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Tutorial : Homology Modelling

Tips & Tricks

Tutorial

In this example, we will make a model for the part of the mouse FAS antigen ligand (SWISSPROT e
P41047), which is known to be similar to the tumor necrosis family.

Seeing the length of this page, homology modelling can seem difficult to perform. On the contrary, it
easy, and it will take you more time to read the instructions than to actually perform them. Don't be ¢
should be through this tutorial in less than 10 minutes.

There are two ways of doiing homology modelling:
You can either try to use a fully automatic procedure with SWISS-MODEL (the so called "First Appr
Mode"), either use a manually optimised sequence alignment and use the so called "Optimise Mode

The "First Approach Mode" lets you paste a primary sequence, and if anything goes well, you will g
model. You can ask to get back a full Swiss-PdbViewer project, which can then be loaded into the v
for further refinement of the alignment before beiing resubmitted to SWISS-MODEL in Optimise Mot
usually the best way to get all the necessary templates already aligned and ready to be used into S
PdbViewer.

The "Optimise Mode" lets you provide your own manually improved alignment. This is often mandat
the best quality models, as the automatic procedure does not place the gaps for loop insertions or d
a proper place. This is the mode which will be demonstrated now.

Step by Step
Feedback . . . .
| o First of all, get the SwissProt entry P41047 and rename it FASL o {If you have downloaded the tutorial mater
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Protein 3D Structure Prediction LOGO
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