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Jérôme Wojcik and Alexandre Hamburger

16.1 Introduction 346
16.2 Proteomic informatics 347
16.3 Experimental workflow: classical proteomics 347
16.4 Protein interaction networks 351
16.5 Building protein interaction networks 354
16.6 False negatives and false positives 354
16.7 Analysing interaction networks 355
16.8 Cell pathways 356
16.9 Prediction of protein networks 359
16.10 Assessment and validation of predictions 363
16.11 Exploiting protein networks 366
16.12 Deducing prediction rules from networks 367
16.13 Conclusion 368
Acknowledgements 369
References 369

Chapter 17 Concluding Remarks: Final Thoughts and Future Trends 373
Michael R. Barnes and Ian C. Gray

17.1 How many genes? 374
17.2 Mapping the genome and gaining a view of the full depth of human

variation 375
17.3 Holistic analysis of complex traits 376
17.4 A final word on bioinformatics 376
Acknowledgements 376
References 376

Appendix I 379

Appendix II 381

Glossary 387

Index 391

TE
AM
FL
Y

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Team-Fly® 




