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Chapter 4 

COMICS: Cartoon Visualization of Omics 
Data in Spatial Context Using Anatomical 
Ontologies 
Dmitrii Travin1,*, Iaroslav Popov1,*, Arzu Tugce Guler2, Dmitry 
Medvedev1, Suzanne van der Plas-Duivesteijn2, Monica Varela3, Iris 
C. R. M. Kolder3, Annemarie H. Meijer3, Herman P. Spaink3, Magnus 
Palmblad2 



Abstract 

the R packages “maps” and “maptools” to visualize and interact with molec



Introduction 

Ontologies 

generated using any “electrospray ionization” (CV term ID “MS:100 ”) technique 

as having been acquired with “ oelectrospray” (MS:1000397) and others as being 
derived from a “nanoelectrospray” (MS:1000398) experiment, how does t
know these all qualify as “electrospray ionization” mass spectrometry datasets? This 

ontology. In this case, both the specific “microelectrospray” and “nanoelectros ” 
have a direct “is a” relationship with the more general or parent “electrospray 
ionization”. One can therefore reason that they a ll “electrospray ionization” 
datasets, and hence compatible for this researcher’s defined purpose.
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C. elegans

general vertebrate “Uber anatomy” ontology (UBERON)

Anatomical visualization 

87 paper “Why a Diagram is (Sometimes) Worth Ten Thousand 
Words”

computational more 

indexing 



Methods 
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Figure 4.1. 

provided data for “fin”, which is then propagated to the five distinct fin

ser’
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Figure 4.2. 
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Figure 4.3. 
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Figure 4.4. (a)
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Conclusions 
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