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Figure S2 | Structure-based multiple sequence alignment of the subdomains in
GhDSC1 to known TIR-NBS-LRR proteins. The secondary structure assignments
of the known TIR-NBS-LRR proteins are underlined. Conserved residues are marked
by asterisks. N. glutinosa NgN (Genebank ID: AAA50763.1), and A. thaliana AtRPP5

(Genebank ID: AAF08790.1).



