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Appendix Table 1 Bioinformatics analysis software used in this article
A K Mtk Software and website address JjHE Function
| AR S HH
Calculation of protein physicochemical parameters
EHEIERSI NI
Prediction of protein signal peptides
U M S5 4 Jak
Prediction of transmembrane domains
RSN ] TR DAz Y
Analysis of protein subcellular localization
EHEEp b STl
Prediction of protein domains
JA B FIREAE TS5 i

Analysis of promoter cis-acting elements

Expasy-ProtParam
SignalP-5.0
TMHMM 2.0-DTU Health Tech-Bioinformatic Services
CELLO v.2.5: http://cello.life.nctu.edu.tw/
CDSearch: Navigate results

PlantCARE, a database of plant promoters and their cis-acting regulatory elements
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Appendix Table 2 Primer sequences used in this study

5|4 Primer ¥ %1 sequence/5°-3’ Fi% usage
GhUBQ7-F GAAGGCATTCCACCTGACCAAC RT-qPCR
GhUBQ7-R CTTGACCTTCTTCTTCTTGTGCTT RT-qPCR
q-F GATGCCGTTCCTCACTCCTCTG RT-qPCR
g-R GGCTTGCTACTTGTGTCGGAG RT-qPCR
VIGS-F CGGAATTCCCGACGATGCCGTTCCTCAC VIGS #H &4 VIGS vector construction
VIGS-R GGGGTACCGATTCTGAATTGGAACCGGCGG VIGS #H A& H % VIGS vector construction
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Appendix Table 3 Bioinformatics analysis of GAMYBIRI

HRITE
TEiE kR Mg A CPBKE (ERETIIN WA EAL  BRWT R A 5 N 25 ey 35K
FE Molecular
BAE amino Theoretical Average Signal Subcellular ~ Aliphatic ~ Transmembrane
Gene weight/
ORF/bp acid pl hydropathicity Peptide localization index domain
kDa

GhMYBIRI 933 310 33.9 9.26 -0.645 7t None Nuclear 67.29 Jt None



https://web.expasy.org/cgi-bin/protparam/protparam
https://services.healthtech.dtu.dk/cgi-bin/webface2.cgi?jobid=69E5A8BF001D8FC6DCB7C089&wait=20
https://services.healthtech.dtu.dk/services/TMHMM-2.0/
https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi
https://bioinformatics.psb.ugent.be/webtools/plantcare/html/
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Appendix Fig.1 Protein domain prediction of GhtMYBIR1
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