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Software:

▪ Java 11.0 Maven

▪ Apache Ant

▪ Cytoscape 3.9

▪ Any IDE that supports Java

Version Control:

▪ GitHub

▪ Cytoscape is a bioinformatics software that 

allows researchers to graph networks and 

interact with them by using built-in and third-

party plugins to add functionality to the 

program.

▪ The focus of the project is to expand on the 

algorithms implemented in the CyFinder plugin, 

as well as fixing bugs, UI, and edge-case errors 

to improve the overall functionality of the plugin.

▪ Partial contribution to the logic behind 

the random walker function of the 

Infomap Algorithm.

▪ Partial contribution to research 

regarding the map equation and its 

associated functions.
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▪ The current system design of the CyFinder

plugin allows a user to run several algorithms 

on imported networks either within the 

Cytoscape interface or the CLI of the 

SubgraphFinder module. 

▪ Through the duration of the project, two new 

classes with various functionalities—

InfomapAlgorithm and MapEquation—were 

implemented.

▪ Java 11.0 - The language used for the project.

▪ Apache Ant – Responsible for building the 

module that contains the logic for CyFinder.

▪ Cytoscape 3.9 - The tool used to present the 

biological networks. 

▪ Github - The site used for hosting the project.

A community graph (above) and its 

representation in the Infomap class (below) 


