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Secondary structure and
disorder prediction

10 o o« B0 o o s o S0 o o 40 c o B0 5 o 60

MARTKLKFRL HRAVI VLFCL ALLVALMQGASWFSQNHQRQRNPQLEELARTLARQVTLNV
Secondary g m qaARARAAAAAAAMARLARAAAAAAAAARA ARAAARAAAARAAAAARARAARAAN

structure

SS
Y —

Disorder 2 2 ? ? 227272

Disorder
confidence
.70 .. .. . 80 . . 90 100 . L1100 . .. 120

APLMRTDSPDEKRI QAI LDQLTDESRI LDAGVYDEQGDLI ARSGESVEVRDRLALDGKKA

Secondary .
ARAAA — ARARAARARAARA — S— —_— AR
structure R
confidence
Disorder ———2 222 2 2 2272222222122222222127?

DlSOrder |
confidence
130 0 L 140 .. . 150 . . . 160 P . 170 .. . . .. 180

GGYFNQQI VEPI AGKNGPLGYLRLTLDTHTLATEAQQVDNTTNI LRLMLLLSLAI GVVLT
e s iy s sy UARARUAURRUTTAUAARURAARARRRRARRANR

structure

confldence
DlSOrder |
confidence
190 .. 200 . . .. 210 . .

RTLLQGKRTRWQQSPFLLTASKPVPEEEESEKKE
Seconda’ AMAARAARRARAARRARRAA — RRAA—

structure

confldence

Dllsorder I [ == | |
confidence

Confidence Key
High(9) I EIRIEI Low (0)
? Disordered
A% Alpha helix
) Beta strand



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

