Overview

A particular complete genome is displayed as a multi-row rectangular grid with 100 small boxes in each row. Each box corresponds to an individual gene and there is one box for each gene in the genome represented. The genes are arranged on the grid in the precise order in which they appear in the genome. The individual boxes are linked to a database and can thus be colored or filled in accordance with an individual data base entry. One selects the property that one wishes to display and is automatically interfaced to a database column, which passes the value of the property to the display program for each gene. Properties can have multiple values but frequently are binary, e.g. conserved or not conserved within all Bacteria. By using fills that overlap rather than replace, one can rapidly merge and display interesting combination of properties by simultaneously displaying a second or third property. For example, one can first fill all the cyanobacterial universal genes with a horizontal fill. Next add to the display the list of all the 6803 genes that a separate analysis showed may have been laterally transferred with a vertical fill. The output immediately identifies, as much darker boxes, all the conserved genes, which may have been transferred. One can find out precisely what a particular gene is by simply clicking on its box and bring up gene name, likely function, precise position in the genome, etc. 

