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Secondary structure and
disorder prediction

10 s o 20 o o s o IO o o 40 s o 5@ o o 60

MPRAPRTYSKTYSTPKRPYESSRLDAELKLAGEFGLKNKKEI YRI SFQLSKI RRAARDL L
Secondary AMAMAAAARARAAAR — AAARARAARARAARAARARRAR

structure

Disorder

q I B = . I
confidence

70 .. . 80 . . . 90 100 110 120

TRDEKDPKRLFEGNALI RRLVRVGVLSEDKKKLDYVLALKVEDFLERRLQTQVYKLGLAK

Secondary
S AMAARAAAAAAAAAR  ARTAIRARRARAARARAAARARARRAN
structure A
SS
q I .
confldence
22222222127 2 —
I

Disorder
confidence
130 140 150 160 .. . 170 . . 180

SVHHARVLITQRHIAVGKQIVNIPSFMVRLDSEKHIDFAPTSPFGGARPGRVARRNAARK
Secondary g aRRARRAAN =) — m— —_— ARRARRARAR
structure u

SS

confidence
Disorder ?2 —2 —2 2 22?272 —Mm——— 2?2?2?2?2?2?22?2?27?  —— 2?27?

Disorder
confidence
.19 . L L L

B AEASGEAADEADEADEE
Secondary .
structure A AAA
)
confidence

Disorder
confidence

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