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Secondary structure and
disorder prediction

10 o o 20 o o o o W o . 40 0 oo B0 o . 60

MKYQLTALEARVI GCLLEKQVTTPEQYPLSVNGVVTACNQKTNREPVMNLSESEVQEQLD

Secondary
—— - ALARAAARARA = ARAARARRRNAR LLLLLLLGL
structure RRAR R — A%
confidence
Disorder 2 2 2 2 2 2 222 22 2

DlSOrder N
confidence
.70 . . . . 80 . . 90 100 . .. 110 0 . L . .. 120

NLVKRHYLRTVSGFGNRVTKYEQRFCNSEFGDLKLSAAEVALI TTLLLRGAQTPGELRSR
Secondar

Y ARAA = AR AARAAAAAARARAAAA —  ARAAAARARAAA —— ARARARAN
structure
SS

0 I |
confldence

Disorder

q I T T .
confidence

o 1D, o o 140 o o o B0 o o 160 170 B .. . 180

AARMYEFSDMAEVESTLEQL ANREDGPFVVRLAREPGKRENRYMHLFSGEVEDQPAVTDM

Secondary meg AARRARRARAA ———— ——— RRRRRAR

structure A L R A%
confidence

Disorder 2 222222227272

Disorder
confidence
190 . . . 200 . P . . L0210 . ..

SNAVDGDLQARVEALEI EVAELKQRLDSLLAHLGD

Secondary
~~~~~~~ ALTTLLRTILALIAARRAAARARN
structure AR RN
. SS
confidence
Disorder 2 2 22 2222 22

Disorder
confidence

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


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

