Meaning beyond means:

See gene-level responses like never before.

Paralogs: An R Package for Visualizing Differential Paralog Expression in
KEGG gene Pathways

Background: Paralogous genes often exhibit diverse functions and regulation. However, current KEGG pathway
visualization techniques merge these genes, missing individual responses'. The Paralogs R package introduced

here facilitates visualization of these unique expression patterns in context of broader pathway dynamics.

Result 1: Paralogs are everywhere; visualizing their Result 2: Facilitate quick insights into functional
changes produces novel biological insights. pathways of interest, or publication quality figures.
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Limitations: Paralogs has limited functionality, it is made for one job: visualizing paralogs. This tool requires an

internet connection to access the KEGG API. Lastly, large complex KEGG pathways are not supported at this time.

References

AC kn OWI ed ge m e n ts: T h iS m a te r.i a | iS ba Se d U po n WO rk S u p p O rte d by 1. ;(:sr;e:;ic;sha,, Zl\ilg(f)nsszo;??)(s) 2000. KEGG: kyoto encyclopedia of genes and genomes. Nucleic acids
. . . . 2. lbn-Salem, J., Muro, E.M. and Andrade-Navarro, M.A., 2017. Co-regulation of paralog genes in the
National Science Foundation Grant MCB-1941824. C.S. is supported e e e B0 ooty

. . . . . . d i I fatei lyploid ies. h, 15(10), pp. -1461.
by the University of Arkansas Distinguished Doctoral Fellowship. 4 Luo, W, and Brovwer, . 2013 pathviow: o R/Bioconductor package or pathway. boted data

integration and visualization. Bioinformatics, 29(14), pp.1830-1831.

Carson Stacy, Tara Stuecker, and Jeffrey Lewis

University of Arkansas. Department of Biological Sciences



https://app.diagrams.net/?page-id=d_akvrDkZ7rgfGnI-X92&scale=auto#G1Zu7Wqq_N2Nsa_KICriLZ-pguAoDQb7b6

