ProteinCartography: Mapping the functional landscape of proteins across biology
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Figure 3. Overview of ProteinCartography. The pipeline searches for similar proteins using structure and function searches [1,3]. It then compares the structure of every hit to every
other structure to create an all-v-all similarity matrix of structural similarity scores. It uses this matrix to cluster proteins and create interactive maps with metadata overlays [2.5,6].
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) group of fungal secondary actins with low conservation. Cluster 17 is a group of plant proteins with low conservation.
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