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BHC with mixture
model likelihood
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Fig. 4. Using a mixture model likelihood allows BHC to model certain time points as outlier measurements for the genes shown, and assign the noisy gene to
a cluster which is more coherent in its expression pro�les and biological function. Outlier time points are time point 11 forFSP2 , time point 2 forCMS3 and
time point 4 forWcaC . The examples shown use BHC-SE for S. cerevisiae 1 and BHC-C for S. cerevisiae 2 andE.coli .

Data set Cluster from Clusters from BHC with
standard BHC replicate information
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Fig. 5. Using replicate information can split a noisy cluster into smaller more biologically homogeneous clusters with distinct pro�les. The examples shown
use BHC-C for the S. cerevisiae 2 data set and BHC-SE for theH. Sapiens andE. coli data sets. *For this cluster of only two genes, instead of considering the
BHI, we looked directly at the biological functions of the genes.
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