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Abstract The EST (expressed sequence tag) of esdC gene was isolated from the structured SSH (suppression sub-
tractive hybridization) of Aspergillus chevalieri var. intermedius to further figure out the structure. The full length
CDNA of esdC gene were obtained from the total RNA of Aspergillus chevalieri var. intermedius through RACE
(rapid amplification of cDNA ends) technology. The sequence analysis revealed the full-length cDNA sequence of
esdC gene is 1 472 bp in length, containing an 819 bp open reading frame from the start of 396 bp to the end
of 1 214 bp, and 30 bp Poly (A). Coding region of 273 amino acids with the molecular weight of 30.265 58 kD and
isoelectric point of 9.51 was an unstable polypeptide. The results of homologous analysis in GenBank demonstrated
that the sequence had the highest 78% similarity with Neosartorya fischeri NRRL 181 on the nucleotide sequence,
and a conservative sequence located mainly on protein N terminal. The research laid a foundation for further study
on the function and the pathway.
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Figure 1 The electrophoresis result of total RNA from Aspergillus
chevalieri var. intermedius
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Figure 3 RACE results of esdC gene
Note: M: Marker ; A: 3' RACE result of esdC gene; B: 5'
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aaaaaaaaaaaaadsaa
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Figure 4 The full length cDNA and its encoded amino acid sequence of esdC gene from Aspergillus chevalieri var. intermedius
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Note: The initiation codon and termination codon were underlined; The 5' and 3'-UTRs were showed in lowercase letters; The ORF

(open reading frame) was showed in uppercase
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