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Abstract:We sequenced the wholegenome of Apis cerana from Guide population (QHGD) and, combining with se—
quence data on A.cerana populations from other regions, we analyzed the genetic variation status of the QHGD popula—
tion. After sequencing, assembling, and aligning, we obtained alignments for five DNA fragments including Cytb, tR-
NAlle~ND2, 16S rRNA, EFl1-a, and COI~COII. Haplotype analysis showed that the QHGD population shared haplo—
types with other populations on Cytb, EF1-a and COI~COII, in contrast, the QHGD population formed a unique haplo—
type on tRNAIle~ND2 and 16S rRNA, respectively. Network analysis based on a combination of tRNAIle~ND2, 16S
rRNA and EF1-ashowed that the populations of QHGD, SCJZ, SCMEK, etc. formed a radialshape from a median vector
(mv1). Our study indicated that the QHGD population was a very unique genetic branch, and people should pay atten—
tion to their special nature in the future conservation and developing processes.
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