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the products. The fragment with main epitope sequences, amplified from Ondetstepoort vaccine strain via reverse transcription-
polymerase chain reaction, was cloned into vector pET28b and expressed through IPTG introduction after transformed into Ro-
setta™ strain. The product, after purification, was identified by SDS-PAGE, western blotting and indirect enzyme linked im-
munosorbent assay. After that, the antibody titers of mice immunized with the purified H proteins were determined with neu-
tralization test. The 1113 bp fragment of interest was specifically amplified by RT-PCR and expressed with the introduction of
1.0 mmol/L IPTG at 37 C. The protein expressed, identified by SDS-PAGE and Western blotting with a size of 42, 38 ku,
could be recognized by anti-CDV antibody without nonspecific reaction. In the animal experiment, the serum antibody titer was
determined to be 27%* by neutralization test, The target protein was expressed accurately and specifically, showing a good im-
munogenicity and antigenicity according to the animal experiment, and therefore could be employed as an antigen candidate for
the Real-time examination of animal immune condition, which laid the foundations for the development of new-type canine dis-
temper vaccines and ELISA kit {for detecting the anti-CDV antibody.
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Abstract : For revealing the level of genetic divergence and genetic structure of Dahe Black pig, this research was implemen-

ted using molecular biological methods that sequenced and analyzed the Cyt b DNA sequences based on 46 samples from 5 geo-

tect the genetic resources of Dahe Black pig.

graphic populations of Qujing city. The AMOVA results showed that most of genetic variation (62, 63%) distributed within
populations. This could indicate fully that the whole population genetic structure of this species was not evident because of sig-
nificant gene flow among different populations. The results of neutrality tests further validated that the instable population
structure of this whole group could be affected by the population expansion from the artificial selective breeding and introduc-
tion breeding. This instable population structure or lower genetic differentiation could be induced by the large-scale introduction
and expanding breeding. The significant gene flow induced the genetic convergence in various geographical populations eventu-
ally, population expanding and population genetic diversity declined significantly, This study was expected to provide important

scientific basis and data for the molecular genetic breeding of Dahe Black pig and for the manager’s effective measures to pro-
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