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Secondary structure and
disorder prediction

10 .o.20 . .. 30 . . 40 .. 50 . . 60

MTEHTSSYYAAS/—\NKYAPFDTLNESI TCDVCVVGGGYTGLSSALHLAEAGFDVVVLEASR
oy s e —— AAAAR ARARRRAN S ———

structure

SS
L= | I B ———————— NN
-

Disorder
confidence
.70 .. 80 90 100 110 120

| GFGASGRNGGQLVNSYSRDI DVI EKSYGMDTARML GSMMFEGGEI | RER I KRYQI DCDY
e AARAAAA — AAARAAAA AAAAARAAAAR ARAAAAAAAAARAR

structure

confidence

Disorder

Disorder
confidence
130 .. 140 P . 150 . . . 160 ... 170 0 L 180

RPGGLFVAMNDKQLATLEEQKENWERYGNKQLELLDANAI RREVASDRYT GALLDHSGGH
Secondar
Y ey e—p AARRARARARRAARARARR — sy —RAANANANAN —— A ey —————

structure
SS
confidence
Disorder

Disorder
confidence
190 P . 200 . . P . 210 . .. .. .220 0 . L .. .230 . .. ... 240

| HPLNLAI GEADAI RLNGGRVYELSAVTQI QHTTPAVVRTAKGQVTAKYVI VAGNAYLGD

Siifu’}fij{g » AARARARARAARARN — mp ——— — - — AR

SS
—

Disorder

Disorder
confidence
. 250 . . 260 . . 270 . . .. 280 . . ..290 . . .. 300

KVEPELAKRS MPCGTQVI TTERLSEDLARSLI PKNYCVEDCNYLLDYYRL TADNRLLYGG
Secondary

structure ASAAAN = eassssssssss—_——— LAAAAA ——  Em———  EE—— ——
confidence
Disorder ? ??

Disorder
confidence

GVVYGARDPDDVERLVVPKLLKTFPQLKGVKI DYRWTGNFLLTLSRMPQF GRLDTNI YYM

o IO o o o o 820 o o o o 880 . o .. 340 . . o o 380 . . .. . 360

Sty AARAARARARARAAN AAR — s— —— —

structure

)
confidence

Disorder
Dllsorder
confidence

QGYSGHGVTCTHLAGRLI AELLRGDAERFDAFANLPHYPFPGGRTLRVPF TAMGAAYYSL

. 370 . . . . . . 380 . . . .. .39 . . . . . . 400 . . . 410 420

secondary ,, ~ maAAAAARAARAAAA AR AARAAAAAARARAR

structure

SS
-

Disorder 2 —2 2

Disorder
confidence



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