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Secondary structure and
disorder prediction

10 20 30 40 s o o 80 . o o 60

MSVSRRVI HHGLYFAVLGPLI GVLFLVLYI FFAKEPLVLWVI | HPI FLLLSI TTGAI PAL
Secondary g m aRRARRRAAARAAAARARAAARAARARAAR — ARARARRAAARAARARAAARRARAR

structure

SS
P -

Disorder 2 2 2 2

Disorder
confidence
70 - . 80 . . . 90 .. . 100 . . . 110 120

LTGVMVACLPEKI GSQKRYRCLAGGI GGVVI TEI YCAVI VHI KGMASSELFENI LSGDSL
Secondary
AAAANNNS——ANNANASAMUIRNNINASSUINIRASSAUIURRAALVIIASAANAANINSNSNNSS

structure
SS

confidence

Disorder

Disorder
confidence
. 130 . . . 140 .. . 150 .

VVRI | PALLAGVVMSRI I TRLPGLDI SCPETDSLS

Secondary o ¢ AARRARARARARRARRAN
structure
SS
confidence

Disorder 222227272

Disorder
confidence

Confidence Key
High(o) [l ERIRIILow (0)
? Disordered
A% Alpha helix
) Beta strand


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

