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Creation of a Structural Database for Inhibition of Biofilm Formation
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Quorum-sensing (QS) is the cell-to-cell communication in bacteria.
It involves a synthase that produces a diffusible molecule (autoinducer) and a receptor that detects the signal,

resulting in altered gene expression and community behavior, such as biofilm formation or motility.

Bacteria in biofilms show differences in gene expression, resulting in a
higher resistance to antibiotics and the host immune defenses.
They are responsibly for ca. 80% of bacterial infections
in the body, including lung infections in cystic fibrosis patients.

Biofilm infections of medical apparatus are virtually impossible to
eliminate, especially when they involve multi-drug resistant bacteria.

Biofilms are a community of individual bacteria glued together
and enclosed in a self-produced EPS matrix attached to a surface.

Creation of a database containing all available experimental structures for synthases and
receptors involved in quorum-sensing, which will provide useful information for researchers working
in drug design through docking, virtual screening, molecular dynamics and QSAR techniques.

This database was built on MySQL (v74) and PHP (v7.0). The web interface was designed using HTML and CSS.
LigPlot[4] was used to obtain the map of interactions of the ligands and NGL viewer[5,6]as an interactive web molecule visualizer.
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