Table S2. Results of initial primer screening in specimens of C. loddigesii, and C. nobilior.
	Locus
	
	C. lodigesii (n = 12)
	
	C. nobilior (n = 6)
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	Cw10
	
	6
	0.666
	0.670
	0.769
	0.191
	0.000±0.000
	
	NA
	NE
	NE
	NE
	NE
	NE

	Cw11
	
	2
	0.000
	0.476
	0.916
	0.433
	0.000±0.000
	
	3
	0.666
	0.583
	0.875
	0.300
	0.000±0.000

	Cw12
	
	3
	0.637
	0.564
	0.853
	0.288
	0.000±0.000
	
	2
	0.600
	0.550
	0.875
	0.375
	0.000±0.006

	Cw13
	
	11
	0.917
	0.917
	0.395
	0.026
	0.000±0.000
	
	5
	0.400
	0.800
	0.724
	0.140
	0.244±0.395

	Cw14
	
	NA
	NE
	NE
	NE
	NE
	NE
	
	NA
	NE
	NE
	NE
	NE
	NE

	Cw15
	
	1
	NE
	NE
	NE
	NE
	NE
	
	1
	NE
	NE
	NE
	NE
	NE

	Cw16
	
	8
	0.223
	0.951
	0.449
	0.036
	0.525±0.210
	
	4
	0.200
	0.700
	0.817
	0.221
	0.424±0.550

	Cw17
	
	NA
	NE
	NE
	NE
	NE
	NE
	
	NA
	NE
	NE
	NE
	NE
	NE

	Cw18
	
	1
	NE
	NE
	NE
	NE
	NE
	
	1
	NE
	NE
	NE
	NE
	NE

	Cw19
	
	3
	0.143
	0.405
	0.936
	0.445
	0.433±0.528
	
	NA
	NE
	NE
	NE
	NE
	NE

	Cw20
	
	4
	1.000
	0.625
	0.805
	0.231
	0.000±0.000
	
	2
	1.000
	0.500
	0.875
	0.375
	0.000±0.000

	Cw21
	
	6
	0.125
	0.893
	0.588
	0.074
	0.607±0.169
	
	4
	0.800
	0.775
	0.726
	0.144
	0.000±0.000

	Cw22
	
	13
	0.637
	0.882
	0.471
	0.039
	0.096±0,190
	
	4
	0.800
	0.700
	0.777
	0.188
	0.000±0.000

	Cw23
	
	NA
	NE
	NE
	NE
	NE
	NE
	
	NA
	NE
	NE
	NE
	NE
	NE

	Cw24
	
	2
	0.000
	0.600
	0.875
	0.375
	0.000±0.000
	
	1
	NE
	NE
	NE
	NE
	NE

	Cw25
	
	NA
	NE
	NE
	NE
	NE
	NE
	
	2
	0.000
	0.500
	0.929
	0.460
	0.000±0.000

	Cw26
	
	2
	0.333
	0.300
	0.961
	0.560
	0.000±0.000
	
	2
	0.334
	0.667
	0.875
	0.375
	0.200±0.266

	Cw27
	
	4
	0.555
	0.611
	0.820
	0.222
	0.082±0.158
	
	1
	NE
	NE
	NE
	NE
	NE

	Cw28
	
	3
	0.800
	0.725
	0.782
	0.189
	0.000±0.003
	
	2
	1.000
	0.500
	0.875
	0.375
	0.000±0.000

	Cw29
	
	2
	1.000
	0.500
	0.789
	0.197
	0.000±0.000
	
	2
	0.600
	0.450
	0.783
	0.185
	0.000±0.000

	Cw30
	
	3
	0.624
	0.696
	0.961
	0.560
	0.000±0.012
	
	5
	0.333
	0.700
	0.805
	0.207
	0.165±0.271

	Cw31
	
	2
	0.000
	0.303
	0.769
	0.191
	0.000±0.000
	
	4
	0.167
	0.700
	NE
	NE
	0.283±0.217

	Mean
	
	4.2
	0.479
	0.562
	0.991a
	2.63 x 10-12b
	
	
	2.6
	0.531
	0.478
	0.910a
	4.0 x 10-7b
	

	SD
	
	3.3
	0.350
	0.275
	
	
	
	
	1.4
	0.308
	0.283
	
	
	

	Total
	
	76
	-
	-
	
	
	
	
	45
	-
	-
	
	
	


Note:  He = expected heterozygosity; Ho = observed heterozygosity; n  = sample size for each population; [image: image13.wmf]k

= number of alleles per locus.  NA = not amplified and NE = not estimated. 
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 is the power to exclude the first parent (when no parent is known). I = combined non-exclusion probability of identity. 
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= probability of null alleles occurrence. 
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 = is the mean standard deviation. a Combined exclusion probability. b Combined estimation.
Null allele frequencies for each locus was estimated using a Maximum Likelihood approach implemented in the INEST version 2.1 program (Chybicki and Burczyk 2009). To verify the significance of null allele frequencies per locus, we compared the general mean standard deviation for each species and the standard deviation for each locus; if the first was higher than the second, the frequency of null alleles is significant.
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