is for infected fish only.

e Number genotyped (Number identified as potential cryptic species, Number with ploidy).

Supplementary Table 2  Non-standardized FST between pairs of populations.  Multilocus values from the microsatellites are below the diagonal and the mtDNA values are above the diagonal.  All values are highly significant P < 0.0001 after sequential Bonferroni unless noted otherwise.
	
	GRA
	WIL
	NEH
	SIL
	ALS
	TEN
	UMP
	HUN
	WIN

	GRA
	---
	0.539
	0.425
	0.539
	0.378
	0.388
	0.376
	0.478
	0.432

	WIL
	0.051
	---
	0.509
	0.609
	0.464
	0.480
	0.465
	0.555
	0.516

	NEH
	0.047
	0.047
	---
	0.509
	0.363
	0.372
	0.361
	0.455
	0.413

	SIL
	0.028
	0.046
	0.052
	---
	0.095*
	0.065NS
	0.444
	0.555
	0.515

	ALS
	0.036
	0.055
	0.053
	0.003*
	---
	-0.0362NS
	0.272
	0.401
	0.352

	TEN
	0.042
	0.051
	0.056
	-0.003NS
	0.005*
	---
	0.274
	0.410
	0.354

	UMP
	0.035
	0.055
	0.057
	0.004NS
	0.005NS
	0.001NS
	---
	0.239
	0.006NS

	HUN
	0.319
	0.269
	0.280
	0.281
	0.290
	0.283
	0.294
	---
	0.283

	WIN
	0.287
	0.235
	0.247
	0.240
	0.251
	0.241
	0.259
	0.141
	---


*0.05 ≥ P > 0.01 after sequential Bonferroni; NS, not significant
Supplementary Table 3 Non-standardized hierarchical F-statistics for the full ESU hierarchy or Nehalem break hierarchy (excludes HUN and WIN).

NSP > 0.05, *0.05 ≥ P > 0.01, **0.01 ≥ P > 0.001, ***0.001 ≥ P
	
	ESU hierarchy (microsatellites)
	Nehalem break hierarchy (microsatellites )
	ESU hierarchy (mtDNA)

	FEsuTotal
	0.136**
	0.013*
	0.12**

	FRivEsu
	0.045***
	0.029***
	0.34***

	FIndRiv
	0.026**
	0.01NS
	N/A


Supplementary Table 4  Results of the assignment tests.  Columns show the populations from which individuals were sampled and rows show the number of individuals that got assigned to that respective population.
	
	GRA (15)a
	WIL (23)
	NEH (22)
	SIL (23)
	ALS (23)
	TEN (18)
	UMP (21)
	HUN (23)
	WIN (22)

	GRA
	9b
	1
	
	2
	
	
	
	
	

	WIL
	3
	21
	1
	
	
	
	
	
	

	NEH
	1
	
	20
	
	
	
	
	
	

	SIL
	2
	
	
	7
	4
	5
	6
	
	

	ALS
	
	
	
	3
	9
	4
	4
	
	

	TEN
	
	1
	
	7
	2
	5
	5
	
	

	UMP
	
	
	1
	4
	8
	4
	6
	
	

	HUN
	
	
	
	
	
	
	
	21
	

	WIN
	
	
	
	
	
	
	
	2
	22

	% correct assignmentc
	60
	91
	91
	30
	39
	28
	29
	91
	100


a Sample size for each population

b Numbers in bold indicate assignment back to the sampled population

c Percentage of correct assignm
