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Bioinformatics Analysis of Sheep HTR4 Gene
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Abstract: The bioinformatics analysis of sheep HTR4 gene was carried out by using bioinformatics

database and software, and its structure was preliminarily understood and predicted. The results showed that

sheep HTR4 gene contained an open reading frame of 1 317 bp, encoding 438 amino acid residues. The
molecular mass of HTR4 protein was 49 437.09 KDa, and the theoretical isoelectric point pl was 8.32. The
subcells were mainly located in plasma membrane and did not belong to secretory protein (60.9% ). There are

no signal peptide sequences. There are seven segments of transmembrane structure and no segments of low
complexity region. The secondary structure is mainly a—helix, and the tertiary structure is mainly formed by

a-helix, winding and folding.
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Residue Analysis of Three Pesticides in Potato Tuber and Soil in Dingxi
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Abstract: In this study, the residues of azoxystrobin, pyrazolide and imidacloprid in potato tuber and soil
in Dingxi demonstration and surrounding farms in 2019 were measured. The results showed that the residue of
azoxystrobin, pyrazolide and imidacloprid in potato tuber were 0.044, ND and ND mg/kg, respectively, which
were lower than the concentrations of 0.067 mg/kg, 0.218 mg/kg and 0.009 3 mg/kg in the surrounding farms,
and also lower than the maximum residue limit (MRL) of 0.1 mg/kg, 0.02 mg/kg and 0.5 mg/kg as determined in
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