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Secondary structure and
disorder prediction

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

MANSI TADEI REQFSQAMSAMYQQEVPQYGTLLELVADVNLAVLENNPQL HEKMVNADE L

Secondary
~~~~~~ AMMAAAAAAAAAA — AAAAAARAAAAAARARAA - A
etruchure RRAR RN A% RRARRAN -
confldence
2222 222 ?
N ]

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

ARLNVERHGAI RVGTAQELATLRRMFAI MGMYPVSYYDLSQAGVPVHSTAFRPI DDASL A

Secondar
Y — RARKRAARRAARAANAN RAAN RAAAN
structure
confidence
Disorder ?2? ? ? ?

Disorder

. HE T .
confidence

o B0 - o o 140 o - o B0 - o o 160 P 170 180

RNPFRVFTSLLRLELI ENEI LRQKAAEI LRQRDI FTPRCRQLLEEYEQQGGFNETQAQEF

>econday —AARAAAAAAAAAAA —AARAARARARAAA —— RARAARRARAAAN —  ARRRAAA
structure &
. SS I R — —
confidence
Disorder 727221272 ???
T —

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

VQEALETFRWHQSATVDEETYRALHNEHRLI ADVVCFPGCHI NHLTPRTL DI DRVQSMMP
Secondar
Y AARARARAA RANASRASARAAASAARNANN RANVAURAANS

structure

SS - . E———
confidence

Disorder —————— ? 22

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

ECGI EPKI LI EGPPRREVPI LLRQTSFKALEETVLFAGQKQGTHTARFGE | EQRGVALTP

Secondary
ARRAA —— e ——— —— —————
structure * . — RARARARN - .Y
confidenig - - -
Disorder —? ? ? 22?2?7222 2?2?72

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

KGRQLYDDLLRNAGTGQDNLTHQMHLQETF RTFPDSEFLMRQQGLAWFRY RLTPSGEAHR

Secondary
ARAAARARAAR  AAARAARARARRAR  — —
<tructure A LY LY ARRAN e——
confidence
Disorder 2222222727 2222222
Di.sorder —
confidence
. . 370 . . . . . . 380 . . . . . . 390 . . . 400 410 . . . 420
QAI HP GDDPQPLI ERGWVVAQPI TYEDFLPVSAAGI FQSNLGNETQTRSHGNASREAFEQ
Secondary N
structure RARAAN — ARARASNA
- . T NS S
confldence
?7-2222?2?222222222 2272 —
- I P L e ——

Disorder
confidence


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

. 430 . . 440

B AL GCPVLDEF QLYQEAEERS KRRCGLL

Secondary
S ARRRRRRRRRAR —
structure % A% AANAN
SS
contderce [ —
Disorder 222

Disorder
confidence

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



