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2018'd 2E 22% (RR2¢Y)
9:00 | Coffee & Tea
9:30 | Brief introduction by Prof. Paik Young-Ki
10:00 | [Lecture 1] Introduction to proteomics and 2DE experiments
11:00 | [Lab 1] 2DE sample lysis, 1D pH focusing (IEF) and 2D Gel casting
14
12:30 | Lunch
13:30 | [Lab 2] 2D image capture and spot selection
14:30 | [Lecture 2, Lab 3] In-gel digestion and protein identification
16:30 | [Lecture 3] Basic aspects of LC-MS applied to proteomics and application
18:00 | End
2018'd 28 23 (3 2Y)
9:00 | Coffee & Tea
9:30 [Lecture 4] Application of fluorescence 2DE (2D-DIGE)
11:00 | [Lab 4] 2D Image analysis
22 12:30 | Lunch
13:30 | [Lecture 5] Database search tips on PMF and proteome informatics
14:30 | [Lab 5] Practice of MS data and DB search
15:30 | [Lecture 6] Utilization of 2DE data and direction of proteomics study

17:00

End
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