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Tab.1 Information on the nine lakes studied in Wuhan
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Fig.2 Unrooted parsimony network of CO 1 sequence

haplotypes for Moina micrura
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Fig.3 Box diagram comparing the genetic diversity of

Moina micrura within-lakes and between-lakes
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Genetic Structure of Moina micrura Populations in Wuhan Lakes
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Abstract: The environment is changing continuously due to human activities and this is causing changes in the bio-
ta and community composition. The diversity of a single gene, mitochondrial cytochrome c-oxidase subunit 1 ( CO
I ) of Moina micrura( M. micrura) , from nine lakes in Wuhan was analyzed to evaluate the impact of human ac-
tivities on the genetic diversity of zooplankton in urban Lakes. In July and August of 2012, M. micrura sampling
was carried out at 26 sites in nine lakes within Wuhan City: Donghu Lake, Tangxun Lake, Yuehu Lake, Nanhu
Lake, Jinyin Lake, Wuhu Lake, Yanxi Lake, Shahu Lake and Niushan Lake. M. micrura were observed at 17 of
the sampling sites in eight lakes using morphological identification ( M. micrura was not detected in Niushan
Lake ). A total of 66 different CO I gene sequences in M. micrura were obtained by gene sequencing and each was
confirmed as M. micrura by comparison with the Gen Bank database. N-J tree of the 66 CO [ gene sequences and
ten CO [ gene sequences for Chydorussphaericus in Donghu Lake were constructed using the neighbor joining ( N-
J) method. N-J tree shows that the CO | gene sequences of M. micrura from 8 lakes clustered into 3 clades, while
the 10 CO I gene sequences of Chydorussphaericus in Donghu Lake clustered into one clade. The unrooted parsi-
mony network suggests that there are 14 haplotypes of M. micrura in the eight lakes. Both the Mann-Whitney Test
(Z=-8.044, P<0.001) and Kolmo gorov-Smirnov Test (Z = —8. 044, P <0.001) indicate that there is a
highly significant difference in the genetic distance of M. micrura populations within-lakes compared to those be-
tween-lakes, with an overall mean distance of 0. 032 and a maximum genetic distance of 0.092. A box diagram of
M. micrura genetic diversity also indicates a significant difference in the genetic distance of M. micrura within-
lakes compared to between-lakes. In conclusion, obvious genetic differences exist among the M. micrura popula-
tions from different lakes in Wuhan City. Inland water bodies are normally isolated from one other and we postulate
that M. micrura populations from different lakes gradually diverge due to lack of gene exchange and adaptation to
different lake environments. The CO [ gene of M. micrura can be used for analyzing population genetic structure,
particularly the large scale structure.

Key words: Moina micrura; CO | gene; genetic diversity; Wuhan lakes



