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Movies & Scripts

Jean-Yves Sgro Morph: 2RGX / 2RH5

Store Store Recall

Create Movie Settings

Export Movie



F1-2-3-4-5  / 4sec / Y-Rock / 14.8 Mb  / MPEG

– Example F1-F5  –

31 sec.

2biw

Scene Export 
– Example F1-F4  –

F1-2-3-4 / 4sec / Steady / 9.8 Mb  / MPEG 29 sec.

PyMOL> set scene_buttons

set scene_buttons

PyMOL>set scene_buttons, on
Setting: scene_buttons set to on.

PyMOL>set scene_buttons, off
Setting: scene_buttons set to off.

HELP!  - PyMol Wiki
http://www.pymolwiki.org

HELP! – PyMol Wiki

…/index.php/MovieSchool

http://www.pymolwiki.org

http://www.pymolwiki.org/i
ndex.php/Making_Movies

Movies within PyMol

mset 1

mdo 1: turn y,5;
mset defines which “state” (MODEL) is used

mdo =  action list on which “state”

turn = the action
Y = the axis

5 = number of degrees per turn



PyMol movies Suitable for Export

mclear

mset 1 x36

movie.roll 1, 36

mplay

mstop

mclear = clears previous settings

mset defines which “state” (MODEL) is used
AND how many frames are in the movie: 36

movie.roll = action
1 = first frame

36 = laste frame
ASSUMED = y axis and 360* rotation

Saving movie as MPG

Saving the Movie as Frames

� Movie can be saved as individual frames to be 
assembled in 3rd party software:

¡ QuickTime™Pro (Mac / PC / 29.99$)
÷ http://www.apple.com/quicktime/extending/

¡ VideoMach (PC – 3 price versions)
÷ http://www.gromada.com/

¡ ImageMagick (Open Source, free)
÷ http://www.imagemagick.org/

¡ Avidemux (Open Source, free) <- recommended by PyMolWiki
÷ http://avidemux.sourceforge.net/

Ray Trace images and Viewport

viewport 320,240

set ray_trace_frames=1

set cache_frames=0

mclear

mset 1 x36

movie.roll 1, 36

viewport = size of the image

turn ray trace “on”

one frame at a time

Movie Commands

Movie programs Definitions and complete parameters

movie.rock movie.rock(first,last,angle=30,phase=0,loop=1,ax
is='y')

movie.roll movie.roll(first,last,loop=1,axis='y')
movie.zoom movie.zoom(first,last,step=1,loop=1,axis='z')

movie.screw movie.screw(first,last,step=1,angle=30,phase=0,l
oop=1, axis='y')

movie.sweep movie.sweep(pause=0,cycles=1)

movie.pause movie.pause(pause=15,cycles=1)

movie.nutate movie.nutate(first,last,angle=30,phase=0,loop=1,
shift=math.pi/2.0,factor=0.01)

movie.tdroll movie.tdroll(first,rangex,rangey,rangez,skip=1)

movie.timed_roll timed_roll(period=12.0,cycles=1,axis='y')

movie.load movie.load(*args,**kw)

movie.roll

viewport 640,480
mclear
mset 1 x360

movie.roll 1,120,1,axis=x
movie.roll 121,240,1,axis=y
movie.roll 241,360,1,axis=z

mplay
mstop # to halt the movie

movie.tdroll 1, 180, 180, 180, 5 
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movie.rock

mclear
mset 1 x120

movie.rock 1,120,45

mplay
mstop # to halt the movie
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movie.zoom

mclear
mset 1 x120

movie.zoom 1, 120

mplay
mstop # to halt the movie

Note: you can change the axis (default is y): movie.zoom 1, 120, axis = x

2biw

movie.screw

mclear
mset 1 x120

movie.screw 1, 120

mplay
mstop # to halt the movie

2biw

movie.nutate

mclear
mset 1 x120

movie.nutate 1, 120

mplay
mstop # to halt the movie`

Same as “lemniscate” in VMD
2biw

Multiple PDB files: MODEL ENDMDL

MODEL        1
ATOM      1  O5'   G A   1     -11.545 -12.549   4.261  1.00  0.00           O  
ATOM      2  C5'   G A   1     -12.281 -11.830   5.254  1.00  0.00           C  
//
ATOM    768  H6    C A  24      -0.402 -19.203   3.575  1.00  0.00           H  
TER     769        C A  24                                                      
ENDMDL                                                                          
MODEL        2
ATOM      1  O5'   G A   1     -10.937 -10.771   1.038  1.00  0.00           O  
ATOM      2  C5'   G A   1     -12.150 -10.309   1.638  1.00  0.00           C
/ /
ENDMDL                                                                          
MODEL        3
ATOM      1  O5'   G A   1     -10.937 -10.771   1.038  1.00  0.00           O  
ATOM      2  C5'   G A   1     -12.150 -10.309   1.638  1.00  0.00           C
/ /

Multiple PDB files: mset

mset 1 -12 -1

PDB: 1SY4contains 12 models 

1SY4



morph command

# get open & closed conformation of and E.Coli adenylate kinase
fetch 1akeA 4akeA, async=0
# Align
align 1akeA, 4akeA
# morph
morph mout, 1akeA, 4akeA

New simpler command starting with PyMOL 1.6

GUI method:

The morph feature is available from the object menu panel: A > generate > morph

http://pymolwiki.org/index.php/Morph

See 
page 
155

morph command

# get open & closed conformation of and E.Coli adenylate kinase
fetch 1akeA 4akeA, async=0
# Align
align 1akeA, 4akeA
# morph
morph mout, 1akeA, 4akeA

New simpler command starting with PyMOL 1.6

GUI method:

The morph feature is available from the object menu panel: A > generate > morph

http://pymolwiki.org/index.php/Morph

See 
page 
171

Morph: 1ake / 4ake

MORPHS: 2RGX into 2RH5

File: all.pdb2 provided on scratch server
2RGX: Adenylate Kinase from Aquifex Aeolicus in complex with Ap5A
2RH5: Structure of Apo Adenylate Kinase from Aquifex Aeolicus

Scripts

Set of commands in a text file

Activate on line command with @

IF file ends with .pml : 
� Can use menu File > Run…

✔ Advanced: 
� rTools

� eMovie PyMol plug-in

PyMol : Beyond Basic Movies

http://www.rubor.de/pymol_extensions_de.html

http://www.weizmann.ac.il/ISPC/eMovie.html

Hodis, E., Schreiber, G., Rother, K., Sussman, J.L., 
eMovie: a storyboard-based tool for making molecular movies, 
Trends in Biochemical Sciences 32, 199-204 (2007).
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Movies with PyMol: 3 ways built in

Scene Menu: 
¡Saved scenes in Function keys F1-F12

Animate within PyMol

Animate Script command 
¡can export frames/MPEG/QuickTime™

Other ways with external scripts or plug-
ins.



Ambient Occlusion (new in PyMol 1.4)

Ambient occlusion attempts to approximate the way light radiates in real life, 
especially off what are normally considered non-reflective surfaces.
https://secure.wikimedia.org/wikipedia/en/wiki/Ambient_occlusion

Optional Tutorials: VMD

The tutorials can be downloaded 
from:

http://virology.wisc.edu/acp

Click on “Class Tutorials”

Then under “Our Tutorials” use 
the pull-down menu to select the 
PDF you want to download. It will 
open automatically in your 
browser. 

To save simply use the
“Save As” command from the File 
menu in the browser.


