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Long serial analysis of gene expression in hyphal cells of Candida albicans
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LI Yong-ping ( Department of Dermatology,
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Abstract. Objective
bicans. Methods
SAGE).

To observe the characteristics of gene expression in the hyphal cells of Candida al-
A LongSAGE library was established with long serial analysis of gene expression ( Long-

After the clones from the LongSAGE library were sequenced , the results were analyzed by SAGE sofi-

ware and compared with the SAGE map at NCBL. Results A total of 17 552 tags, representing 6 627 genes or

EST, were extracted from the 1 000 sequence files of the hyphal cells of Candida albicans. Tifteen of thirty-six

lags which expression frequency exceeded thirty-five may be new expressed sequences. Conclusion  lLong-

SAGE technology can be used not only in understanding the quantity information of gene expression, but also in

finding new genes.
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