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Figure S1. Sequence alignment of Arabidopsis AtBAK1l with G. raimondii SERK 10025423 and
10005636. The amino acid sequences were used for the alignment. The sequences squared in blue are LRR
domain and the sequences squared in red conserved are transmembrane and juxtamembrane domains. The
alignment was performed using Multalin website (http://multalin.toulouse.inra.fr/multalin/) with a hierarchical
clustering approach.
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Figure S2. Sequence alignment (A) and
phylogenetic analysis (B) of Arabidopsis SERK
(AtSERK) and G. hirsutum SERK (GhSERK)
family members. The amino acid sequences were

used for the alignment. The alignment was
performed using Multalin website
(http://multalin.toulouse.inra.fr/multalin/)  with a
hierarchical clustering approach, and the
phylogenetic tree was constructed using
CLUSTALW and rooted phylogenetic tree

(http://www.genome.jp/tools/clustalw/). AEA76434.1
was originally named as GhSERK2. The nucleotide
sequence in pTRV2-BAK1 vector corresponds to
the residues that are underlined in yellow (A), which
are almost identical between GhBAK1.1 and
GhBAK1.2.
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