A  Functional categorization by loci: Go cellular component N=50 B Functional categorization by annotation: Go Molecular function
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Fig. S9. Classification of different proteins identified in a yeast two hybrid screen that putatively interact with AtRPL10A. (A) Categorization

of genes based on cellular component distribution and (B) Molecular function using Panther analysis (http://pantherdb.org). The detailed list

is presented in Table S2


http://pantherdb.org/



