Exploring Time-Varying
Hypergraphs

Time-Varying Hypergraphs

The visual exploration of time-varying hypergraphs

poses two main challenges: o e o . ", e
(1) the complex hypergraph structure ¢ « PN s . P o e e
with edges connecting any number of nodes * o . * % o % .

(2) time-variance in all its aspects: ° . r ot 4 o
changes of structure and attribute values © ) * ¢ ) 6+ * ¢ ; ‘

We address both challenges in two steps, which leads to a

novel approach to visually explore time-varying hypergraphs. # 7YPergraph with nodes and hyperedges changing over time

Addressing Complex Structure and Time Variance in Two Steps

P s NN . ., 1st step

’.' ° T '.' " T “y e . co Transforming the hypergraph at each time point into a
N I “ < 3. ’ - . bipartite graph by generating one node for each hyperedge.
° & . ¢4 s 2 1 N & e 2 ) N 2ndstep

° o & e . i Do . Computing descriptive measures to summarize the

graph structure and its attribute values at each time point.
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A Visualization for Time-Varying Hypergraphs
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