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Figure S1: Mitochondrial localization motifs 

(A) P-value heatmap of motifs enriched in mitochondrial-localized proteins. Columns correspond to 
classes of proteins and rows correspond to predicted motifs. The yellow/blue color-map indicates 
over/under-representation of a motif in a given group. (B) Position bias of a mitochondrial motif corre-
sponding to the “RxxS” consensus sequence for the N-terminal mitochondrial signal peptide cleavage 
site. A histogram of normalized motif positions in mitochondrial proteins ("Enriched") reveals that the motif 
is highly enriched in the N-terminus relative to background (non-mitochondrial proteins, "Other"). 


