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Fig. 1. The genomic DNA extracted from Brown Tsaiya duck blood by agarose plug embedding method.
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Fig. 2. Partial digestion of Brown Tsaiya duck genomic DNA by endonuclease HindIII. The whole plug
embedding DNA was digested with HindIII at 37°C in the water bath for 20 min.
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Fig. 3. The insert size analysis of Brown Tsaiya duck BAC library constructed for the third time. Each of
the recombinant plasmids of clones was digested with an endonuclease NotI. The “V” indicates
BAC vector.
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Abstract

The purpose of this study was to construct large-insert libraries of Brown Tsaiya ducks to preserve
their valuable genes and to be applied for the future genomic studies. In this study, the platform of
high-molecular-weight DNA fragments separation and separation and purification of large partially
digested DNA from a Brown Tsaiya duck were established. In addition, the core technology of bacterial
artificial chromosome ( BAC) library construction was set up. Three BAC libraries were constructed in
the vector CopyControl pCC1BAC. Based on the analyses of restriction reaction and PFGE, the average
insert size of the three BAC libraries was 34.0, 48.9 and 144.0 kb, respectively. A total of 134,000

clones preserved accounted for 6.69-fold genome coverage of Brown Tsaiya duck.

Keywords: Brown Tsaiya duck, Bacterial artificial chromosome library, High-molecular-weight
DNA fragments
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