
This relationship will be summarized by the implication score “2-3,” which gives the 
number of sources followed by the number of groups which support this gene model. 
Each time the same pairwise model of genes is found in another source, the left-hand 
index of the implication score for that pairwise model increases by one; each time it is 
found in another group from the same source, the right-hand index increases by one. 
Biofilter will next break down the gene-gene models into all pairwise combinations of 
SNPs across the genes within sources light and paint (C), resulting in pairwise 
combinations of the SNPs rs11, rs12, rs15, and rs16.  
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Figure 9. Ambiguity example within the Biofilter simulated knowledge database. 
The testing knowledge included with Biofilter contains several examples of these kinds of 
situations, depicted in the diagram. Note that this diagram reflects the fact that there may be 
multiple names for the same gene (i.e. “D” and “DE” both refer to gene D), and some names may 
be associated with multiple genes (i.e. “DE” refers to both genes D and E).  The “cyan” group 
contains three genes, of which the third is ambiguous because we are given two identifiers for it, 
but one of them refers to two different genes. The “magenta”, “yellow” and “gray/black” groups 
each contain only one gene, but in each case we are given three different names for that gene . 
Because of the ambiguity in the provided identifiers, genes considered members of these groups 
will appear to vary depending on the researcher’s choice for ambiguity settings. 
 


