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Identification and functional elucidation of orphan receptor binding ligands
using non-negative tensor decomposition
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The basic technology of this study, scTensor, a method for detecting
cell-cell interactions (CCI) and identifying receptor-ligand pairs in one-cell RNA-Seq data using
non-negative tensor decomposition, was subjected to comprehensive comparison with similar methods
and submission for publication. The data preparation was also completed to create a list of orphan
receptors. In the future, we plan to use these methods to construct a system that enumerates
candidate ligands that bind to orphan receptor pairs.
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