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Appendix The predicted structure of the GhSERK1 protein. A, B, prediction of the signal peptide according to

the GhSERK1 protein sequence. Signal peptide: 1-28aa. C, prediction of transmembrane structure according to the

GhSERK1 protein sequence. Outside: 1-241aa; TM helix: 242-264aa; Inside: 265-627aa.



