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1. Main Text 
High-throughput  single-cell  sequencing  enables  precise  reconstruction  of  cell  state  differentiation  pathways.  Existing
visualization approaches are constrained mainly to two-dimensional embeddings,  which fail  to  capture the complexity of
branched or multipartite transition topologies. Cell Journey is an open-source tool that overcomes this limitation. The software
allows for interactive exploration and analysis of single-cell trajectories.

2. Methods and results

Fig. 1. A part of the interface of the Cell Journey. The software has a main window on the right and a drop-down panel on the left.
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