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

. 430 . . 440 s <450 . o o 460 4 7. .

BT GMV THYGGAAGPVI FGVGYNDI KSWWLVGAVLTILTFLVHI TLGVWWWNMLI GWNML

Secondary
S RAARTAAALT  AMARTITIIIATILIARRRLARRRAARARA .
structure “W& RN RAAARN
SS
considence Jg ——
Disorder ?2 ——1722?
I T -

Disorder
confidence

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



