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Abstract: Mango is a typical respiration leap fruit, with vigorous postharvest metabolism and very sensitive to ethylene.
CTR1 is a negative regulator of the ethylene signaling pathway and plays a central role in the ethylene signaling pathway. In
order to study the possible role of mango CTR1 expression pattern in mango postharvest storage, a CTR gene (MiCTR1) was
screened from the Tainung No.l) mango transcriptome database, and its encoded gene was used using biological methods.
The protein was sequenced and analyzed, and the expression pattern of MiCTRL gene during mango ripening and under
1-MCP treatment was analyzed. The results showed that the length of the open reading frame of MiCTR1 was 1551 bp, en-
coding 516 amino acids, The molecular formula of the predicted protein was C,s03Hz393.N7120797S56, the total atomic number
was 7970, and the weight of the protein was 57.58 kDa, the theoretical isoelectric point (pI) was 5.72, the fat coefficient was
70.78, and the overall average hydrophilicity was —0.596, with 111 phosphorylation sites, and the phosphorylation modifica-
tion of serine was the main one, supplemented by threonine, had no transmembrane structure and no signal peptide. Subcellu-
lar prediction analysis showed that it was located in the nucleus. Protein domain prediction MiCTR1 protein contained a con-
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served PB1 domain located at amino acid sequence 189-285. Phylogenetic analysis showed that MiCTR1 was closely related

to Prunus dulcis, Prunus persica, Prunus avium, Prunus armeniaca, Prunus mume. The results of fluorescence quantitative
PCR showed that the relative expression of MiCTRL increased during the ripening process of mango, and 1-MCP
down-regulated its expression. In this study, the MiCTR1 gene was cloned in mango and its biological analysis was analyzed,

and its expression pattern during postharvest storage was analyzed, which would provide a basis for the molecular mechanism

of mango ripening.
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XP 006481892.1:1-859 CTR1 Citrus sinensis
99  GAY33270.1:1-832 hypothetical protein CUMW 006460 Citrus unshiu
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4@ KAH0971568.1:1-841 hypothetical protein GBAS52 023724 Prunus armeniaca
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—|:99 KAK4834203.1:1-847 hypothetical protein QYF36 018727 Acer negundo
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TEOO KAK4582930.1:1-842 hypothetical protein RGQ29 025913 Quercus rubra
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Fig. 9 Phylogenetic analysis of MiCTR1
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