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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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What are the effects of migration into Germany on growth and
employment? Can immigrants close the skilled worker gap? Is Germany
an immigration country? The study develops an empirically founded
profile of changes in the economy and society in Germany until 2030. It
identifies skilled worker bottlenecks and offers recommendations for
ensuring a sufficient supply of workers. That includes the integration of
migrants, an expansion of the adult education system and a long-term,
forward-looking family policy on the basis of an improved compatibility
of family and work life. The study was commissioned by the Federal
Ministry of Labour and Social Affairs (Bundesministerium fur Arbeit und
Soziales).



