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A visualapproachto proteomics
Nickell S, Kofler C, LeisAP, BaumeisterW. A visualapproachto proteomics. 
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Negativestain EM-analysis

Purificationof T. acidophilumcomplexescapturedwith specificantibodies

Hubert A, Mitani Y, TamuraT, Boicu M, Nagy I. Protein complexpurificationfrom Thermoplasmaacidophilumusinga phagedisplay library. 

J Microbiol Methods. 2014;98:15-22.
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