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Secondary structure and
disorder prediction

10 o o B0 ¢ o 30 40 s o B@ o o 60

MSWRLVYASTVGTSHI S ADL PCQDACQMQI AWLNDQQPLL SVFVADGAGS VSQGGEGAML
Secondary

———— RARAR — ———————— RRRRRARRAR
structure
SS
HE 0 B AT BN S . ] |
confidence -
Disorder ? 2 2 2 7 ?
DlSOrder [ | .

confidence

o 70 o o .. 80 . . 90 .. 100 . . o o WO 5 o .. 120

AVNEAMAYMS QKVQGGELGL NDVLATNMVLTI RQRLFAEAEAKELAVRDF ACTFLGLI SS

Secondary )
ARRARARRARARA — “ALTAALLLLLALALLRRANA —_—
structure e A8
confidence

Disorder ? 2222272

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

PDGTLI MQI GDGGVVVDLGHGLQLPLTPMAGEYANMTHFI TDEDAVSRLETFTSTGRAHK
Secondary

— ——y — —— Iy —— — e p— R
structure » - N
confidence

Disorder ? 2

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

VAAFTDGI QRLALNMLDNSP HVPFFTPFFNGLAAATQEQL DLLPELLKQF LSSPAVNERT
SCCONAANY AARRARAAAAARA — AARARARAARA

structure

confidence

Disorder ? 2272 ? ——
Disorder
confidence
. 250 . .

DDDKTLALAL WA E

Secondary »—
structure

)
confidence
Disorder ?2?
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

