
A NOTE ON SHARING WITH US!

Part of our mission is to share as much useful research as we can.

If you choose to share a protocol or other useful information with us after viewing this poster, 
please understand that we may act upon this knowledge and share it when we publish our work. 
We publish quickly on an independent platform, so this may happen soon after you share, and we 
cannot wait for you to publish elsewhere.

If you decide to share anyway, yay! That's what science is all about. If your input is useful, we will 
include you as a contributor to the publication and explain that your role was in providing "Critical 
Feedback," likely with an additional description of what you shared.

tl,dr — If you're not ready for everyone to know about something, please refrain from sharing it 
with us.
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This pipeline is a work in progress — we are actively building and adding features, and we’d love your feedback! 
We’re particularly interested in getting feedback on the following:

• Would this kind of pipeline be useful for your own work? 

• How could we make it more useful for you? 

• Do you have any recommendations for types of analyses or validation? 

Figure 6. Semantic analysis shows proteins sorted in agreement with existing annotations, but also that “actin” is
present in nearly every cluster. Bar graphs show top annotation string and word clouds show top annotation words. 

Cell motility

Cell shape

Specialized 
structures

Endocytosis 
and exocytosis

Cell division

Protein 
of interest

For more, read the full project narrative: https://tinyurl.com/arcadiaannotation

Figure 2. BLAST results for human actin (P60709). Typical comparative 
protein analyses start with identifying similar proteins via protein BLAST [1].

Figure 5. Closer look at clusters helps with hypothesis generation. The input protein resides in cluster 05. Cluster 14 is a 
group of fungal secondary actins with low conservation. Cluster 17 is a group of plant proteins with low conservation.

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]. 

Figure 4. ProteinCartography results for actin. A) Actin with binding contacts highlighted. B) The cross-cluster similarity matrix shows the mean TM-score of all structures in each 
cluster versus all other proteins in each other clusters. C) The resulting map of the actin family with various metadata and analysis result overlays. 
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