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Determination on Sex of Goat Fibroblast Cell with SRY Gene

WANG Yi et al (Center of Comparative Medicine, Yangzhou University, Yangzhou, Jiangsu 225009 )

Abstract  According to the sequences of SRY gene and B-lactoglobulin gene of goat published in GenBank, 2 pairs of PCR primers were de-
signed, and the genome DNA from fibroblast cell of 3 one-month old goats were amplified by PCR. With genome DNA from male and female
goats as the positive and negative CK resp. , the sequence of PCR product was determined and its homology was analyzed. The results showed
that positive CK and GFF1 cell line had 2 amplified bands, negative CK, GFF2 and GFF3 cell lines only had 1 amplified band. The results of
sequence determination showed that the PCR product was SRY gene, and with it 1 male cell line and 2 female cell lines were accurately identi-

fied.
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Note: M. DL2000 Marker; 1. Ram positive control; 2. Ewe negative
control; 3 —=5. Amplified products of GFFI, GFF2 and GFF3,
respectively.
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