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Secondary structure and
disorder prediction

10 20 o o o IO o o o 40 s o o B0 - o o 60

MFRRRGVTLTKALLTAVCML AAPLTQAI SVGNLTFSLPSETDFVSKRVVNNNKSARI YRI

Secondary g q aRARARAARARRARAAR —_— —
— ——— —— —————| — —————|
structure AR
_ SS —
] — —_
?2 2 ? rd ’_) ?2 2 2?2 rd
. | O EE .

Disorder
confidence
.70 00 80 90 P . 100 . .. 110 . .. 120

BT A | SAI DSPGSSELRTRPVDGELLFAPRQLALQAGESEYFKFYYHGPRDNRERYYRVSFRE

Secondary
S —— — Iy —— Ny ———— I —————————] S —
structure »>
onfidence
Disorder ————— 22222222272 2 2 ? ?
Disorder T O | I
confidence
.. 130 . . 140 .. . 150 . . 160 .. 170 00 L 180
VPTRNHTRRS PTGGVVSTEPVVVMDTI LVVRPRQVQF KWS FDKVTGTVSNTGNT WFKLLI
Secondary — —————— ————— ————— ey ———

structure

D|_sorder —
confidence
190 . .. 200 . - .. .210 . . . P . 220 . .. - . 230 . . .

KPGCDSTEEEGDAWYLRPGDVVHQPELRQPGNHYLVYNDKFI KI SDSCPAKPPSAD

Secondary
structure - =

confidence

Disorder —2 —2 2?2?22 22222272 22?2 -122227272172
Disorder
confidence

Confidence Key
HighQ) Il EHIRIILow (0
? Disordered
A% Alpha helix
= Beta strand


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

