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Figure 1A                                                               Figure 1B         
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Database of Macromolecular Movements
with Associated Tools for Flexibility and Geometric
Analysis

This describes the motions that occur in proteins and other
macromolecules, particularly using movies. Associated with it are a variety
of free software tools and servers for structural analysis. (Citation info)
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Figure 2B
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Figure 2A
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Figure 3 





Figure 4
[image: image8.png]


[image: image4.png]) & ©

Overlay interface
information from PDB

PPI with interface
information

Mutually exclusive

Simultaneously possible interactions

interactions

Compatible motion

. Overlay alternate conformations>
L] ..

@
Structural Interaction ) :
Network with singlish- Q — DynaSIN showing the

- nodes that display motions
& multi-interface nodes & the affected edges

Conflicting motion





Figure 7 
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Figure 8
