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Abstract: In the previous study, transcriptomic analysis of abortive pistil and normal pistil of Cucurbita moschata found

that CmoAux/IAA gene might be involved in female flower development. In order to further explore its biological func-

tion, a 600 bp gene (CmoAux/IAA) was cloned from Cucurbita moschata by homologous sequence cloning method and it

encodes 199 amino acids. The results of conserved domain analysis showed that it belongs to the Aux/IAA family and

includes domains I, III, and IV. The protein has no signal peptide and transmembrane structure. Multiple sequence align-

ment and phylogenetic tree results showed that the amino acid sequence of CmoAux/IAA were closely related to XP_
022986212.1 of Cucurbita maxima and XP_023513171.1 of Cucurbita pepo, and the similarity was 98.01% and 96.50%,

respectively. The results of subcellular localization of Arabidopsis protoplasts showed that the protein was located in

nucleus and cytoplasm. Real-time fluorescence quantitative results showed that CmoAux/IAA has tissue expression speci-

ficity, mainly expressed in the growing points and stigma of female flowers in pumpkin plants, and the expression level of

CmoAux/IAA in stigma was 137 fold that of in stamen, but not expressed in leaves and roots and it may play an important

role in the differentiation of young tissue or the development of female flowers.
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Table 1 The web sites of online tools used for gene bioinformatics analysis

4 PR Name P URL
Deep TMHMM https: //dtu.biolib.com/DeepTMHMM/
ExPASy ProParam tool https://web.expasy.org/protparam/

Net Phos3.1 Serve
SignalP 6.0 Server
NPS@:SOPMA
NCBI-CDS

NCBI BLAST
WoLF PSORT

Plant-mPLoc server

https://services.healthtech.dtu.dk/services/NetPhos-3.1/
https://services.healthtech.dtu.dk/services/SignalP-6.0/
https://npsa-prabi.ibep.fr/cgi-bin/npsa_automat.pl?page=npsa_sopma.html
https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi
https://blast.ncbi.nlm.nih.gov/Blast.cgi
https://www.genscript.com/wolf-psort.html

http: //www.csbio.sjtu.edu.cn/bioinf/plant-multi/
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Fig. 1 PCR product of CmoAux/IAA
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Hopl N 4.57, 106 R %34 170, 1F AT AR CRE &
P+ M ) 18 >, T LA ik CR A AR+ B AR
36 AN, AR R IETR R 73.37, A K RN 45.93,
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SignalP 6.0 server Tl 45 5 .78 CmoAux/TAA
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Fig. 6 Multiple sequence alignment analysis of CmoAux/IAA protein with homologous proteins of other crops
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Fig. 8 Subcellular localization of CmoAux/IAA
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