CHEM 324: Basic DeepView
DeepView or spdbv.exe is a front end to the SwissModel homology modeling program.  DeepView is free and can be downloaded from http://ca.expasy.org/spdbv/  . The following is a short list of DeepView commands that are useful for basic modeling  purposes as described in the DeepView tutorial http://ca.expasy.org/spdbv/text/tutorial.htm  
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Mouse
When the rotate button is selected: use the left mouse button to rotate a molecule, the right button to translate it, and both buttons to zoom it.  The rotation and translation will be for the whole molecule if Move All is selected or for a selection if Move Selection is showing.  The recenter icon can be used to scale and place the molecule in the center.
Window

Its best to have all of the windows open: Window/Tool Bar, Control Panel, Alignment, and Layer Info.
Loading a Target Sequence.

Its best to have your target sequence stored as a local FastA file: use SwisModel/Load Raw Sequence to find and load the file.  The result is a long alpha helix. Use the recenter icon to see all of it.
Finding homologous templates

Use SwissModel/Find Appropriate ExPDB templates to blast your target sequence against ExPASY protein data base.  Look at these to see the templates.  You can save the appropriate templates by clicking on ExPDB file.  File/load or File/Import  may now be used to import the pdb file from your computer. 

Alternately you can select all residues in the ControlPanel (click in blank space to the left of the residue name ) or Alignment (drag mouse) and then use Edit/Blast Selection vs. ExPDB to generate a blast search.  Clicking on a red pdb identifier will load the pdb file directly into the DeepView.

Generate initial alignment
Use Fit/Fit Raw sequence to generate an initial alignment by treading your raw sequence through the first  template.  The treading energy will be calculated.  To see the threading energy click the small white arrow next to the question mark on the Alignment window.  You should have SwissModel/Update Threading Display Automatically and SwissModel/Auto Color by Threading Energy set.
Manually improve the Alignment
The alignment can be manually refined in the Alignment window by inserting and removing gaps.
    Space bar inserts a gap in all templates. Ctrl/Space Bar  adds a gap to one template.
Backspace removes a gap in all templates. Ctrl/Backspace removes a gap from one template.

Select one or more amino acids next to a gap and right or left arrow keys to the move through the gap.
Automatic Alignment

The Fit menu has several options for doing automatic pairwise alignments.

   Magic Fit use a PAM200 matrix to align selected residues based on sequence.
   Iterative Magic Fit iterates the Magic Fit process to optimize the RMS fit between the structures.

   Generate Structural Alignment should be run only after a Magic fit to align residues that are spatially close.

Fixing Your Model
Use Select/select aa making clashes (using the right mouse key to select this menu will draw the clashes in pink on the screen).
To fix clashes use Tools/Fix Selected Sidechains. If your alignment is good repeating steps should reduce clashes
Submitting the Model 

When your alignment is right use SwissModel/Submit Modeling Request to send your model off to the server. (Note use Preferences/Swiss-Model Settings to set your email address)
