Appendix 1 Descriptive statistics calculated using GDA software by Lewis and Zaykin (2001) (supplemental materials)
	Population
	N
	P
	A
	Ae
	Ap
	Ho
	He
	f

	Allozyme

	OrKlMoLo01
	73
	0.88
	3.24
	1.25
	3.45
	0.197
	0.200
	0.019

	OrKlMoHi02
	94
	0.88
	3.48
	1.26
	3.68
	0.199
	0.206
	0.035

	OrCoSoLo03
	99
	0.84
	3.44
	1.26
	3.81
	0.194
	0.206
	0.059

	OrCoSoHi04
	19
	0.64
	2.20
	1.24
	2.88
	0.202
	0.194
	-0.041

	OrCoNoLo05
	121
	0.80
	3.52
	1.28
	3.95
	0.214
	0.216
	0.012

	OrCoNoHi06
	16
	0.68
	2.16
	1.26
	2.71
	0.203
	0.208
	0.029

	OrCoEaLo07
	36
	0.84
	2.68
	1.25
	3.00
	0.201
	0.199
	-0.009

	WaCoSoLo08
	41
	0.68
	2.56
	1.29
	3.29
	0.217
	0.223
	0.030

	WaCoNoLo09
	14
	0.76
	2.08
	1.23
	2.42
	0.191
	0.187
	-0.024

	OrCaSoLo10
	66
	0.84
	3.00
	1.25
	3.29
	0.199
	0.198
	-0.006

	OrCaSoHi11
	167
	0.84
	3.72
	1.26
	4.00
	0.202
	0.205
	0.014

	OrCaNoLo12
	92
	0.88
	3.64
	1.26
	3.86
	0.207
	0.208
	0.007

	OrCaNoHi13
	119
	0.80
	3.48
	1.27
	3.90
	0.211
	0.212
	0.007

	OrCaEaHi14
	36
	0.88
	3.00
	1.25
	3.27
	0.201
	0.198
	-0.014

	WaCaSoLo15
	67
	0.92
	3.32
	1.27
	3.48
	0.211
	0.215
	0.019

	WaCaSoHi16
	78
	0.88
	3.16
	1.27
	3.45
	0.192
	0.210
	0.087

	WaCaNoLo17
	56
	0.84
	2.92
	1.27
	3.29
	0.212
	0.211
	-0.007

	WaCaNoHi18
	42
	0.76
	2.76
	1.28
	3.32
	0.210
	0.219
	0.042

	Mean
	69
	0.81
	3.02
	1.26
	3.39
	0.203
	0.206
	0.015

	SSR

	OrKlMoLo01
	60
	1
	27.83
	16.67
	27.83
	0.672
	0.940
	0.286

	OrKlMoHi02
	77
	1
	30.33
	17.86
	30.33
	0.668
	0.944
	0.293

	OrCoSoLo03
	80
	1
	30.00
	15.63
	30.00
	0.576
	0.936
	0.386

	OrCoSoHi04
	11
	1
	10.67
	8.13
	10.67
	0.549
	0.877
	0.371

	OrCoNoLo05
	102
	1
	30.67
	14.49
	30.67
	0.621
	0.931
	0.333

	OrCoNoHi06
	13
	1
	13.33
	12.50
	13.33
	0.718
	0.920
	0.225

	OrCoEaLo07
	24
	1
	19.83
	15.38
	19.83
	0.645
	0.935
	0.314

	WaCoSoLo08
	38
	1
	22.17
	14.71
	22.17
	0.718
	0.932
	0.231

	WaCoNoLo09
	11
	1
	11.83
	10.75
	11.83
	0.643
	0.907
	0.297

	OrCaSoLo10
	58
	1
	28.17
	17.86
	28.17
	0.621
	0.944
	0.344

	OrCaSoHi11
	143
	1
	35.67
	17.54
	35.67
	0.680
	0.943
	0.279

	OrCaNoLo12
	74
	1
	29.17
	15.63
	29.17
	0.652
	0.936
	0.305

	OrCaNoHi13
	100
	1
	31.67
	15.15
	31.67
	0.634
	0.934
	0.322

	OrCaEaHi14
	30
	1
	22.33
	16.39
	22.33
	0.633
	0.939
	0.329

	WaCaSoLo15
	46
	1
	23.33
	12.05
	23.33
	0.604
	0.917
	0.344

	WaCaSoHi16
	67
	1
	28.17
	14.93
	28.17
	0.647
	0.933
	0.308

	WaCaNoLo17
	37
	1
	21.50
	13.33
	21.50
	0.642
	0.925
	0.308

	WaCaNoHi18
	34
	1
	20.67
	13.33
	20.67
	0.661
	0.925
	0.288

	Mean
	56
	1
	24.30
	13.89
	24.30
	0.644
	0.928
	0.309

	Allozyme+SSR

	OrKlMoLo01
	70
	0.90
	8.00
	1.52
	8.68
	0.289
	0.344
	0.160

	OrKlMoHi02
	91
	0.90
	8.68
	1.54
	9.39
	0.290
	0.349
	0.170

	OrCoSoLo03
	95
	0.87
	8.58
	1.53
	9.63
	0.268
	0.347
	0.230

	OrCoSoHi04
	18
	0.71
	3.84
	1.49
	5.00
	0.269
	0.327
	0.168

	OrCoNoLo05
	117
	0.84
	8.77
	1.55
	10.12
	0.292
	0.355
	0.175

	OrCoNoHi06
	15
	0.74
	4.32
	1.53
	5.48
	0.302
	0.346
	0.129

	OrCoEaLo07
	34
	0.87
	6.00
	1.52
	6.74
	0.287
	0.342
	0.161

	WaCoSoLo08
	40
	0.74
	6.35
	1.56
	8.22
	0.314
	0.360
	0.131

	WaCoNoLo09
	13
	0.81
	3.97
	1.48
	4.68
	0.279
	0.326
	0.148

	OrCaSoLo10
	64
	0.87
	7.87
	1.52
	8.81
	0.281
	0.342
	0.181

	OrCaSoHi11
	162
	0.87
	9.90
	1.53
	11.04
	0.294
	0.348
	0.153

	OrCaNoLo12
	89
	0.90
	8.58
	1.54
	9.29
	0.293
	0.349
	0.162

	OrCaNoHi13
	115
	0.84
	8.94
	1.54
	10.31
	0.293
	0.352
	0.169

	OrCaEaHi14
	35
	0.90
	6.74
	1.52
	7.36
	0.285
	0.342
	0.168

	WaCaSoLo15
	63
	0.94
	7.19
	1.54
	7.59
	0.287
	0.351
	0.183

	WaCaSoHi16
	76
	0.90
	8.00
	1.54
	8.75
	0.280
	0.350
	0.201

	WaCaNoLo17
	52
	0.87
	6.52
	1.54
	7.33
	0.295
	0.349
	0.154

	WaCaNoHi18
	40
	0.81
	6.23
	1.55
	7.48
	0.297
	0.355
	0.166

	Mean
	66
	0.85
	7.14
	1.53
	8.11
	0.289
	0.346
	0.167


N – the number of individuals studied;

P – the proportion of polymorphic loci with the frequency of the most common allele is less than 0.99;
A – the mean number of alleles per locus;

Ae – effective number of alleles;
Ap – the mean number of alleles per polymorphic locus;
He is the expected heterozygosity (based on Hardy-Weinberg expectations;
Ho is the observed heterozygosity;
f (or Fis) is a method-of-moments estimate of the inbreeding coefficient (Weir and Cockerham 1984; Weir 1996).
Note: Populations with the highest and the lowest levels of the observed heterozygosity are highlighted by red and blue colors, respectively.
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