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Abstract Methods

A group of five consecutive genes from the microorganism

Prediction of RMET _RS03090

family transcription regulator. Structural analyses have revealed i PLoS ONE 5(5): e10433. https://doi.org/10.1371/journal.pone.0010433
that the helix-turn-helix (HTH) signature is the most recurrent 2. L. Diaz-Pérez, Alma & Diaz Pérez, César & Jests, Campos-Garcia.

DNA-blndlong motif in pr.OK_arVOt'C transcrlptlgnal .faCtorS’ SINCE 1 2015). Bacterial I-leucine catabolism as a source of secondary metabolites.
almost 95% of all transcriptional factors described in prokaryotes | Reviews in Environmental Science and Bio/Technology. 15. 10.1007/s11157-

use the HTH motif to bind their target DNA sequences. . 015-9385-3.
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Figure 1. The locus tags and relative position of the genes under Arabidopsis thaliana (thale cress)

iInvestigation in this research
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Cupriavidus metallidurans (previously Ralstonia metallidurans ) | genome? Is it functional? i .. The initial GENI-ACT results showed this to be a response
type strain CH34 (hereafter C. metallidurans) is a Gram- | Horizontal Gene Phylogenetic Tree, ~ Has the protein under investigation | Both RMET _RS03075 and RMET_RS03080 are biotin ' regulator transcription factor of the LuxR family. Most LuxR-type
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