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Cloning and Expression of Quail gc/ BTB/POZ Domain Coding Sequence
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Abstract Germ cell-less GCL  plays an essential role in the formation of primordial germ cells. An evolutionally
conserved domain BTB/POZ domain was found in the GCL homologue proteins of Drosophila zebrafish medaka and
mouse. A gcl conserved sequence of 319 bp which contained BTB/POZ domain coding sequence was isolated from
Quail  Coturnix coturnix  genome DNA using the BTB degenerated primers. The conserved sequence of Quail gel
showed 52.4% 55.4% 84.6% 79.6% and 76.8% identity to Caenorbabditis elegan Drosophila zebrafish mouse
and human gc/ homologous fragment respectively. RT-PCR revealed its expression in ovary testis and liver. By whole-mount
in situ hybridization gc/ mRNA was detected in the germinal crescent of primitive streak stage in Quail embryo.
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Fig. 2 The comparision of Quail gc/ homologous sequence with that of
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Fig. 4 The whole-mount in situ hybridization result of Quail embryos at primitive streak stage
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A. Anti-sense probe; B.Sense probe; (.No probe; a.Primitive streak; b.Germinal crescent.
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