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Abstract: OrthoQuery Architecture

The abundance of transcriptomic resources for non-model organisms has enabled researchers
to study comparative genomics on a larger scale. Generation of orthologous gene families facilitates
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from external databases hosting resources that are not associated with a reference genome. Furthermore,
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Ga|aXY FTP Orthofinder is developed for comparative genomic analysis using orthogroups. Users can discover novel orthogroups (i.e. gene families) by uploading a transcriptome or a
proteome and selecting species in the TreeGenes database for a comparative genomics analysis. Otherwise, users can upload a small set of protein sequences and
determine which gene families these sequences belong by selecting species that reside in TreeGenes
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Sequences in a proctecme will be directly sent to OrthoFinder for analyses.
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Seqguence Similarity Search Prcgram * Method of aligning protein sequences
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Inflaticn Parameter * Inflation parameter used tc create orthogroups
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