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Cloning and Characterization of NPR1 Homolog GeneScNPR1 in Secale Cereale Cv Jingzhouheimai
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NPR1 isakey regulator in plant systemic acquired resistance (SAR).Scnpr1 gene was isolated by homologous cloning and RACE (rapid amplification of
cDNA ends) method from Secale Cereale cv JingzhouHeimai. The full - length cDNA of Scnpr 1 gene was 3185 bp, which contained an open reading frame
with the length of 1524 bp DNA encoding a 507 amino acids, untranslated region of 1517bpat 5’  end and 144bp at 3’ end. .The predicted
proteinScnpr1 shares high homology with a reportedNPRL from barley (72%) and ariceNPR1 (65%) by using bioinformatics analysis for the structure
of SCNPRL. Its expression pattern was clarified by LightCycler Real Time PCR. The expression of Scnpr 1 was regulated by signal moleculesMJ, ET, SA,
and upregul ated when treated with the pathogens of Erysiphe cichoracearum, Rhizoctonia cerealis and Fusarium graminearum. The results indicated
thatScnpr1 gene was the homologous gene of NPR1 gene in Secale Cereale. The expression of Scnpr1 gene was relevant to ET and SA signal transduction
pathways, and it potentially involved in host defense responses to wheat pathogen.
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