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Figure S1. Average classification performance of rank-specific classifiers on 200 bp query fragments using a leave-one-out evaluation framework. 

Fragments were considered correctly classified if they were assigned to the species (S), genus (G), family (F), order (O), class (C), phylum (P), or 

domain (D) of their source genome. 



 
Figure S2. Average classification performance of rank-specific classifiers on 400 bp query fragments using a leave-one-out evaluation framework. 

Fragments were considered correctly classified if they were assigned to the species (S), genus (G), family (F), order (O), class (C), phylum (P), or 

domain (D) of their source genome. 



 
Figure S3. Average classification performance of rank-specific classifiers on 1000 bp query fragments using a leave-one-out evaluation framework. 

Fragments were considered correctly classified if they were assigned to the species (S), genus (G), family (F), order (O), class (C), phylum (P), or 

domain (D) of their source genome. 



 
Figure S4. Absolute classification performance of rank-specific classifiers over all 200 bp query fragments using a leave-one-out evaluation 

framework. Fragments were considered correctly classified if they were assigned to the species (S), genus (G), family (F), order (O), class (C), 

phylum (P), or domain (D) of their source genome. 



 
Figure S5. Absolute classification performance of rank-specific classifiers over all 400 bp query fragments using a leave-one-out evaluation 

framework. Fragments were considered correctly classified if they were assigned to the species (S), genus (G), family (F), order (O), class (C), 

phylum (P), or domain (D) of their source genome. 



 
Figure S6. Absolute classification performance of rank-specific classifiers over all 1000 bp query fragments using a leave-one-out evaluation 

framework. Fragments were considered correctly classified if they were assigned to the species (S), genus (G), family (F), order (O), class (C), 

phylum (P), or domain (D) of their source genome. 


