
Results with PCA clustering

Figure 1: Clustering (PCA) of base methods into 3 views (clusters) for the SynTReN E. coli dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 2: Clustering (PCA) of base methods into 4 views (clusters) for the SynTReN E. coli dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 3: Clustering (PCA) of base methods into 5 views (clusters) for the SynTReN E. coli dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 4: Clustering (PCA) of base methods into 3 views (clusters) for the SynTReN Yeast dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 5: Clustering (PCA) of base methods into 4 views (clusters) for the SynTReN Yeast dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 6: Clustering (PCA) of base methods into 5 views (clusters) for the SynTReN Yeast dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 7: Clustering (PCA) of base methods for the DREAM5 datasets into 3, 4 and 5 views (clusters). The number (and the corresponding color) in a cell identifies
the cluster to which a base method is assigned.
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Results with K-means clustering

Figure 8: Clustering (K-means) of base methods into 3 views (clusters) for the SynTReN E. coli dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 9: Clustering (K-means) of base methods into 4 views (clusters) for the SynTReN E. coli dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 10: Clustering (K-means) of base methods into 5 views (clusters) for the SynTReN E. coli dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 11: Clustering (K-means) of base methods into 3 views (clusters) for the SynTReN Yeast dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 12: Clustering (K-means) of base methods into 4 views (clusters) for the SynTReN Yeast dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 13: Clustering (K-means) of base methods into 5 views (clusters) for the SynTReN Yeast dataset with 100 nodes and noise level 0.0. Each base method is a
combination of a distance measure and a scoring scheme (cf. Supplementary File 1). The number (and the corresponding color) in a cell identifies the cluster to which
a base method is assigned. Empty cells indicate that the corresponding base method has not been associated with any cluster. This can happen if the base method
returns no interactions.
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Figure 14: Clustering (K-means) of base methods for the DREAM5 datasets into 3, 4 and 5 views (clusters). The number (and the corresponding color) in a cell
identifies the cluster to which a base method is assigned.
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