
Hypothesis:  coordination of the junD cluster by Nrf2



Kensler et al., Annu Rev Pharmacol Toxicol 47:89 (2007)

The Keap1–Nrf2–ARE signaling pathway
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Extension of maximum-likelihood inference to
coregulated transciptional clusters
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Application of maximum-likelihood inference to
a unique transcriptional regulatory state

Bajikar et al., Proc Natl Acad Sci 111:E626-35 (2014)
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Application of maximum-likelihood inference to
a unique transcriptional regulatory state

Bajikar et al., Proc Natl Acad Sci 111:E626-35 (2014)
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Heterogeneous multiacinar formation upon inducible activation
of ErbB2–ErbB2 homodimers

No dimerizer With dimerizer

Normal acini: Ductal carcinoma in situ:

Muthuswamy et al., Nat Cell Biol 3:785 (2001)
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Identifying heterogeneously regulated transcriptional programs in ErbB1-ErbB2 acini
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