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Statistical Test
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- P.88

Multiple Test Correction

Control FWER with Hochberg's step-up and Holm's step-down

No correction

Control FDR with standard Benjamini-Hochberg procedure

Control FWER with Hochberg's step-up and Holm's step-down

ZERERDE—IBERICHINT SHIE

FDR: (False Discovery Rate)

BH%

FWER: Family Wise Error Rate
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REYZ1T7IVDAppendix

* Appendix A. Computation of protein and peptide FDR in Scaffold DDA

» Appendix B.Rolling Up Intensity Values

* Appendix C. Shared Evidence Clustering Algorithm

* Appendix D. Distance Based Clustering

« Appendix E. Weighted Spectrum counts

* Appendix F. Terminology

« Appendix G. Heat map clustering

* Appendix H. Techniques to Control the Family-wise Error Rate

* Appendix I. Using Principal Component Analysis in Scaffold DDA
* Appendix J. How PCA is Performed in Scaffold DDA

* Appendix K. Description of Mouse Right Click Context Menu Commands
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