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Supplementary Figures
[bookmark: _GoBack]Legends of supplementary figures
Supplementary Figure 1. Parameter setting and an example output of hierarchical clustering. (a) Simple mode. (b) Advanced mode. (c) An example output.
Supplementary Figure 2. Parameter setting (left) and the example output (right) of K-means clustering.
Supplementary Figure 3. Parameter setting (left) and the example outputs (right) of PCA in 2D.
Supplementary Figure 4. Parameter setting (left) and the example outputs (right) of PCA in 3D.
Supplementary Figure 5. Parameter setting and the example output of volcano plot. (a) Parameter setting for volcano plot. (b) Illustration of the interactivity in volcano plot in which data can be searched using user-defined keys and the retrieved results will be highlighted.
Supplementary Figure 6. Multi-level representation of quantitative data in PANDA-view. (a) GUI for uploading data. When loading the results of PANDA, the file types (Protein/Peptide/Peptide ion quantification results) will be automatically recognized. (b) Illustration of a multi-level representation of quantitative data: protein list  peptide list  peptide ion list  XIC view.
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Supplementary Figure 1. Parameter setting and an example output of hierarchical clustering. (a) Simple mode. (b) Advanced mode. (c) An example output.
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Supplementary Figure 2. Parameter setting (left) and the example output (right) of K-means clustering.
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Supplementary Figure 3. Parameter setting (left) and the example outputs (right) of PCA in 2D.
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Supplementary Figure 4. Parameter setting (left) and the example outputs (right) of PCA in 3D.
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Supplementary Figure 5. Parameter setting and the example output of volcano plot. (a) Parameter setting for volcano plot. (b) Illustration of the interactivity in volcano plot in which data can be searched using user-defined keys and the retrieved results will be highlighted.
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Supplementary Figure 6. Multi-level representation of quantitative data in PANDA-view. (a) GUI for uploading data. When loading the results of PANDA, the file types (Protein/Peptide/Peptide ion quantification results) will be automatically recognized. (b) Illustration of a multi-level representation of quantitative data: protein list  peptide list  peptide ion list  XIC view.
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