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- Evolution of Omics-based biomarkers h - Benefits of Next Generation Sequencing - - Benefits of having the fathead minnow genome -

* Opens the door to unexplored cellular functions
* Epigenetics — Non-sequenced based adaptation Alignment to reference genome
* Whole genome bisulfite sequencing « Computationally faster
* Reduced representation bisulfite sequencing « Requires lower sequence coverage
* mMIRNA-seq * i.e. cheaper
« ChlP-seq * Less fragmented
 (Genome - Individual variability, cross-species extrapolation FHM
« Single nucleotide polymorphisms « Can serve as reference to related species
« Cis-element discovery and mapping
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The views expressed in this article are those of the authors and do not necessarily reflect the
Proximal promoter views or policies of the U.S. Environmental Protection Agency. Any mention of trade names,

elements Core promoter products, or services does not imply an endorsement by the U.S. Government or the U.S.
Environmental Protection Agency (EPA). The EPA does not endorse any commercial products,
services, or enterprises.
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