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Table 1:  Total BDH score was calculated for each experiment by obtaining the sum 
of histopathology severity scores for all animals

Figure 1:  Iconix Signature technology allows prediction of pharmacology and toxicity 
using gene expression data based on most informative genes on the microarray.

Table 2:  The SPLP bile duct hyperplasia predictive signature was run against the set 
of validation compounds.   True positive experiments with positive scalar product 

scores are shown in red 

Table 3:  The SPLP bile duct hyperplasia diagnostic signature was run against the set of 
validation compounds.   True positive experiments with positive scalar product scores are 

shown in red 

Figure 2: DrugMatrix ANIT experiments were scored against existing BDH signatures 

Table 4:  The rederived ASPLP predictive BDH signature was run against the set of 
validation compounds.   True positive experiments with positive scalar product scores are 

shown in red Contact Information:  bjeffy@iconixbiosciences.com www.iconixbiosciences.com


