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Secondary structure and
disorder prediction

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

MTTI LKHLPVGQRI Gl AFSGGLDTSAALLWMRQKGAVPYAYTANLGQPDEEDYDAI PRRA
O — AAAAA— — AAAARAAAR AR —— RRARIRRRRAR

structure

Disorder 2 2 ———2 2 —2

Disorder
confidence
.70 . . . ., . . . .80 . . . .., . . . .9 . . . ., . . . .100. . . ., . . . .10. . . .., . . . .12

BRI MEY GAENARL | DCRKQLVAE GI AAl QCGAFHNTTGGLTYFNTTPLGRAVT GTMLVAAMKE

SECondany mug - AAAAAAAAAAAAAAAARAA AAAAAAARAAAAAAAAA

structure

SS NN T BT BT R N | p——
confidence

Disorder

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

DGVNI WGDGS TYKGNDI ERFYRYGLLTNAE LQl YKPWLDTDFI DELGGRHEMSEFMI ACG

SEEEEN —_— ARRARAARAARAR = RARAR A% RARRARARAN
LB | 7T 3 7 I S
confidence

Disorder 222 —2

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

FDYKMSVEKAYSTDSNMLGATHEAKDLEYL NSSVKIVNPI MGVKFWDESVKI PAEEVTVR

Secondary —————
structure
confl dence

DI.SOI'der IS N
confidence
. 250 . . . . 260 . . ... 270 . . .. 280 . . . ..290 . . .. 300

FEQGHPVALNGKTFSDDVEMMLEANRI GGRHGLGMSDQI ENRI | EAKSRGI YEAP GMALL
PECONIATY mp—— sy — AR ——AARAARARARARAR el LL L R UL

structure
SS
confidence

Disorder 22

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

HI AYERLLTGI HNEDTI EQY HAHGRQLGRL LYQGRWFDSQALMLRDSLQRWVASQI TGEV

Secondary
ARTTARTTAIIA  ALTTTRTATLARARARAAT  ARARKAAAARARAN —
structure & AR e AR
confidence
Disorder
-

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

TLELRRGNDYSI LNTVSENLTYKPERLTME KGDSVFSPDDRI GQLTMRNL DI TDTREKLF
Secondar N N
Y —p— e—————————— ANN-——KRAAN ANN ANAAN - RANAAARAAN

structure

___ N NN S S LB ]

Disorder P —200000 2722222 2

Dllsorder —
confidence



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

L. ... ... 4830 . .. L, ...L4a0 . L

PR GYAKTGLLSS SAASGVPQVENLENKGQ
Secondary I
structure W% ANASNAN

Di.sorder — — — -
confidence

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




