Table S1: Predicted proteome data, presented as they appear in the conservation profiles. 
We considered a set of 99 completely or almost completely sequenced species representing a significant diversity: 27 eucaryotes, 19 archaeal and 53 bacterial species, totalling 541880 proteins. Species names, their corresponding total predicted ORF products and codes are listed below as appearing in the conservation profiles (Figure 1). Data were downloaded from species specific server when available or from the ncbi ftp server (ftp.ncbi.nih.gov/genomes/).

Eukarial predicted proteomes (27) totalling 344272 proteins: Saccharomyces cerevisiae (5829; [1]), Schizosaccharomyces pombe (4962; [2]), Neurospora crassa (10082; [3]), Candida albicans (6114; [4, 5]), Magnaporthe Grisea (11109; [6]), Fusarium Graminearum (11640; [7]), Aspergillus nidulans (9541; [8]),  Encephalitozoon cuniculi (1996; [9]), Caenorhabditis elegans (20844; [10]), Caenorhabditis briggsae (25111; [11]), Drosophila melanogaster (17878; [12]), Anopheles gambiae (16112; [13]), Arabidopsis thaliana (22671; [14]), Homo sapiens (27625, ncbi version available on March 2003; [15]), Mus musculus (28099; [16]), Rattus norvegicus (21205; [17]), Fugu rubripes (33609; [18]), Plasmodium falciparum (5334; [19]), Ciona intestinalis (15851; [20]), Aspergilus fumigatus (9746; TIGR: http://www.tigr.org/tdb/e2k1/afu1/), Ashbya gossypii (4718; [21]), Candida glabrata (5275; [22]), Yarrowia lipolytica (6666; [22]), Debaryomyces hansenii (6937; [22]), Kluyveromyces Lactis (5334; [22]), Kluyveromyces waltii (5214; [23]) and Cyanidioschyzon merolae (4772; [24]).

Archaeal predicted proteomes (19) totalling  42062 proteins: Methanococcus jannaschii ( 1773; [25]), Methanobacterium thermoautotrophicum (1871; [26]), Archaeoglobus fulgidus (2409; [27]), Pyrococcus horikoshii OT3 (2061; [28]), Pyrococcus abyssi (1765; [29]), Aeropyrum pernix K1 (1865, [30]), Thermoplasma acidophilum (1478; [31]), Thermoplasma volcanium (1526; [32]), Halobacterium sp. NRC-1 (2058; [33]), Sulfolobus solfataricus P2 (2977; [34]), Pyrococcus furiosis (2208; [35]), Sulfolobus tokodaii (2826; [36]), Pyrobaculum aerophilum (2605; [37]), Methanosarcina acetivorans (C2A) (4528; [38]), Methanopyrus kandleri AV19 (1687; [39]), Methanosarcina mazei strain Goe1 (3371; [40]), Methanococcoides burtonii (2676; [41]), Methanogenium frigidum (1815; [41]) and Nanoarchaeum equitans (563; [42]).

Bacterial predicted proteomes (53) totalling 155546 proteins: Haemophilus influenzae (1713; [43]), Mycoplasma genitalium (479; [44]), Mycoplasma pneumoniae (677; [45]), Synechocystis sp. (3168; [46]), Escherichia coli (4290; [47]), Helicobacter pylori (1577; [48]), Bacillus subtilis (4100; [49]), Bacillus halodurans (4066; [50]), Borrelia burgdorferi (1639; [51]), Aquifex aeolicus (1522; [52]), Mycobacterium tuberculosis H37R (3996; [53]), M. tuberculosis CDC 1551 (4203; [54]), Mycobacterium leprae (1604; [55]), Treponema pallidum (1031; [56]), Chlamydia trachomatis (877; [57]), Rickettsia prowazekii (837; [58]), Campylobacter jejuni (1634; [59]), Chlamydia pneumoniae (1052; [60]), Thermotoga maritima (1849; [61]), Deinococcus radiodurans (3117; [62]), Neisseria meningitidis (NM, 2081; [63]), Xylella fastidiosa (2830; [64]), Vibrio cholerae (3837; [65]), Pseudomonas aeruginosa (5570; [66]), Buchnera sp. (575; [67]), Listeria monocytogenes EGD-e (2846; [68]), Listeria innocua (2968; [68]), Salmonella Typhi (4395; [69]), Yersinia pestis (3895; [70]), Staphylococcus aureus Mu50 (2714; [71]), Staphylococcus aureus N315 (2594; [71]), Streptococcus pyogenes M1 (1696; [72]), Mesorhizobium loti (7275; [73]), Sinorhizobium meliloti (6205; [74]), Agrobacterium tumefaciens (5299; [75]), Mycobacterium Bovis ( 3953; [76]), Streptomyces coelicolor (7810; [77]), Ureaplasma urealyticum (614; [78]), Shigella flexneri (4068; [79]), Lactococcus lactis subsp. lactis (2321; [80]), Rickettsia conorii Malish 7 (1374; [81]), Caulobacter crescentus CB15 (3737; [82]), Nostoc sp. (5366; [83]), Thermosynechococcus elongatus BP-1 (2475; [84]), Thermoanaerobacter tengcongensis strain MB4T (2588; [85]), Candidatus Blochmannia floridanus (583; [86]), Prochlorococcus marinus subsp. marinus str. CCMP1375 (1882; [87]), Prochlorococcus marinus str. MIT 9313 (2265; [88]), Prochlorococcus marinus subsp. pastoris str. CCMP1378 (1712; [88]), Wolinella succinogenes (2044; [89]), Photorhabdus luminescens subsp. laumondii (4683; [90]), Vibrio parahaemolyticus RIMD 2210633 (4832; [91]) and Vibrio vulnificus YJ016 (VVYJ, 5028; [92]).
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