l.a.kelley@imperial.ac.uk

Description [do/Ac]e]

-y .00-
9 ' [ —‘ l‘) 2 2 ;'gli%an511.09.50GMT
w .

| » 7 SR 33d13caf00f79e6b

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