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While the field of clusters and nano-structures in the physical sciences
has been actively pursued only over the past two decades, nature has
known the benefits of the nanoscale for a very long time. The focus of
the International Symposium on Clusters and Nano-Assemblies:

Physical and Biological Systems was to explore ways in which an
understanding of the unique properties of hano-scale biological

systems such as proteins, enzyme reactions, RNA, and DNA can help us
design novel materials composed of inorganic nano-scale systems, and
how techniques developed in the physical sciences can lead t
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Sommario/riassunto The definitive introduction to data analysis in quantitative proteomics
This book provides all the necessary knowledge about mass
spectrometry based proteomics methods and computational and
statistical approaches to pursue the planning, design and analysis of
quantitative proteomics experiments. The author's carefully
constructed approach allows readers to easily make the transition into
the field of quantitative proteomics. Through detailed descriptions of
wet-lab methods, computational approaches and statistical tools, this
book covers the full scope of a quantitative experim
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