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List of articles to be used in week8: Literature Seminars 

Angela Relógio:  

Achim Kramer’s group: [1], [2], [3], [4] 

Fridolin Gross: [5], [6], [7], [8] 

Grigory Bordyugov: [9]   

Hanspeter Herzel: [10], [11], [12], [13] 

Christian Beck: [14] 

Matthias Selbach: [15] 

Nils Bluethgen’s group: [16], [17], [18], [19] 

Pål Westermark’s group: [20], [21], [22], [23], [24], [25] 

Uwe Ohler:  [26] 

Christoph Schmal: [27] 
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