[APPLICATION SOLUTIONS FOR PROTEOMICS |

INTRODUCTION
Proteomics research is increasingly important in facilitating our understanding of systems-level cellular behavior.

Understanding global patterns of protein content and activity, and the complexities of protein-protein interactions will be critical for developing the most

effective diagnostic techniques and disease treatments in the future.

In this compilation, we highlight a variety of Waters application solutions that address the unique challenges of proteomic research in five key areas:
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