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Supplementary Figure S1. Phylogenetic analysis, conserved motifs, conserved



domains, cis-acting regulatory elements in promoters, and gene structure of subfamily
IX in the CCCH genes.(A) Phylogenetic tree was analyzed by MEGAT1, conserved
motif by MEME and conserved domain by NCBI conserved domains database (CDD).
(B) cis-elements in promoter by Plant Care and gene structure by TBtools. Visualized

by TBtools.
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Supplementary Figure S2. Sequence analysis of subfamily IX in pitaya and
Arabidopsis. Amino acid sequence alignment of the zinc finger motifs (A) and ankyrin

repeat (ANK) domains (B) in the subfamily IX.



