General Introduction of the System Design
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Figure 3-1 The Overall System Design

The overall interface is divided into five parts. In Figure 3-1, the biggest panel is used to visually display the genome database. Each gene is represented by a small rectangle in a large grid. The total number of rectangles in the large grid is the number of genes in the database. The position of each small rectangle indicates the relative position of that gene in the genome. When one clicks on one of the small rectangles, the database information for that gene is displayed in the middle panel under the main display. The bottom panel is divided into three sections.  The Left section is the DataSet list.  Here the user selects the genome table that will be used. The middle section displays the attributes that are available in the chosen genome table. The right section allows the user to select the color and shape for the attributes that will be displayed.

· DataSet List Panel
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Figure 3-2 DataSet List

DataSet list is the name list of all the genome tables available.  The program retrieves all the genome table names and displays them in the list.  User can select the table of interest by clicking it (See Figure 3-2).

· Attribute List Panel
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Figure 3-3 Attribute List

After the user selects a table in the DataSet List, the program will connect to the database table to get all the displayable attributes (column names) from the table and show them in the Attribute List. Only attributes with 20 or less distinct values are displayed here. The user can select an attribute for display by clicking them (See Figure 3-3).
· Color and Shape Panel
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Figure 3-4 Color and Shape Panel

After the user selects an attribute, the attribute name and the distinct values of that attribute will show on Color and Shape table. By clicking on the color cell and shape cell, user can select the color and shape to be displayed when the attribute has that specific value (See Figure 3-4).

The Delete button will delete the rows that the user selected, and the Cancel button will delete all the rows in the panel. The Display button will display the genome with the colors and shapes represent the different attributes and values (See Figure 3-4).

· Display Panel
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          Figure 3-5 Display Panel

After the desired colors and shapes are selected, the user clicks the Display button. The program will display the genes in the genome table using colors and shapes according to the different attribute values. The different colors and shapes will combine to represent overlapping attributes in one gene (See Figure 3-5). For example, if one attribute is colored blue and another red, the color green will be displayed for a gene that has both attributes.

· Data Panel
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Figure 3-6 Data Panel

When the user finds an interesting gene in the display, it is possible to click on the rectangle that represents that gene. The gene’s information will be displayed on the data panel (see Figure 3-6).

· Tool Bar Panel
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Figure 3-7 Tool Bar Panel

The Tool Bar panel has three menus.  

The Open Database menu will open the MS Access database where the current genome tables are located, the user can edit the genome table by insert rows or columns, deleting rows or columns, changing values, etc., when done the user can close the database and return to the program.

The Help menu will open the README file. When done the user can close the database and return to the program.

The Exit menu is used to cleanly exit the program and close the database connection.
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