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3D protein analysis based on the multiple view images
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In this research project, we have proposed a new similarity measure for protein
structure comparison that uses a set of multi-view visualization images of 3D protein structures. The
advantage of our method is that distinctive structural information can be embedded in the visualization.
In this approach, each set of multi-view images is represented by a subspace, while applying LBP feature
extraction to the image set. The similarity between two protein structures is then characterized by the
distance between two points which are corresponding to different two subspaces, on a Grassman manifold.
The ﬁroposed method was evaluated by classification experiments on 7 protein classes based on SCOP
(alpha, beta, alpha/beta, alphatbeta, multidomain protein, membrane, and small protein), using 700
randomly selected proteins. In the experiments, our method significantly outperformed the CE and FATCAT
alignment methods. In addition, we have constructed a view-based protein comparison (VPC) system.
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Compare two proteins Server Status View Results Methods Overview

This website provides an implementation for computing similarities between two
proteins using image set of the protein visualization. For the detail, please see
here.

Please input either SCOP ID or upload PDE files of two proteins:

\M Nn file selacted.

Upload

Browse.. | No file selected.

Upload

. SCOP ID PDE fils
Protein 1

SCOP ID PDE file
Protein 2

Features RAW LEPuZ HLAC RIC-LBP

Rotation 20U 100U 500U 1000U 50R 100R

parameter  g00R || 1000R
Methods | MSM

{Mote: Optional. Automatic email
will be sent when the computation is done)

Email

Submit Clear

Note: The results will be automatically removed from our server after 7 days.
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