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Unique subspecies of Asian bees Apis cerana in Korean
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Apis cerana is sisterly related to a honeybee species Apis mellifera, which is
highly important in agriculture in most Asian countries. The size of A. cerana
population is decreasing every year due to Korean Sacbrood Virus (KSBV) and
other diseases. It is believed that A. cerana populations are subdivided into
several numbers of subspecies adapted to different climates, similar to Apis
mellifera. Full mitochondrial genome of A. cerana from different countries and
populations have been studied insufficiently. To date, full mitochondrial DNA
(mtDNA) sequence of A. cerana from Korean peninsula have not been
researched. Here, we sequenced and annotated the full mitochondrial genome of
A.cerana from Jeollanam-do province of South Korea, which is most densely
populated area of A. cerana. The mtDNA sequence consisted of 15,925 bp
length, A + T content 84% and C + G content 16% and contains 22 tRNA
genes, 13 protein-coding genes, 2 ribosomal RNA genes, 1 AT-rich region, and
4 known non-coding intergenic loci (NC1-4). Comparative analysis of A. cerana
full mtDNA sequences showed that Korean A. cerana was more similar with
Japanese and Chinese samples than Taiwanese species. Japanese and Korean
samples were subdivided in one common group located separately. Thus, based
on analysis of full mtDNA sequences the samples of Korean A. cerana can be
named as subspecies Apis cerana koreana.



