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Secondary structure and
disorder prediction

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

MSQKLKVVTI GGGSSYTPELLEGFI KRYHELPVSELWLVDVEGGKPKLDI | FDLCQRMI D

Secondar
Structurg —— ——— RARRNARARRNNNN ——y —— RANAAN AANRARRNAAN
SS
N I OO0 I | N o
confidence
Dlsorder 222272
M — —— - — —
confidence
.. .70 . . 80 90 100 110 120
NAGVPMKLYKTLDRREALKDADFVTTQLRVGQLPARELDE RI PLSHGYLGQETNGAGGLF
S d .
crondary A ———— AARA —_— AAAAAARA ARAARA ARAARA

structure

SS I N B TS BT . T EET &= |
confidence

Disorder 2?2 —?

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

KGLRTI PVIFDI VKDVEELCPNAWVI NFTNPAGMVTEAVY RHTGFKRFI GVCNI PI GMKM
Secondar
Y AAAAAARAAR ARARRARRA ey ——— RARRARARRAR e am— L

structure

confidence

Disorder

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

FI RDVLMLKDSDDLSI DLFGLNHMVFI KDV LI NGKSRFAELLDGVASGQL KASSVKNI FD
secondary ARRAR— AAAm—— ARARARAAR AR = RARRRRRA

structure

confidence
Disorder 222 2227272 ——

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

LPFSEGLIRSLNLLPCSYLLYYFKQKEMLAIEMGEYYKGGARAQVVQKVEKQLFELYKNP
SO AAAARA——=»———AAAA———AARAARAR RUTTLRUTULRRRARAN

structure

Disorder

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

ELKVKPKELEQRGGAYYSDAACEVI NAI YNDKQAEHYVNI PHHGQI DNI P ADWAVE MT CK
et RRRRRARRR - —
S -
structure RRAA ANN
SS
confidence
Disorder 22 222122

Di.sorder
confidence
. . 370 . . . . . . 380 . . . . . . 390 . . . . . . 400 . . . 410 420
LGRDGATPHP RI THF DDKVMGLI HTI KGFEI AASNAALSGEFNDVLLALNLSPLVHSDRD
Secondary N
i —p L G T T R G L L L B ey
structure RSN R RSN
SS
confidence
Disorder ?

Disorder
confidence



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

L. . ... . . 430 . . . .., . . . .40 . . . .., . . . .40
B AELLAREMI LAHEKWLPNFADCI AELKKAH
oo ARMAARRARRAAARAA —— AAARRARRRR —

structure

SS
confidence

Disorder 222

Disorder
confidence

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



