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Table 1. Allozyme allele frequenciesin Genypterustigerinus (rock ling) and G.
blacodes (pink ling), and in the pink and orange mor phs of G. blacodes

Locus Allde G. G. blacodes G. blacodes
tigerinus
pink orange

Species-diagnostic loci

IDDH m 1.000 - - -
S - 0.857 1.000 0.818
VS - 0.143 - 0.182
N 6 14 3 11
SOD m 1.000 - - -
S - 1.000 1.000 1.000
N 6 16 4 12
ME m 1.000 - - -
S - 1.000 1.000 1.000
N 6 10 3 7
APIt-1 f 0.031 - 0.042
m - 0.969 1.000 0.958
S 1.000 - - -
N 6 16 4 12
APpp m 1.000 0.031 - 0.042
S - 0.969 1.000 0.958
N 6 16 4 12
PROT-1 0 1.000 - - -
m - 1.000 1.000 1.000
N 6 16 4 12
Variable but non-diagnostic loci
ADH f - 0.094 0.125 0.083
m 0.583 0.906 0.875 0.917
S 0.417 - - -

N 6 16 4 12
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Table2. Allelefrequenciesin pink ling collections from five areas of Australia’s

South East Fishery

Thefirst three loci are allozymes, the remaining nine are microsatellites. N = number

of fish.
Area
Locus alele E-VIC W-VIC NSW E-TAS W-TAS
AAT-1* S 0.008 - - 0.018 0.050
m 0.715 0.754 0.772 0.726 0.700
f 0.277 0.246 0.228 0.256 0.250
N 65 57 101 82 20
APlgg* S 0.006 - 0.005 0.005 -
m 0.808 0.814 0.776 0.779 0.750
f 0.186 0.178 0.219 0.216 0.250
i - 0.008 - - -
N 78 59 96 95 16
PGM-1* S 0.065 0.052 0.034 0.080 -
m 0.766 0.810 0.845 0.760 0.925
f 0.162 0.129 0.121 0.150 0.075
vf 0.006 0.009 - 0.010 -
N 77 58 103 100 20
2.6.1* 104 - - - 0.005 -
107 - 0.018 0.015 0.005 -
110 - - 0.022 0.010 -
113 0.158 0.116 0.184 0.116 0.205
116 0.017 0.036 0.029 0.030 0.023
119 0.542 0.634 0.493 0.606 0.500
122 0.217 0.143 0.184 0.182 0.114
125 0.050 0.018 0.044 0.020 0.136
128 0.017 0.027 0.029 0.020 0.023
131 - 0.009 - - -
161 - - - 0.005 -
N 60 56 68 99 22
5.8B* 117 0.008 - - - -
121 - 0.018 - - -
125 0.024 - 0.015 0.010 -
127 0.008 0.018 0.030 - 0.022
129 - 0.045 - 0.010 -
131 - - 0.007 - -
135 0.008 0.018 - - -
137 0.032 0.018 0.030 0.005 -
139 0.024 0.045 0.037 0.025 0.022
141 - - - 0.010 0.022
143 0.024 0.036 - 0.005 -
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