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Figure 1 ELF3/ELF4 protein sequences alignment, conservation domain analysis of protein, molecular evolutionary tree and the
distance between four species

Note: A: ELF3 protein sequences alignment; B: Conservation domain analysis of ELF4 protein; C: ELF4 protein sequences
alignment; D: Molecular evolutionary tree of ELF3/ELF4 proteins; E: The distance of ELF3/ELF4 protein between four species



