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

s s 8 og o o o o4 o o cg o o o AW o o og s o8 o oM. o o o5 o
B QF | DGLALPEEEKARLKAMTPANYI GRAI TMVDELK
>econda’y AARAA——— ARRAR—— —ARRARR—

structure

—_- I DEETTEETT I S S I .

Disorder ————— 22222272 22122
Disorder -
confidence

Confidence Key
High() I CINIRINLow (0)
? Disordered
A% Alpha helix
=) Beta strand




