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Secondary structure and
disorder prediction

10 s o 20 o o o ¢ oo IO o o5 o 40 s o 5@ o o 60

MLYI DKATI LKFDLEMLKKHRRAI QFI AVLLFI VGLLCI SFPFVSGDI LSTVVGALLI CS

Secondary
— AMAATNTT AR AT T TR AT TR TR TR IR TR TR TR IR AARARAN
S e RARRASN
SS
corrigence gl
Disorder 2 2 2 2 ? 2 2

Disorder

confidence

.70 . .. . 80 . . . 90 .. .10 . . . 110 .. 120

GI ALI VGLFSNRSHNFWPVLSGFLVAVAYLLI GYFFIRAPELGI FAI AAFI AGLFCVAGV
Secondary
AAANANRAAS—— AAUUAARNANASANIRANMAUUIASSARNARASSAUIRASANNNNNSSSN

structure
SS

confidence

Disorder 22221722
Disorder
confidence

o 13® o o o 140 o o 80 ., o 160 170 .. . 180

| RLMSWYRQRSMKGSWLQLVI GVLDI VI AWI FLGATPMVSVTLVSTLVGI ELI FSAASLEF
Secondar
Y AAAAAAAL ASAARAAAAAASAASAASAL  AAAALAASAARAAAARAARAAAR

structure

. _-—

Disorder ?
Disorder
confidence
. 190

BT S FASLFVKQQ
Secondany p g ARRRAR——

structure

Disorder —————— 2222
Disorder
confidence

Confidence Key
High(9) Il FINERIN Low (0)
? Disordered
AR Alpha helix
= Beta strand


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

