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Comparative genomics

ldentifying orthologs - genes sharing an ancestor in different organisms’ - is vital

to WCAIR research from assigning functions to unknown proteins, and identifying

best candidates for crystallisation, to finding opportunities for pathogen hopping and
identifying potential compound off-target effects. Currently there are many tools available
for ortholog identification but all have various limitations including organism availability,
scalability, command-line knowledge and issues with divergence leading researchers to
use manual best-reciprocal BLAST, a highly time consuming and unscalable method.

To combat this, we have created the WOH, a website which automates manual best
reciprocal BLAST drastically reducing user time from months to minutes.

Figure 1: Orthologs have the same ancestor before speciation
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Figure 3: CompGen landing page

Users can upload and create their own custom organism databases. ldentify orthologs using
automated best reciprocal BLAST and validate their predictions through FastTree phylogenetic
analysis.
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Figure 5: Help section of the WOH

A: The WOH contains extensive help documentation including help guides covering all pages of the th e VP N

website as well as a step-by-step tutorial detailing how to obtain the data needed by the site and

performing a full comparative genomics analysis using the site and finally, a link to the batch_brb References: 1; Stamboulian et al. 2020, Bioinformatics, 36(Supplement_1):i219-i226, 2; Butterfield et al. 2021, In: de Pablos & Sotillo
manuscript, the software the site runs also detailing how to ana|yse 3 muItipIe sequence alignment eds, Parasite Genomics. Methods in Molecular Biology, NY, Humana, 41-63, 3; Altschul et al. 1997, Nucleic Acids Res, 25:3389-3402, 4;

Price et al. 2010, PLoS One, 5(3):€9490. Acknowledgements: We thank all involved in the project including the Data Protection Team,
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and phylogenetic tree - the outputs of the WOH. B: Example help guide.



