Figure S1. The intraspecific collinearity relationships of maize eight profilin (PRF) genes. Segmental
duplicated gene pairs were represented by blue lines between chromosomes.
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Figure S2. The interspecific collinearity relationships of profilin (PRF) genes in Arabidopsis thaliana, Brassica
juncea, Gossypium hirsutum, Glycine max, Oryza sativa, Sorghum bicolor, Triticum aestivum, and Zea amys. The
collinear blocks were shown by red lines.



Cellular ponent di bly . BP
Actin filament depolymerization
Protein-containing complex disassembly .CC
Cellular protein complex disassembly
Protein depolymerization . MF
Macromolecule metabolic process
Protein localization
Negative regulation of organelle organization
Negative regulation of actin filament polymerization
Negative regulation of protein complex assembly
Negative regulation of protein polymerization
Macromolecule localization
Cellular protein localization
Negative regulation of biological process
Negative regulation of cellular process
Negative regulation of cellular p t organizati
Localization
Negative regulation of cytoskeleton organization
Cellular localization
Cellular macromolecule localization
Negative regulation of supramolecular fiber organization
Gene expression
Response to stimulus
Metabolic process
Cell morphogenesis
RNA localization
RNA export from nucleus
mRNA export from nucleus
Nucleus
Membrane-bounded organelle
Intracellular membrane-bounded organelle
Cell cortex
Cell periphery
Cytoplasmic region
Nuclear part
Catalytic complex
Cation binding
Metal ion binding
lon binding
Nucleic acid binding

GO term

I T 1 T T T T Ll T T T I
0.00 0.05 0.10 0.15 0.20 0.25 0.30 0.35 0.40 0.45 0.50 0.55
~Log10 (P value)

Figure S3. The 40 top gene ontology (GO) enrichment analysis of 45 proteins, including biological process
(BP), cellular component (CC), and molecular function (MF).



