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Figure 5 Mayr et al 
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Table	
  1.	
  Comparison	
  of	
  Proteomics	
  Methods
Abbr. Full	
  name	
  and	
  explanation Advantages Disadvantages
DIGE Difference	
  gel	
  electrophoresis	
   Quantitation	
  at	
  the	
  protein	
  level Low	
  sensitivity

Visualisation	
  of	
  posttranslational	
  modifications	
  and	
  protein	
  isoforms Only	
  the	
  differentially	
  expressed	
  proteins	
  tend	
  to	
  be	
  identified	
  by	
  MS/MS
Good	
  quantitative	
  accuracy Proteins	
  with	
  very	
  high	
  or	
  low	
  pI	
  or	
  MW	
  are	
  not	
  resolved	
  on	
  the	
  gel

gel-­‐LC-­‐MS/MS Separation	
  by	
  SDS-­‐PAGE	
  before	
  LC-­‐MS/MS	
  analysis Ease	
  of	
  use Prefractionation	
  increases	
  time	
  requirements	
  for	
  MS/MS	
  analysis
Prefractionation	
  before	
  LC-­‐MS/MS	
  anlaysis	
  increases	
  sensitivity Poor	
  quantitative	
  accuracy	
  in	
  complex	
  mixtures	
  without	
  peptide	
  labeling	
  
"Laddering"	
  as	
  indication	
  of	
  proteolytic	
  degradation Proteins	
  with	
  very	
  high	
  or	
  low	
  MW	
  are	
  not	
  resolved	
  on	
  the	
  gel

SILAC Stable	
  isotope	
  labelling	
  with	
  amino	
  acids	
  in	
  cell	
  culture Minimal	
  experimental	
  variation Quantitation	
  the	
  peptide	
  level
Excellent	
  quantitative	
  accuracy Not	
  suitable	
  for	
  cells	
  that	
  do	
  not	
  proliferate	
  in	
  culture,	
  i.e.	
  cardiomyocytes
Ease	
  of	
  use	
  for	
  cells	
  in	
  culture	
  that	
  proliferate	
  and	
  tolerate	
  filtered	
  serum	
  supplements Metabolic	
  labeling	
  of	
  animals	
  is	
  expensive

iTRAQ,	
  TMT-­‐tags Isotopic	
  labeling	
  of	
  peptides Good	
  quantiative	
  accuracy Quantitation	
  the	
  peptide	
  level
Can	
  be	
  used	
  with	
  tissues	
  as	
  well	
  as	
  cell	
  cultures Mixed	
  MS/MS	
  spectra	
  will	
  contain	
  reporter	
  ions	
  from	
  different	
  peptides
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Table 2. Differential Expression Methods
Abbr. Name Reference

NSAF Normalized Spectral Abundance Factor Zybailov et al. 

PLGEM Power Law Global Error Method Pavelka et al. 

SIN Normalized Spectral Index Griffin et al. 

SpI Spectral Index Fu et al. 

Qspec Qspec Choi et al. 

Hybrid Hybrid‐base approach Wang et al. 

 at K
ing's C

ollege L
ondon - Journals D

ept on January 7, 2013
http://cardiovascres.oxfordjournals.org/

D
ow

nloaded from
 

http://cardiovascres.oxfordjournals.org/


Table 3. Functional Annotation Databases
Abbr. Name Website

BBID Biological Biochemical Image Database http://bbid.grc.nia.nih.gov/

BioCarta BioCarta Pathways http://www.biocarta.com/genes/index.asp

GO Gene Ontology http://www.geneontology.org/

KEGG Kyoto Encyclopedia of Genes and Genomes http://www.genome.jp/kegg/

NCBI BioSystems NCBI BIoSystems Database http://www.ncbi.nlm.nih.gov/biosystems

OMIM Online Mendelian Inheritane in Man http://omim.org/

PANTHER Protein ANalysis THrough Evolutionary Relationshiphttp://www.pantherdb.org/

PID NCI‐Pathway Interaction Database http://pid.nci.nih.gov/

Reactome Reactome http://www.reactome.org/

WikiPathways WikiPathways http://www.wikipathways.org/index.php/WikiPa

 at King's College London - Journals Dept on January 7, 2013 http://cardiovascres.oxfordjournals.org/ Downloaded from 

http://cardiovascres.oxfordjournals.org/

