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Analysis on identification, evolution and expression of sucrose invertase
gene (INV) in Cucurbita moschata
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Abstract: Invertase (INV) encoding genes are widely involved in plant growth and development, and can affect fruit
quality during ripening stage. In this study, INV gene family of Cucurbita moschata was identified and analyzed by bioinfor-
matic methods. The results showed that, 18 members of INV gene family were identified from C. moschata, and their corre-
sponding functions were encoding acid INV and neutral/alkaline INV. The members of INV gene family distributed unevenly
on 11 chromosomes and there only existed one pair of tandem duplicated genes. Analysis of expression pattern showed that,
the relative expression level of CmoCh06G004890.1 in roots of C. moschata was higher than other members of INV gene fam-
ily. The relative expression levels of CmoCh01G010160.1 and CmoCh06G004890.1 were relatively high in fruits of C. mos-
chata. Results of phylogenetic analysis of INV genes in Cucurbitaceae crops showed that, Most of the INV genes from C.
moschata, C.maxima and C. pepo gathered into one cluster and had close genetic relationships. The results can provide the-
oretical basis for further analyzing of the biological functions of INV genes and improving fruit quality of C. moschata.
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Fig.1 Chromosome mapping of INV genes in Cucurbita moschata
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Table 1 Identification information of INV gene family in Cucurbita moschata
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Fig.2 INV gene sequence characteristics of Cucurbita moschata
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Fig.4 Phylogenetic tree of INV genes of Cucurbita moschata
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