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Secondary structure and
disorder prediction

—

10 .. 20 .. .. 30 . . . 40 .. 50 . . 60
MESLASLYKNHIATLQERTRDALARFKLDALLI HSGELFNVFLDDHPYPF KVNPQF KAWY
- —AARAAAAAAAAA — —— —

structure —RANN-AR ARANN -
SS
confidence
Disorder 2 2 2 2 22

Dllsorder -
confidence
.70 . . . ., . . . .80 . . . .., . . . .9 . . . ., . . . .100. . . ., . . . .10. . . .., . . . .12

BT PVTQVPNCWL LVDGYVNKPKL WFYLPVDYWHNVEPLPTSFWTEDVEVI ALPKADGI GSLLP
Secondary

e ——————— ——— ARARARARA AAARARRAIARAR  RRRRRARAR
structure
_ I R $EEEE O . HE e | | T | N
confidence
Disorder ?

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

AARGNI GY | GPVPERALQLGI EASNI NPKGVI DYLHYYRSFKTEYELACMREAQKMAVNG
Secondar -
ALY — AUMARRRRAMY —— RARRASRANRAA —ARRNNRAANRANARNNNAN

structure

confidence

Disorder 22

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

HRAAEEAFRS GMSEFDI NI AYLTATGHRDT DVPYSNI VAL NEHAAVLHYT KLDHQAPEEM
Secondar )
Y RARRARA RAMRANRAARAANAN —_—

structure

SS I I I N T L ]
confidence

Disorder

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

RSFLLDAGAEYNGYAADLTRTWSAKSDNDY AQLVKDVNDE QLALI ATMKA GVSYVDYHI Q
SECONMANY — — —————— AARARARRARARRARRRRARN RRARRNN

structure

. _-— LB

Disorder

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

FHQRI AKLLRKHQI | TDMSE EAMVENDLTGPFMPHGI GHP LGLQVHDVAGF MQDDSGTHL

Secondar A AARAARARAAR
structure A RRAAARARA
confidence
Disorder 222222122
== | -

Disorder
confidence
. 370 . . . . . . 380 . . . . . . 390 . . . . . . 400 . . . 410 420

AAPAKYPYLRCTRI LQPGMV LTI EPGI YFI ESLLAPWREGQFSKHFNWQKI EALKPF GGI
STy ——————— —RARARR AAARAA =

structure

Dllsorder —
confidence



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

L. . ... . . .430 . . . .., . . . .40 . . .
PBEEMEIEI R EDNVVI HENNVENMTRDL KL A
Secondary . )
structure-

Disorder 2222
Dllsorder
confidence

Confidence Key
High() I CINIRINLow (0)
? Disordered
A% Alpha helix
= Beta strand




