INPUT & INITIAL SETTING

Phylogenetic profile: Multi-FASTA,
OrthoXML or tab-delimited format,
optionally integrated with two
additional information layers such as
domain structure similarity,
taxonomy distance, etc.

Protein domain architectures
(optional): tab-delimited text.
Protein sequences (optional): FASTA
format.

Level of taxonomic resolution:
species, genus, family, etc.

PHYLOGENETIC PROFILE

DISTRIBUTION ANALYSIS
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PAIRWISE PROTEIN COMPARISON
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