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Supplementary table 1 Information for the primers used in the experiment

Primer Sequence (5'- 3'") Applications
CmoNSTI-G-F ACAACACGGAAATGGGTCCCATA
Gene cloning
CmoNSTI-G-R TTCATCACATACGTAAATATTTAATTAATTAATTAAAAACCTTG
CmoNSTI-C-F ACCCAAATGAGTATCTCCGTGAA
CDS cloning
CmoNSTI-C-R GACGACAGGGATGACGACAACTT
R-790-F ACCCAAATGAGTATCTCCGTGAA Real-time fluorescence
R-790-R TCTTGCGGAGGTAGTAGTGGAGG quantitative PCR
CmoActin-F
AAAGGCAGAGTATGATGAGTCTGG
CmoCh04G027660-F Internal reference gene
CmoActin-R for RT-qPCR
GTCTCGGCAACCAACTCCA
CmoCh04G027660-R
CsaV3_6G008900-QC1 CTGGCGAAAGGGGGATGTGCTGCAA
Target primers
CsaV3_6G008900-QC2 GCCATTTGTCTGCAGAATTG
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Supplementary table 2 Summary of representative bioinformatics online analysis platforms

Website Purpose
ProtParam(https://web.expasy.org/protparam) Physicochemical property prediction
ProtScate(https://web.expasy.org/protscale) Hydrophilic/hydrophobic prediction
TMHMM(https://services.healthtech.dtu.dk/service.php DeepTMHMM-1.0) Transmembrane domain prediction
SignalP 6.0 Server(https://services.healthtech.dtu.dk/services/SignalP-6.0/) Signal peptide prediction
Netphos3.1(https://services.healthtech.dtu.dk/services/NetPhos-3.1/) Phosphorylation site prediction
NCBI(https://www.ncbi.nlm.nih.gov/Structure/cdd/ wrpsb.cgi) Domain prediction

SOPMA (https://npsa.lyon.inserm.fr/cgi-bin/npsa_automat.pl
Secondary structure prediction

page=/NPSA/npsa_sopma.html)
SWISS-MODEL(https://swissmodel.expasy.org/) Tertiary structure prediction


https://services.healthtech.dtu.dk/services/SignalP-6.0/
https://services.healthtech.dtu.dk/services/NetPhos-3.1/

PlantCARE(https://bioinformatics.psb.ugent.be/webtools/plantcare/html/)

Analysis of cis-acting elements
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A: Transmembrane structure prediction of CmoNST1 protein; B: Transmembrane structure prediction of Cmonstl protein; C:

Hydrophilic and hydrophobic prediction of CmoNST1 protein; D: Hydrophilic and hydrophobic prediction of Cmonst1 protein
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Supplementary figure 1 Prediction of transmembrane structure, hydrophilic and hydrophobic in CmoNST1 and

Cmonstl proteins
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A: Prediction of signal peptide of CmoNST1 protein; B: Prediction of signal peptide of Cmonst! protein; C: Prediction of
phosphorylation sites of CmoNST1 protein; D: Prediction of phosphorylation sites of Cmonst! protein
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Supplementary figure 2 Prediction of signal peptide and hydrophobicity site in CmoNST1 and Cmonst1 proteins
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A: Conserved regions of CmoNST1; B:Conserved regions of Cmonstl; C: Predicted secondary structure of CmoNST1; D: Predicted
secondary structure of Cmonstl; E: Tertiary structure prediction of CmoNST1; F: Predicted tertiary structure of Cmonst1
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Supplementary figure 3 Prediction of the conserved regions, secondary and tertiary structures of CmoNST1 and

Cmonstl proteins



