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Methods - Representative nucleotide sequences (usually Ixodes, scorpion for 9 SCORP matrices where Ixodes was unavailable) for four separate matrices (SCORP, TICKFAST, TICKMED, TICKSLOW) were imported into Blast2GO V.2.5.0 (http://www.blast2go.com [72]) for bioinformatic functional annotation. Sequences were compared to the NCBI nr database using blastx and QBlast (max e value 1e-15), saving a single best hit per query. Four default mappings were run on Blast results, and these mappings were subsequently annotated using default settings. A reduced set of gene ontology (GO) terms was produced using GOSlim, using the generic GOSlim online database. Directed acyclic graphs were produced using default settings for both biological process and molecular function [1].

Results - Although there is variation in the relative proportion of GO terms among matrices, all matrices share the same set of common GO terms. Shared molecular function annotations include binding (nucleic acid, protein and nucleotide binding), catalytic activity (hydrolase and transferase), and structural molecule activity. Shared biological process annotations include metabolic process (biosynthetic, cellular metabolic, macromolecule metabolic, etc), biological regulation, and localization. 
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