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Abstract: Objective To clone a new NADPH cytochrome P450 reductase gene (GuCPR) (Login number: MH401048) from
Glycyrrhiza uralensis and do some bioinformatics analysis. Methods Total RNA was extracted from the roots of G uralensis and then
transcription reversed into cDNA. The GuCPR gene was obtained by screening the transcriptome database. The NCBI ORF finder was
used to obtain its open reading frame and translated amino acid sequence, design primers for PCR amplification, construction of
recombinant cloned plasmid. Bioinformatics analysis was used to predict the protein properties, structure and model the tertiary
structure of the protein, and homologous phylogenetic tree construction was performed. Results cDNA of GuCPR gene was cloned to
a total length of 2 118 bp and encoded 705 amino acid residues with a relative molecular mass of 78 450. Electricity (pI) 5.19. GuCPR
protein was a non-secretory protein and did not have a signal recognition function. The results of transmembrane prediction showed
that the amino acids 44—64 of the protein were transmembrane regions. Meanwhile, the subcellular localization prediction results
showed that the protein was located on the endoplasmic reticulum. Conclusion A new GuCPR was cloned and its bioinformatics
analysis laid the foundation for further research.
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Fig. 3 Signal peptide prediction of GuCPR protein
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Fig. 4 Domain analysis of GuCPR protein
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Fig. 6 Sub-cellular location prediction of GuCPR
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