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Figure S1. Relative abundance of the proteins identified from each proteomic dataset of the pollen
coat from Arabidopsis thaliana. Relative abundance was estimated based on the percentage of peptide
area in each dataset (Table 54).
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Figure S2. Gene ontology (GO) enrichment of the Arabidopsis thaliana pollen coat proteome. The arrows indicate the hierarchy of the
categories: terms of the most specific subclasses are shown without arrow, followed by the parent terms shown below indicated with
arrow. Numbers beside bars demonstrate the Fold Enrichment of GO terms over the expected. Fold numbers >1 indicate overrepre-
sented categories. Fold numbers <1 are underrepresented categories. Only the categories with p-values < 0.05 (determined by Fisher’s
exact test) are shown.
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Figure S3. Gene ontology (GO) enrichment of putative orthologs in Arabidopsis thaliana of the Ara-
bidopsis lyrata pollen coat proteome. The arrows indicate the hierarchy of the categories: terms of the
most specific subclasses are shown without arrow, followed by the parent terms shown below indi-
cated with arrow. Numbers beside bars demonstrate the Fold Enrichment of GO terms over the
expected. Fold numbers > 1 indicate overrepresented categories. Fold numbers < 1 are underrepre-
sented categories. Only the categories with p-values < 0.05 (determined by Fisher’s exact test) are
shown.
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Figure S4. Gene ontology (GO) enrichment of putative orthologs in Arabidopsis thaliana of the Bras-
sica oleracea pollen coat proteome. The arrows indicate the hierarchy of the categories: terms of the
most specific subclasses are shown without arrow, followed by the parent terms shown below indi-
cated with arrow. Numbers beside bars demonstrate the Fold Enrichment of GO terms over the
expected. Fold numbers > 1 indicate overrepresented categories. Only the categories with p-values
<0.05 (determined by Fisher’s exact test) are shown.



