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Where could the membrane proteins be lost?

- Membrane proteins are not solubilized in urea.

- Precipitation at the application site of IEF:
  in the case of NEPHGE within the Sephadex layer

- Membrane proteins are rare proteins and below our
  analysis window.

- Membrane proteins are precipitated at their pI and
  do not move out of the  IEF gel into the SDS-PAGE gel.

- Membrane proteins are lost at surfaces.

- Membrane proteins are precipitated at the start region of
  IEF gel and appear as start line within the 2-DE gel.
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http://www.mpiib-berlin.mpg.de/2D-PAGE



http://webclu.bio.wzw.tum.de/prompt/
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Functional classification
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1http://www.ebi.ac.uk/ebisearch/search.ebi?t=Helicobacter+pylori+26695&db=proteinSequences&refine=transmembrane. 
This database contains 103 proteins with at least 1 transmembrane region in H. pylori 26695.
2http://pedant.gsf.de:3345/pedant3htmlview/pedant3view?Method=start_method&Db=p3_p233_Hel_pylor.
This database contains 331 proteins with at least 1 transmembrane region in H. pylori 26695.

Absolute and relative numbers of ORFs with transmembrane regions
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Examples of questions for the database

- With which technology can a special protein class best be analysed?

- With which technology can a special protein or even protein species
   optimally be analysed?

- With which combinations of technologies proteins of energy metabolism
  can optimally be analysed ?

- Check of the gene prediction: Are the unknown proteins by all of the
  separation techniques underrepresented?

- Which protein class is overrepresented in the startline or within the
  Sephadex layer?

- With which method most of the low Mr proteins are accessible?

- With which method basic proteins are optimally accessible?



Conclusion

-  Hypothesis confirmed: Membrane proteins are enriched
      in the urea-unsoluble protein fraction (pellet-fraction).

-  LC does not per se have an advantage to resolve membrane 
      proteins as compared with 2-DE (supprot has the same low 
      relative number of membrane proteins as 2-DE). The 100000g
      centrifugation step precipitates and therefore removes the 
      membrane proteins out of the sample.

-  After opening the data in the www, the scientific community will 
      be able to do with the accessible data their own data mining 
      at three different levels:

1.  Original data: 2-DE gels, MS spectra and peak lists
2.  Identification lists
3.  Prompt and functional classification data
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