
Supplementary Table 1. Examples of published proteogenomics studies for different 

organisms.  

Organism            Reference 

Pristionchus pacificus       1 

Arabidopsis        2, 3 

Deinococcus deserti        4, 5 

Drosophila melanogaster       6-8 

Zea mays         9 

Anopheles gambiae        10 

Mycobacterium tuberculosis       11, 12 

Mycobacterium leprae       13 

Saccharomyces cerevisiae       14, 15 

Candida glabrata        16 

M-smegmatis         17 

Toxoplasma gondii        18 

Stagonospora nodorum       19 

C. elegans         20 

Cryptococcus neoformans       21 

Spiroplasma melliferum       22 

Salmonella Typhimurium       23 

Blumeria graminis f. sp hordei. (fungal pathogen)    24-26 

Schizosaccharomyces pombe       27 

Planarian Schmidtea mediterranea (parasitic worm)    28 

Antarctic Archaeon Methanococcoides burtonii   29 

Leptospira interrogans serovar Lai      30 

Psychotria Leaf        31 

Apis mellifera L. (honey bee)      32 

Aspergillus flavus       33, 34 

Ruegeria pomeroyi        35 

Roseobacter (group of bacteria -comparative)    36 

Echinococcus granulosus       37 

Arhodomonas sp Strain Rozel      38 

Flavobacterium columnare (fish pathogen)     39 

Edwardsiella ictaluri        40 

Methanosarcina acetivorans       41 

Daphnia pulex and Daphnia longicephala    42 

Riftia pachyptila and Tevnia jerichonana     43 

Rice          44 

Porphyromonas gingivalis       45 

Mycoplasma mobile        46 

Anopheles gambiae        47, 48 

Pseudomonas fluorescens Pf0-1      49 

Escherichia coli        50 

Bradyrhizobium japonicum USDA110    51  

Channel catfish        52 



Acholeplasma laidlawii       53 

Acidiphilium cryptum JF-5       54 

Saccharopolyspora erythraea       55 

Bacillus anthracis        56 

Helicobacter pylori strain 26695     57 

Streptococcus pyogenes SF370      58 

Mycoplasma genitalium       59 

Leishmania donovani       60 

Yersinia pestis        61 

Streptococcus suis        62 

Streptococcus pneumoniae Virulent Phage Dp-1    63 

Roseobacter Denitrificans Och114      64 

Venturia pirina       65 

Nicotiana occidentalis       66 

Mycoplasma hyopneumoniae virulent strain 232   67 

Clostridium stercorarium DSM8532     68 

Dehalococcoides mccartyi strain CBDB1    69 

Methylobacterium extorquens AM1 (ME-AM1)   70 

Zebrafish         71 
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