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Supplementary Figure 1. A, B and C represent the chromosomal location of CLE gene on the
chromosomes of G.hirsutum, G.arboreum, and G. raimondii , respectively. Above each gray bar are the
names of chromosomes. The black line indicates the location of the corresponding gene. The vertical scale
on the left indicates the size of the chromosome, and the scale represents the Mega Base (MB). The gene
names correspond to Table 1-3.
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Supplementary Figure 2. Phylogenetic trees of CLEs among G.raimondii, G.arboreum,
and G.hirsutum were established using MEGA7 with the ML (Maximum likelihood) method.
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Supplementary Figure 3. Multiple sequence alignment of G.hirsutum, G.arboreum, and G.raimondii
CLE pre-propeptides was performed using the ClustalX program. The CLE domain contains 14 amino acids,
and the leucine-rich region in the signal peptide region is the most conserved in the whole pre-propeptide
family.
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Supplementary Figure 4.Gene structure and conserved motifs of seven groups in G.hirsutum,
G.arboreum, and G.raimondii were illustrated by GSDS 2.0 and MEME. In gene structure diagrams, green
boxes standed for exons; black lines for introns; yellow boxes for UTR. Five conserved motifs of each

group were identified. Different color boxes with number represented different motifs.



