
Centers the screen
on the active
object(s).

Displays the pdb-file
in text format.

Translates camera.
(OR hold R mouse button)

Zooms camera in / out.
(OR hold R+L mouse buttons)

Rotates objects.
(Keep this activated
to use the mouse
commands below)

Measures the distance
between two atoms.

Identifies an atom you pick
on screen.

Lets you select/add/display all
amino acids within a given
radius of a picked atom.

Centers the view
on a picked
atom.

Access all windows such as Layers Infos; Control Panel; Ramachandran plot; Alignments etc.

Sets the active
pdb-file.

Selects which
pdb-files that
are visible.

Deselect for a given
pdb-file to move/rotate
all other molecules.

Switch between
displaying the full
backbone or just the
Calpha trace.

Column labels;
L-click to
toggle just
the selected
amino acids.

L-click to select all
groups in that chain.

L-click to select all
amino acids in that
stretch of 2ndary
structure.L-click to select

individual amino acids;
R-click to center on a
specific amino acid.

Toggle 3D rendering on / off.

Main toggle for showing or hiding
an amino acid or group.

Toggle show side chain on / off.

Toggle show label on / off.

Toggle ribbons on / off.

Change colour of amino acid or group.

Changes what
the colour
commands
will act upon:
back bone;
side chain etc.

L-click to
select/deselect
individual amino
acids; R-click to
select/deselect
entire column.
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