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Color key NAM-DB AM-DB
Alphaproteobacteria Sphingomonas phingobacterium -Marinobacterium
Bartonella Sphingopyxis yanobacteria Marinomonas
Brevundimonas Sulfitobacter Prochlorococcus Morganella
Candidatus Micropelagos Thalassobaculum ynechococcus Oleiphilus
Candidatus Pelagibacter Thalassospira Deltaproteobacteria Photobacterium
Candidatus Puniceispirillum Yoonia Desulfovibrio -Porticoccus
Cohaesibacter cteroidetes Haptophyta Pseudoalteromonas
Devosia listipes Emiliania -Pseudomonas
Erythrobacter Bacteroides Gammaproteobacteria Shewanella
Mesorhizobium ~ Chryseobacterium Icanivorax Vibrio
Methyloceanibacter Flavobacterium Iteromonas Other (<1%)
Paracoccus Fluviicola Chromatocurvus
Roseobacter Formosa Halomonas
Roseovarius Polaribacter egionella

(a) Relative taxonomic composition at family level for each methodology. Values represent the proportion of proteins with identical taxonomy on total identified protein using TAX-DB, NAM-
DB, AM-DB or Comb-DB in both gel-free and gel-based approaches. The number of peptides detected for each protein was used as quantitative value. Taxa displaying a proportion < 1% were
gathered into “Other” category. (b) Venn diagrams showing the number of common and unique taxa identified at family level.



