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Abstract: Gender-specific gene expression in Ascaris suum was investigated by cDNA microarray
analysis. A total of 2 163 clones (1 044 female and 1 119 male) were selected from the male and
female A. suum cDNA libraries constructed using the technique of suppression subtractive hybrid-
ization (SSH). Insert fragments of them were amplified by PCR, the PCR products were then
purified and robotically printed onto aminosilane-coated glass slides, and each clone was spotted
twice in the same slide. The ¢cDNA arrays were hybridized with Cy3-dUTP and Cy5-dUTP fluo-
rescent-labeled probes from female and male cDNA., respectively. A “dye-swap” experiment was
performed simultaneously. The hybridization signal of each spot was measured, normalized, and
expressed as a Ratio. In total, 1 559 clones were identified which showed differential expression
for each of the four signal values (for the two repeats and the two dye swaps) according to their
Ratios (Ratio=Cy5/Cy3* ,less 0.5 or more 2). Expression profiling revealed that 831 of these
clones were considered to be significantly differentially expressed, and then were sequenced. A

total of 720 valid ESTs were obtained and 31 of which were considered to represent new genes.
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ESTs representing genes encoding male-specific major sperm proteins (MSPs) and female-specific

ovarian message proteins were abundant and showed significant homology to those of Caenorhab-

ditis. ldentification of gender-specific genes provides foundation for further studies on the poten-

tial functions of key gender-specific genes.
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Table 1 Comparative analysis of A. suum gender-specific ESTs with homologues in Caenorhabditis
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