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Abstract CCF Registration to CCF Exploration Workflow CCF Registration User Interface (RUI)

The ultimate goal of the HIVE Mapping effort is to develop a common coordinate framework (CCF) for the healthy The RUI was designed for usage by experts that collect human tissue and need to document the tissue extraction
human body that supports the cataloguing of different types of individual cells within anatomical structures, Partonomy Knowledge Graph site. It requires about 5 minutes of training time and 2 minutes for each tissue registration. Currently, the RUI
understanding the function and relationships between those cell types, and modeling their individual and collective kidﬂk?wj N T supports gross anatomical tissue registration of tissue blocks. When biomolecular data becomes available, it will
function. In order to exploit human and machine intelligence, different visual interfaces are implemented in support cortexof [;EJHZV orma L/ be extended to support placement based on biomolecular markers and patterns.
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the vasculature as a coordinate system to map all cells in the human body. T l ~ .
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+ Collecting duct CC F O t I support cell position and cell type exploration. Semantic and spatial search, browsing, filtering, and details on
I"I O Ogy demand are supported.

Semantic zoom from whole human body, to organ, to functional tissue units (FTUs), to FTU sub-structures, to single-cell level.
The CCF Core Model has been defined as a formal ontology using Web Ontology Language 2 (OWL) to support

compatibility and interlinkage with other ontologies.
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