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Image	  from:	  Metro-‐Goldwyn-‐Mayer	  Studios	  Inc.	  
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Average	  Fold	  (L-‐Free)	  

Average	  Fold	  (iTRAQ)	  

Nitrogen	  fixa*on	  related	  

Electron	  Transport	  

Intercellular	  nutrient	  transport	  

29.8%	  log-‐meanCV	  

11.5%	  log-‐meanCV	  
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•  Can	  quan*fy	  up	  to	  2	  orders	  of	  magnitude	  
•  Direc*on	  of	  change	  is	  fine	  so	  far	  
•  In	  our	  hands	  –	  robust	  and	  easy	  to	  use	  
•  Good	  mul*plexing….	  



•  iTRAQ	  is	  not	  a	  black	  box	  
•  There	  are	  some	  issues	  on	  isotopic	  
contamina*on	  that	  can	  be	  solved/minimised	  

•  Adjus*ng	  instrument	  parameters	  can	  improve	  
accuracy,	  but	  with	  a	  trade-‐off	  

•  The	  are	  some	  ‘ugly’	  problems	  to	  solve	  –	  esp	  
mixed	  MS/MS	  (and	  probably	  others)	  
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