PETER 1. a kel ley@imperial .ac.uk
R P 76639

Thu Jan 512:25:10 GMT
Date 2012

U”'qUeJOb 54e7285a0e32ba83

7111 ]W\Z

Secondary structure and
disorder prediction
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http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
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