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Secondary structure and
disorder prediction

10 o o o0 28 o o o o6 o 80 5 o o 40 o 0 o B0 o o . 60

MKKALQVAMFSLFTVIGF NAQANEHHHETMSEAQPQVI SATGVVKGI DLE SKKI T1 HHDP

Secondary g g A ARAARARARAAA —_— e——
structure
SS I I B . | I
confldence
Disorder ? ? 2 2 22?2 22?2222?2?2222222222727? ??
I = .

Disorder
confidence
.70 . . . . 80 . . 90 . . 100 . . . .. 110

| AAVNWPEMT MRF T | TPQTKMS EIKTGDK VA F NFVQQGNL SLLQDI KV sQ
Secondary

(R ——— e
structure RAARARA
confidence

Disorder ? 2?2 ?2 —2 22

Disorder
confidence

Confidence Key
High(9) Il [IIRIN Low (0)
? Disordered
A% Alpha helix
i) Beta strand


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

