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http://www.biodalliance.org/

Fast, embeddable genome visualization
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Tools BloMart > BLAST/BLAT > Variant Effect Predictor >
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http://software.broadinstitute.org/software/igv/
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The ProteomeBinders Epitope Choice Resource (beta release) b

EpiC collates and presents a structure-function summary and antigenicity prediction of your prote
help you design antibodies that are appropriate to your planned experiments.

Antibodies are invaluable research tools but any given antibody will be suitable for some experiments but will not work in

others. EpiC utilises information on both the protein target and the various experiments that you plan b carry out and helps

in the prediction of antigenicity and therefore epitopes. At beast for the better annotated proteins, EpiC should give you an ’
idea of how many antibodles you need to make and where to target the epitopes. Click on the tabs below to start designing ‘;
your "wvirtual® experiment, Please remember EpiC s in an early stage of the software development, please get in bouch if 5
you want to see a service included or notice any rellabllity issues. If you notice anything amiss please contact by e-mall

niall. haslam at ucd dot e, Bear in mind that the EpiC resource collates data by connecting to multiple remote servers and

cannot guarantee their uptime. For the moment, if a particular remaote service fails you will have to reload the page later. It~

has been tested and will work in Firefox, however the other browsers, such as Safar, Opera and IE with Compatibility Mode
on, should work.

About the Experiment Explore Epitopes Help About

Please enter the protein information here:

Click bo enber Protein Sequinde

l Questions about subcellular localisation:
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http://www.bioinformatics.org/strap/

STRAP

tuitive Editor for annotated multiple Sequence and Structure Alignments
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'l'ﬂﬂ'l the new version, use the

Get it

Either Java Web Start m
or Download & Install

In case of problems introduced

Strap version ... as a fall

Create it

Interactive JavaScript and HTMLS
based multiple sequence alignment
for web sites

» Interactively in the browser:
Server in the US or Server in




http://www.bioinformatics.org/strap/
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