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Secondary structure and
disorder prediction

10 . . .20 . . . 30 40 50 60
MNRSFHFLI KYI YI HVLLVFYFHI KQQAI MPFFI FFFSSFDGLSFDLRVVAFLAKHVFVG
Secondary g g aAARRRAARAAAARARAAARAAAARAARAAAARARA — ARRAAAARARARRARAR

structure

SS
confidence
Disorder ? 2 ? ?

Dllsorder
confidence

70 .. . 80 . . . 90 . . . 0. . . 110 120

VCSPFFVVGFFGSSRVVVTEWLSKLVLPPPPVSI TQVFSLSRKRGEFSSGYI LI I NPYKS
Secondar )
Y A AAMAAAAAAS  ARAARRARAAA — AARAARRAAARRN ey — RN

structure

SS
confidence

Disorder 22
Disorder
confidence
130 140 . . . 150 .

FLRSLLDFSI FNNTAKNKSSTFTLNLEDVSK
Secondary
AANANANNAN e —
structure RA% RAA%
SS
confidence
Disorder 2?2 —7 —? ——————— 2?2272

Disorder
confidence

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


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

