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Problems & Ideas

* With the growing availability of pangenome graphs across,
statistical analyses of these large graphs become challenging.
Unlike simple script-based tasks on linear genomes, these
analyses require efficient algorithms to compute graph
metrics within a limited time and computing resources.

* |deas: Develop a tool that integrates the computation of key
graph-based statistics on a web server, offering pangenome
graph analysis in a timely manner.



Main Contributions

— Computing comprehensive statistics in three pangenome graph models ;

— Supporting the integration and comparison of multiple GFA files, which

* Contributions:
is necessary for evaluating graph-building algorithms;
— Providing Online Interaction;
— Enabling Offline Deployment.

GFA file

File size

# of segments

# of links

# of paths

# of single direction segment

# of bidirectional direction segment

Growth

The size of GFA files, measuring the compression efficiency of the graph.
‘The number of segments.

The number of links.

The number of paths within graphs, representing the number of haplotypes.
This means that segment A only exists as A- or A+.

This means that segment A only exists as A- and A+.

Esti how the pa Is as additional genome assemblies are added [1].

# of vertices
Vertex size
‘Total length

The number of vertices in the graph.

The distribution of the number of bases in vertex labels across the graph.

“Total number of bases in vertex labels across the graph.

A larger N50 indicates that the main path in the graph is longer, suggesting a higher
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Superbubbles ‘The number of superbubbles in the graph, representing polymorphisms [2].
Simple bubbles The number of simplebubbles in the graph.
Nested bubbles The distribution of bubble nesting depths in the graph [3].
Bubble chains distribution ‘The length distribution of bubble chains.




