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Abstract: In this experiment, the sequence of the potato StASR gene (Genbank Accession number: XM_006359742) was
obtained by BLAST comparison in NCBI database using the nucleotide sequence of the Arabidopsis AtASR gene as the query
sequence. Bioinformatics analysis revealed that the gene was located on chromosome 4 with a length of 654 bp and encodes 108
amino acid residues, and the encoded protein has a typical ABA/WDS conserved domain. After analyzing the promoter region, it
was found that the potato StASR gene contains water response element MYCATERDI1, cold stress response element DRECRTCOREAT,
salt stress response element GTIGMSCAM4 and other abiotic stress response related elements as well as potato growth and
development related cis—acting elements. The analysis of protein interaction network found that it interacted with genes such as low
temperature and water stress. In addition, the potato StASR gene was successfully cloned by PCR technology, and the results can

provide a basis study of the function of the potato SIASR gene.
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