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ABSTRACT

Genetic diversity and genetic structure within the Geum River and Mankyung River po-

pulations of the Korean endangered Black shinner (Pseudopungtungia nigra) were assessed by ampli-
fied fragment length polymorphism (AFLP). AFLP analysis using five primer combinations generated
447 AFLP bands with 64.1% polymorphism (Geum River 74.6% and Mankyung River 53.6%). The het-
erozygosities within the two populations were calculated to be 0.170 and 0.104, respectively. Their
average genetic diversities are 0.240 and 0.147, respectively. The pairwise Fst value (0.150) indicated
distinct genetic differentiation between the two populations. A UPGMA dendrogram based on genetic
distance among the individuals revealed a division corresponding to geographical regions, with low
genetic variation within the Mankyung River population, and low genetic distance (0.026) between the
two populations. Consequently, the two populations may have the same genetic origin The Geum River
population will be more suitable than the Mankyung River population for conservation plans to increase
the population sizes. Genetic and habitat management will be necessary for the Mankyung River popu-
lation.
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o5 FAMez EAwe] AX=E 2AsA 4 A%
7re] A B3k = (genetic differentiation, Fsr) 2! Ast W
H# A ohekA (genetic diversity)2 Arlequin == 73
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2% 571 2] primer 238} (E/ACA-M/CTC, E/ACG-M/CCA,
E/AAT-M/CAC, E/AAG-M/CTA, E/ACC-M/CCC)o =
AFLPZ $33 A3 3 47709 & W=r) A=
A 7 Bo] W= A okodet Primer 23
T H 89.470 9 frai st vehd Algtas Ald, selec-
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= &dos 441 How Jehieh
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At W olPFFTELS F
0.104, -4 ek 422 =3
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al., 2008a)e] la 7 Ve,
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Table 1. Summary of the detection of AFLP markersin two popula-
tions of Pseudopungtungia nigra
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Fig. 1. Dendrogram showing phylogenetic relationships between two populations of Pseudopungtungia nigra based on genetic distance data

constructed by the UPGMA clustering method.
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Fig. 2. UPGMA consensus dendrogram constructed with the distance
estimated by Nei’s method after 1,000 bootstrapping among two popu-
lations. Numbersin the tree are bootstrap support values.
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