Reference set of regulons in Desulfovibrionales inferred by comparative genomics approach
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The regulons of two alternative sigma factors RpoN(sigmab4) and FliA(sigma28) in
Desulfovibrio vulgaris str. Hildenborough have been studied extensively both
computationally and experimentally (tiling arrays, RNASeq). A good agreement in
predicted regulon content was observed.

In this study we carried out large-scale comparative genomics
analysis of regulatory interactions in Desulfovibrio vulgaris and 12 I=52

related genomes from Desulfovibrionales order using our recently ==
developed web server RegPredict (http://regpredict.lbl.gov/).An e
overall reference collection of 26 Desulfovibrionales regulogs can be RegPredict
accessed through RegPrecise database (http://regprecise.lbl.gov/).
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This document was prepared as an account of work sponsored by the United States
Government. While this document is believed to contain correct information, neither the
United States Government nor any agency thereof, nor The Regents of the University of
California, nor any of their employees, makes any warranty, express or implied, or
assumes any legal responsibility for the accuracy, completeness, or usefulness of any
information, apparatus, product, or process disclosed, or represents that its use would not
infringe privately owned rights. Reference herein to any specific commercial product,
process, or service by its trade name, trademark, manufacturer, or otherwise, does not
necessarily constitute or imply its endorsement, recommendation, or favoring by the
United States Government or any agency thereof, or The Regents of the University of
California. The views and opinions of authors expressed herein do not necessarily state or
reflect those of the United States Government or any agency thereof or The Regents of
the University of California.



