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Secondary structure and
disorder prediction

10 s o A0 o o s oo 30 5 o o 40 o ¢ B0 o o 60

MATNAKPVYKRI LLKLSGEALQGTEGFGI DASI LDRMAQEI KELVELGI QVGVVI GGGNL

secondary | e ——— ARAARAAAAARANARA —  —
structure l
confldence
2?2 —22127?

Dl.SOI’der I O TN e
confidence
.70 . . . . . 80 . . . 90 . . . 100 . . . 110 R . 120

F RGAGLAKAGMNRVVGDHMGMLATVMNGLAMRDALHRAYVNARLMSAI PLNGVCDSYSWA

Secondary )
AAARARAR ARTRTIARARARARRANL ey .
Structure RAAASR RANN—ARN
confidence
Disorder ———? —? 72
DlSOrder I N B O . N

confidence

o 13® o o o 140 T 115 () 160 1 7 180

EAI SLLRNNRVVI LSAGTGNPFFTTDSAACLRGI El EADVVLKATKVDGVFTADPAKDPT

Pecondary ARARARR——— — ARRRARARRARR - —

structure

SS I 42 - &= | | I HE BN
confidence

Disorder

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

ATMYEQLTYSEVLEKELKVMDLAAFTLARDHKLPI RVFNMNKPGALRRVVMGEKEGTLI T
Secondar . . }
Y — RAAARA — ARARARRAN e AARARARL _——

structure

)
confidence

Disorder
Disorder
confidence

| Sequence I3

Secondary
structure

SS
-

Disorder ?
D|_sorder -
confidence

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


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

