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In this study, we created a web application named open iPAT to explore the
relationship of plasmids in a bird"s-eye view by using network analysis techniques by utilizing the
fact that related plasmids share genes of the same origin. The open i1PAT enabled not only to display

related plasmids registered in the public database on the network diagram, but also to display the
list of drug resistance genes, incompatibility typing, collected countries, hosts, collection year,
etc. In addition, we implemented a function to graphically display the results by pangenomic
gnaIY?is and core genome analysis, making it possible to analyze the relationship of plasmids in
etail.
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inter Plasmid Analyzing Tool (open iPAT)
https://gph.niid.go.jp/cgi-bin/ipat/ind
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TGS-TB

https://gph.niid.go. jp/tgs-th/

VirusTAP
https://gph.niid.go.jp/cgi-bin/virustap
/index.cgi

DGV: Dengue Genographic Viewer
https://gph.niid.go.jp/genepid-j/dgv
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