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Tab. 1 The hybridization results of female and male Cynoglossus semilaevis by using Affymetrix zebrafish microarray

female male total
type of probe 1% 1% 1%
number percentage number percentage number percentage
positive probes 432 2.8 530 3.4
1051 6.7
doubtful probes 193 1.2 165 1.1
nagetive probes 14992 96.0 14922 95.5 14566 93.3
total probes 15617 15617 15617
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Fig.1 Distribution of ratio values(male/female) of Cynoglossus semilaevis for expressed genes
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Differential gene expression profiles between the pituitaries of female
and male half-smooth tongue sole (Cynoglossus semilaevis)
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Abstract: The half-smooth tongue sole (Cynoglossus semilaevis) is an important marine flatfish with significant
potential for aquaculture in China. This species exhibits a typical sexual dimorphism in which males grow sig-
nificantly slower and smaller than females. Thus, there is little economic benefit to culturing males. To improve
our understanding of this sex-associated dimorphic growth phenomenon, we screened differentially expressed
genes from the pituitary tissues of female and male half-smooth tongue sole using the Affymetrix zebraf-
ish microarray. A total of 486 genes were up-regulated and 561 genes were down-regulated. Based on standards
for the relative strength of the difference (i.e., a ratio of the male to female hybridization signals of >1.5 or <0.6),
we identifed 39 differentially expressed genes, including meis2.1, colla2, sh3glib, actal, sic25a5, If7, and acta?.
Our results provide a foundation for investigating the molecular mechanisms controlling differential growth
among the sexes.
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