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Secondary structure and
disorder prediction

10 o ¢ o 20 o o o o ¢ o 30 s o © 40 5 o0 oo B® - o o 60

MSI TAQSVYRDTGNFFRNQF MTI LLVSLLCAFI TVVLGHVFSPSDAQLAQLNDGVPVSGS
Seconda —ARAAARAAAAARAAAAA ARMARAAARARARARARAARAA —ARAARRARARR ———

structure

SS
oo i

Disorder 2 2 2 ? 222222 —

Disorder
confidence

o 7O o o P ) 920 o o OO 5 o o 110 .. 120

SGLFDLVQNMSPEQQQI LLQASAASTFSGLI GNAI LAGGVI LI | QLVSAGQRVSALRAI G
Seconde’ —ARAAAAA AAAAARAAAAAAAAAAAAAARAAAARAAAAAARAAAA —ARRAAA

structure

SS e B | .- _________________________________________________| B |
confidence

Disorder 222 2?22?2722 —
Disorder
confidence

130 . .. 140 .. . 150 . . . 160 170 180

Sequence ASAPI LPKLFI LI FLTTLLVQI GI MLVVVPGI | MAI LLAL APVMLVQDKMGVFASMRSSM
Secondary
P R R L e I

structure

)
confidence

Disorder 22722

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

RLTWANMRLVAPAVLSWLLAKTLLLLFASSFAALTPEI GAVLANTLSNLI SAILLIYLFR
Secondar
Y AAAAAAAAAAALAAAAAAAAAAAAALAALAL  AMAALAALAALAARAALALLARRAR

structure

confidence
Disorder 222222
Disorder

confidence

LYMLI RQ
Secondary AARAA —

structure

. __

Disorder —2 2 ?

DI_Sorder BN
confidence

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


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

