Figure S4: Schematic representation of CIMS1L1 genomic structure, protein features,
and phylogenetic analysis with PHD-finger family proteins
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A Schematic representation of the CIMSIL1I genomic sequence characteristic.
B Schematic representation of the CIMS1L1 protein sequence characteristic.
C Multiple sequence alignment of CIMS1L1 and its homologous proteins from other plants. The
black lines indicate the nuclear localization signals and PHD conserved domains.
D Phylogenetic tree analysis of CIMS1L1 and its homologous proteins from other plants. Species
abbreviations: Cl, watermelon; Cm, melon; At, Arabidopsis; Gm, soybean; Md, Medicago; Os, rice;
Ta, wheat; Zm, maize; Sb, sorghum; Si, millet. Protein sequences from the species marked with the
red triangle were used for conserved sequence analysis in (C).
E Subcellular localization of CIMS1LI.

F Expression of CIMSILI in male floral buds at different developmental stages in WT plants and
clms 188 mutant plants. Data are means = SDs (n=3).



