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Secondary structure and
disorder prediction

10 5 e o0 B0 o o o o o 30 o o 40 s e B@ o . 60

Sequence MSFI KTFSGKHFYYDKI NKDDI VI NDI AVSLSNI CRFAGHLSHFYSVAQHAVLCSQLVPQ
Secondar -
Y — AN —RAAAANAAARAN AAAAARANAANNS AN

structure

D|.sorder -
confidence

s 0 o o o 80 90 100 110 .. . 120

EFAFEALMHDATEAYCQDI PAPLKRLLPDYKRMEEKI DAVI REKYGLPPVMSTPVKYADL
Secondar
Y ARAARAAAA RRAN R A G L L G G W L L e R R R

structure
SS
confidence

Disorder

Disorder
confidence
130 . . . 140 . . 150 . . 160 . . 170 . .

| MLATERRDL GLDDGSFWPVLEGI PATEMF NVI PLAPGHAYGMFMERFNDLSELRKCA

e ARARARARAA ———— RRAA —r  RARTARUIALAIRRARRAL
structure
) SS T - .  —
confidence
Disorder 222222222 2?2?2722
[ |

Disorder
confidence

Confidence Key
High(9) IILCINIRINLow (0)
? Disordered
A% Alpha helix
= Beta strand


http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi

