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Secondary structure and
disorder prediction

10 .o.20 . .. 030 . 40 .. 50 . . 60

MTFSLFGDKFTRHSGI TLLMEDLNDGLRTP GAI MLGGGNP AQI PEMQDYF QTLLTDMLES

e onda —— ARAAAA——ARAARAARAAN — ARRAARRARRRRA

structure

--- L T N

Disorder 2 222? —22 222?27?22? 2222272

Disorder

. L [— | N N . T T
confidence

.. . ... . . . .70 . . . ., . . . .8 . . . ., . . . .9 . . . ., . . . .100. . . ., . . . .10. . . ., . . . .10
BRI GKATDALCNY DGPQGKTELLTLLAGMLREKLGWDI EPQNI ALTNGSQSAFFYLFNLFAGR
Secondary N

N N ey —_ ANAANRN—
structure RSN R RN ANRAN
SS
confidence

D|.sorder —
confidence
130 .. 140 P . 150 . . . 160 ... 170 0 L 180

RADGRVKKVLFPLAPEYI GY ADAGLEEDLFVSARPNI ELLPEGQFKYHVDFEHLHI GEET

Secondary . - |
structure  —— AUAUAANRNNAN —— RAAAAAN
confidence
Disorder 2222 22
HE

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

GMI CVSRPTNPTGNVI TDEELLKLDALANQHGI PLVI DNAYGVPFPGI | FSEARPLWNPN
Secondar
Y )y RANARAAAANAAN ey RN

structure

SS j— | I
confidence

Disorder ?

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

| VLCMSLSKLGLPGSRCGI | | ANEKI | TAlI TNMNGI | SLAPGGI GPAMMCEMI KRNDLLR
SECONMAY ey AARR— — AAARAARARARRAAL — ARAARARAARRAR — AAR

structure

. _— [ - L L

Disorder 2222

Disorder
confidence
. 310 . . . . 320 . . . . 330 . . .. 340 . . .. 350 . . .. 360

LSETVI KPFYYQRVQETI Al | RRYLPENRCLI HKPEGAI FLWLWFKDLPI TTKQLYQRLK
>econda’ AMAAARAARAARRAARARRAARAR ——— ——————— ————————— RRUUULRAR

structure

)
confidence

Disorder

Disorder
confidence
. 370 . . . . . . 380 . . . . . . 390 . . . 400 410

ARGVLMVPGHNFFPGLDKPWPHTHQCMRMNYVPEPEKI EAGVKI LAEEI ERAWAES H

Secondar
ctructry N — — RAMARAARRLUARUARARRAN
. SS - S — — -
confidence
Disorder 22222272 2722

Disorder
confidence


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

Confidence Key
High(9) I TIIRRII Low (0)
? Disordered
AR Alpha helix
) Beta strand



