Pymol program. Instructions for the non-expert.
Mouse actions: these are summarized at the bottom right of Viewer screen. 

Rotate by LClk on structure and move it imagining that the structure is a ball. 

To change centre of rotation Clk on residue then choose centre on Action.
To rotate in plane of screen: LC outside structure and move cursor.

To move structure up or down screen Clk Wheel and move cursor.

Zoom: RClk.

Wheel rotation leads to slabbing.

NB: check other mouse moves in bottom right window.
Reads *.pdb files  Open in menu at top - File.  The structure opens with a wireframe (Lines) structure including all waters, on a black background. NB: the lines and water remain even after selecting and changing part. So go to Hide/lines; Hide/water. These can always be Shown again later. 
SAVE session. In File Clk Save session & name it. It is worth doing this at start then you can just update the save session frequently. NB: As far as I can see it is difficult to go back through your commands (as you do in Rasmol).
The Top Menu  has file/Edit/Display etc. 

Use Display menu to change Background/ Sequence/Quality

If your computer is fast then may as well click  Maximum Quality. This refers to the image on screen – not to the final product.

Sequence: Clk to get the amino acid sequence across the top of your ViewScreen [there are various formats for this]. Clk to select residues (singly or groups). 
NB: Can have two sequence bars up. On one could select a helix and Show as Cartoon, then on the other bar select same residues and show at same time as sticks. 

Select: Clk on residue on sequence bar; or LClk on residue; or double RClk. To identify what you have clicked look on Sequence bar at top.

To do something with your selection Either use a menu that drops down or use the system on the RHS of Pymolviewer. There are 4 options are. NB: some of these things are easily reversed but some appear to be irreversible: For example if you Show a residue as sphere then change your mind and Clk Sticks then the sphere will remain; SO Hide sphere before Showing sticks. 


NB: After acting on a selected residue you must Deselect it (on bar at top or by LClk on residue); if this is not done then your next selection and action will apply to your previous selection as well. 

Action 

Show

Hide

Colour
To manipulate separate atoms: DoubleClk L. The selected atom will appear as pk1 on RHS viewer. Below it will be whole molecule and Residue etc. For example you may have aspartate as sticks and carboxylate as spheres etc.

Saving, printing etc.
a) Save session; b) prepare image; rotate wheel to sheck if slabbing can improve picture (eg it may put less important residues into fainter background; – To get best quality and to introduce shading click on RAY (top menus). This may take time so make sure you have exactly the image you want (don’t move image after RAY or you will have to do it again) save image – usually as png file. This can be imported into most programmes. An alternative is to PrtSc And paste into another programme. This will of course have all the menus as well as the picture; these can be removed in many programmes (photoshop coraldraw etc).

Odd things
I found that non-protein items (metal ions, haem etc) sometimes disappeared during processing. To stop this happening then select them and show as spheres or sticks at start then it seems to keep them.

Inclusion of electron density maps.
The map must be prepared as an *.xplor file.  In File, Open pdb file. Then open *.xplor file. That it has opened correctly is indicated in the list of opened items on the right.

Prepare the picture that you want before putting in electron density. 

Now add electron density. Best to type in the information on the main screen as this allows you to scroll up to a previous selection. Clk on screen and type. Note error messages will be seen in the top box. When you go back to type in further stuff you will not see yor typed message on screen. Get it by clicking up arrow on keyboard.

Here is a typical instruction:

Isomesh m1, 2F0-Fc, 1.3, (res 112), 2.0
M1 is your chosen name for this ‘picture’ including say your first residue. For your next residue type a new line but using m2 etc.

2Fo-Fc is the xplor filename (do not include the .xplor extension)

1.3 is the ‘contour level’ (units are σ). A low value gives high resolution and a high level decreases resolution to make a clearer picture.

Res 112 is the residue you want electron density for (for CA  - haem is listed in pdb file as residue 200).

 2.0  this is distance in Å from the chosen residue. Decrease this to include fewer residues. Remember this is not just distance from the side chain.
Click on your instruction and you will see the m1 selected on RHS. Clk Show and select mesh (etc). Then Colour.
REPEAT this with m2 and another residue.

NB: It may not be possible to Ray trace the structure with the electron density. Perhaps you need a bigger computer. Or turn off shadows. I just made the original picture as big as possible so that it still looked ok. 

