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Abstract TAn expression sequence tag (EST), A0128.860, which is differentially expressed in the period of
ascospore, was selected from the Suppression Subtractive Hybridization (SSH) library. The complete cDNA of
eYchF gene was cloned by RT-PCR and RACE with primers designed based on the sequence of A0128.860. Anal-
ysis of bioinformatics showed that the gene contains a uninterrupted open reading frame of 1 182 bp and encoded
a hydrophobic protein of 393 amino acid residues containing a G domain and a TGS domain. The estimated
molecular weight and isoelectric point of the putative protein were 43.466 9 kD and 6.99, respectively. Analysis of
the nucleotide sequence indicated that it should have the similarity of 84% with Aspergillus clavatus NRRL 1
GTP-binding protein YchF. Molecular cloning and bioinformatic analysis of YchF in Aspergillus chevalieri var. in—
termedius Will be helpful for the further analysis of YchF.
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1 -ccccccaagaaggcccccgtgcaagaaaaggtcctgctgggccgacctggtaacaacctgaagagtggtatagtt
M P P £E K & P V Q EEKEV L L GRPG-NWMNTLIEZSG IV
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Figure 3 Gene sequence and deduced amino acid sequence of YchF
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Figure 4 Analysis of conserved domain of YchF
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Figuer 5 Hydrophilicity/hydrophobicity profile of YchF protein
Note: Amino acid position is plotted on the x-axis beginning with
the N-terminus; Hydrophilicity score on the y-axis; Regions above
a hydropathy score of zero are hydrophobic; Regions below a hy-
dropathy score of zero are hydrophilic
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