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Secondary structure and
disorder prediction

10 o o« B0 5 o c o 20 5 o 40 s o B@ o o 60

MAQVAI | TASDSGI GKECAL LLAQQGFDI Gl TWHSDEEGAKDTAREVVSHGVRAEI VQLD
O ———— AAARARAAR ARAR ey ARAA ARRAARAAN——— S—)

structure

SS
— E——

Disorder ? ?

Dllsorder -
confidence
.70 . . .. 80 . . 90 .. 100 . . P L1100 . . .. 120

LGNLPEGALALEKLI QRLGRI DVLVNNAGAMTKAPFLDMAF DEWRK | FTVDVDGAFLCSQ

e —— AARARAAAARRRRAN ARA - AARAAAARAAA ARRARARA

structure

)
confidence

Disorder

Disorder
confidence
130 0 L 140 P . 150 . . . 160 P . 170 .. . . .. 180

| AARQMVKQGQGGRI | NI TSVHEHTPLPDASAYTAAKHAL GGLTKAMALE LVRHKI LVNA
Pecondar AAARAAAR ——— ———— RAR AT ATIRARAARAARAN  —

structure
)
confidence

Disorder ?? 2222222

Disorder
confidence
190 .. 200 . . P . 210 . . . .. 220 . . . . 230 . . .. 240

VAPGAI ATPMNGMDDSDVKP DAEPSI| PLRRF GATHE I ASLVVWLCSEGANYTTGQSLI V D
secondany w AAA — ARARRRARA ARARARRAARRR ARR —_—

structure

SS
o

Disorder ?
Disorder
confidence
. 250 . .

GGF MLANPQF NP E
Secondary -

structure

Disorder
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

