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Identification of Candida albicans genes with cDNA technique from LongSAGE tags
LI Yong-ping, ZHOU Cun-jian, HAO Fei ( Department of Dermatology, Southwest Hospital, Third Military Medical University

Chongging 400038 , China)

Abstract; Objective To identify the LongSAGE tags from yeast LongSAGE library and hyphal Long-
SAGE library of Candida albicans. Methods The technique called the generation of longer ¢cDNA fragments
from serial analysis of gene expression (SAGE) tags was used for gene identification (GLGL). The SAGE tags
of 17 bases were converted into their corresponding 3" ¢DNA fragments covering hundred bases, and the se-
quence was analyzed. Results Fifieen out of twenty tags were stably and efficiently extended with the base
size between 200 — 1 000 bp. The sequence was considered to represent a known gene since it matched a full-
length transcript sequence with over 95% similarity in the same orientation, including the same 17-bp SAGE tag
sequence. Conclusion By using novel SAGE tags as primer, we can identify efficiently many novel tran-
scripts. A combined application of SAGE-GLGI can be used to define the boundary of expressed genes in the
genomic sequences in Candida albicans and in other eukaryolic genomes.
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Fig 1 The specific SAGE tag sequence by GLGI
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Tab 1 GLGI results from SAGE tags

Amplified by
anchored oligo

Length of Unigene

SAGE tags( 17 bases) sequence identification

(dT) bases No. hyphal
CTTAAAATCCCGACTGT dC 300 bp AY497754
CCTCATACTACTCAAAG dA 300 bp AF007776
TCAAGTTCAGAAATTTC dG 900 bp AFO51313
AGAAGAGTTACTTACGC dC 400 bp AY497649
CTAGAACGCGATGATTT dG 469 bp 128817
CCAAGTGGTATTTTATT dG 800 bp AF28526
AAAGTGTGGCCTATCGA dC 700 hp X70659
GTACAAGGGTTGGGAAA - — -
GACGTTATGTGGTACCC - = =
CCCAAAGAGTCATATTC - = =
Yeast
AGAAGAGTTACTTACGC dG 600 bp AY497649
TACTGTGAACGACGCT dG 457 bp AFO68866
TTCAAGAAAAGCTGGTT dG 700 bp U61975
AAGAGTGTATGAAAATT dA 800 bp AF247190
CCTGTTTGAGCGTCGTT dG 600 bp AY672930
CCTCATACTACTCAAAG dC 300 bp AF007776
CTTAAAATCCCGACTGT dG 521 bp AY497754
ACCTTCCCTTCGTTATC dC 300 bp AF050215
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