Supplementary Materials: Proteomic analyses of the unexplored sea anemone Bunodactis verrucosa
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[bookmark: _Hlk496518787]Figure S1. Two-dimensional gel electrophoresis of insoluble fraction (IF) from Bunodactis verrucosa. The first dimension was carried out on 17 cm, pH 3-10 IEF gel strips and the second dimension on 12% SDS-PAGE gels. Gels were stained with colloidal Coomassie blue G-250. Spots selected for MALDI-TOF/TOF mass spectrometry analyses are indicated with numbers.

Graph S1. Combined Graph obtained for GO Distribution by Level (2). Details of GO annotation and protein accession number obtained by the Blast2Go software. The functional annotation based on the three major GO categories can be found as follow: Biological Process (BP), Molecular function (MF) and Cellular Process (CC).

[bookmark: _Hlk496091679]Table S1. Proteins identified against custom cnidarians databases. Maxquant output file containing all the proteins retrieved from custom cnidarians databases. Could be found as a summary of the analysis and details of the group of protein identified with its corresponding peptide evidences. For better comprehension of the concepts employed in this work, was also attached a helpful file provided by MaxQuant team.
[bookmark: _Hlk496522583]Table S2. Proteins identified as potential toxins. Maxquant output file containing the proteins identified as potential toxin retrieved from the manually reviewed venom proteins and toxins database, from the animal toxin annotation project of the UniProtKB/Swiss-Prot protein knowledgebase. Herein, was included a summary of the analysis and details of the group of protein identified with its corresponding peptide evidences.
[bookmark: _Hlk496522807]Table S3. Details of GO annotation and the corresponding accession number of the proteins obtained with the Balst2Go software. Here is included the number of sequences (#Seqs) associated with each GO terms with its corresponding accession number, according to the three major categories: Biological Process (BP), Molecular Function (MF) and Cellular Component (CC). Plot of robust.
[bookmark: _Hlk496522848][bookmark: _GoBack]Table S4. Details of the Kyoto Encyclopedia of Genes and Genomes (KEGG) analyses obtained with the Balst2Go software. Table contains the number of enzyme involved in each pathway (#Enzs in Pathway), the number of sequences identified for each enzyme (#Seqs of Enzyme) and its corresponding accession number.
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