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Tab.1 The samples information of A. cerana cerana in this study
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Bl EXTARPEEEMBMEN 6 IESERMNEE Fig. 3 The clustering of Chongqing A. cerana cerana

Fig. 1 Six morphological features of A. cerana cerana populations based on six morphological indexes
populations in Chongqing area
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Tab.2 Haplotype diversity of mitochondrial non-coding region in Chongqing A. cerana cerana populations
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Tab.3 The analysis of molecular variance of mtDNA non-coding

region among Chongqing A. cerana cerana populations
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Morphological and mtDNA Diversity of Four Apis cerana cerana Populations in Chongqing

BIN Xianli', LIU Lu', GU Ying', TAN Hongwei’, WANG Ruisheng®’, ZHOU Zeyang', XU Jinshan'

(1. College of Life Sciences, Chongqing Normal University, Chongqing 401331
2. Chongqing City Animal Husbandry Technology Extension Station, Chongging 401121
3. Chongging Academy of Animal Sciences, Chongqing 402460, China)
Abstract: In this study, four Apis cerana cerana populations, collected from Chonging Wuling, Daba and Dalou Mountains respec-
tively, were subjected to survey their morphological diversity and haplotypes polymorphism. The cluster of six morphological inde-
xes showed that these four populations can be formed three apparent clades, which included Wulong-Jiangjin clade, Nachuan-
Jiangjin-Chenkou clade and Chenkou clade. After sequencing and analyzing of non-coding region from mtDNA tRNA' ~COTl seg-
ment, these population presented five haplotypes, three of which were shared commonly and two were exclusive in a certain popula-
tion. The haplotypes diversity of all populations surveyed here were computed to be 0. 754 +0. 005 59, and nucleotides polymor-
phism were 0. 018 19. Based on phylogenetic tree of haplotypes.it can be shown that haplotype H1 and H3.which shared commonly
among Wulong and Chenkou A pis populations, were closely related to the two haplotypes from Jinmen of Hubei than haploytype H4
that shared among Nanchuan and Jiangjin populations; Haploytype H2 presented only in Chengkou populations and H5 only exist in
Nanchuan populations. All the results above suggested that morphological diversity of Chongqing bees was related to the geographic
distribution of Chongqing that surrounded by three mountains; however, there was no correlation between the mtDNA polymor-
phism of Chongqing bees and geographic distribution.
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