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Accessible(a)
Molecular(m)
User(u)

Surface (U)

Selection Status: Rotation Constraints:

RED = selected Control = X Axis
BLACK = unselected Option = Y Axis
Apple = Z Axis

Selection modifiers:
Control-click = add to current selection
(this works for menu selections, too!)
Shift-click = select range of AA

Notes:
The show column must have a Ofor sidechain,
label, or surface to be shown. The ribbon
column is independent of this.



Swiss PDB Quick Card for Apple

Legend: z = apple key VY = shift key

File menu: Edit menu: Select menu: Display menu: Labels:
z0 Open PDB file zZ Undo z0 Select none z2 Bottom perspective zU Group name
zW  Close current layer YzZ Redo zA Select al z4 Left perspective zJ Atom name
YzW Closeall layers (buggy) zX Cut z1l Invert selection z5 Front perspective zK Atom type
zS Save layer zC Copy zP Pick on screen (Esc to stop) z6 Right perspective z- Clear user labels (distaces, etc.)
YzS Saveproject (al layers + orientation) =V Paste . z7 Back perspective )
zE  Saveimage zF  Find sequence Fitmenu: z8 Top perspective W‘meWS
YzE Savestereoimage YzF Findnextinstance ~ZM  Magic fit two structures - z Toolbar
YzM Best fit two structures z/ Slab z, Control Panel
zD Cadculate RMSD zT Stereo zL Alignment (seq)
zG  Generate structural alignment zH  Show hydrogens (if present) zl Layer info

zB

Show H-bonds (must calculate first!)

Note: Items in the Color menu apply to all groups,

not just selected groups.

Common actions:

Focus in on a couple of
amino acids (or

groups):

Make a Branden &
Tooze style cartoon
diagram:

Show Hydrogen Bonds:

1. Select the amino acids of interest by clicking on their
code in the Control Panel (ex: LYS84). They will
turn red. Hold the Control or z key to select
multiple amino acids.

2. Click on the "show" column header in the Control

Panel. This will limit the display to selected groups.

. Press the "=" key. Your selection will be zoomed.

. (Optional) Click on the "labl" column header. The

amino acids will be labeled.
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. Select all (zA)
. Click "ribn" in Control Panel
. Shift-click on a Oin the "show" column.
. Click and hold the downward arrow under "col"
until a menu appears. Choose "ribbons."
5. In the Color menu, choose "Secondary Structure
Succession"
6. (optional) In the Display menu, choose "Render in
solid 3D" Make sure that "Render as solid ribbon" is
checked in the Ribbons... item of the Prefs menu.
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1. Select and display the part of the structure for which
you want to see the H-bonds. Only groups that have
the "Show" item checked in the control panel will
display H-bonds.

2. In the Tools menu, choose "Compute H-bonds".

3. If H-bonds do not appear, press zB (Show H-bonds)

z3 3-D mode

Display the surface of
a structure:

See a slice through a
structure (slabbing):

Quickly superimpose
two similar structures:

See just the backbone of
a structure:

ZzR Ramachandran plot
Yz|  Electron Density map (if loaded)
z$ Text window (if in background)

. Select all (zA)
. In the Tools menu, choose "Compute Molecular

Surface".

. (Optional) In the Display menu, choose "Render in

solid 3D".

. To get rid of the surface, from tile File menu, choose

Discard... and then the Surface option.

. Press z/.
. To change the position of the slice, hold the Shift

key while moving the mouse up and down.

. To change the width of the slice, from the the Prefs

menu, choose Display... and edit the Slab Depth
parameter. The default is 10 A.

. Press z/ again to end slabbing.

. Load both structures into the SwissPDB-Viewer.

They will appear on separate layers.

. Press zM. A dialog box will appear. Click "OK".

. Select all (zA).
. Click the "show" column header in the Control

Panel.

. Shift-click on a Oin the "side" column.



