PETER 1. a kel ley@imperial .ac.uk

") R P 76350
‘V')/—\ ThuJan512:22:14 GMT
_‘ Date 2012
U”'q“eJ°b bdbe188081ab702e

Secondary structure and
disorder prediction

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

MDSTLI STRPDEGTLSLSRARRAALGSFAGAVVDWYDFLLYGI TAALVFNREFFPQVSPA

Secondary
AARTTTTTAR ATAARARATALARRARRRRRRAR
structure RN A% A%
SS L |
confidence
Disorder 2222222222 ?22227271?27? ? —
I

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

Sequence MGTLAAFATF GVGFLFRPLGGVI FGHFGDRLGRKRMLMLTVWMMGI ATALI GI LPSFSTI
Secondar
Y AMMAAAAASALAASLTUAAAAALAASAAAAT  ASAMALALASTAARAASAAAY — AAAAR

structure

SS
confidence

Disorder

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

GWWAPI LLVTLRAI QGFAVGGEWGGAALLSVESAPKNKKAFYSSGVQVGY GVGLLLSTGL
Secondar
Y AAAAAAAAAA ARAARAAL —  AMARAAARAAAA —  ASAAAAARAARAAARRARRARRA

structure
SS
confidence
Disorder

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

VSLI SMMTTDEQFLSWGWRI PFLFSIVLVL GALWVRNGMEESAEFEQQQHYQAAAKKRI P
seconda’y AMAAARA —ARAAA—AARAARAARAARARARRAR ——ARARAARAAR

structure

confidence

Disorder 22222222272 —

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

VI EALLRHPGAFLKI | ALRLCELLTMYI VT AFALNYSTQNMGLPRELFLNI GLLVGGLSC
Seconda ARAAAA—AAAAARAAAAAAAARARARAAARRAARRAAR —ARAARRARARARARAA

structure

SS
confidence

Disorder

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

LTI PCFAWLADRFGRRRVYI TGTLI GTLSAFPFFMALEAQSI FWI VFFSI MLANI AHDMV
Secondary g g A ARARRARAAAA AARALARAARARAARARRAAAAL — ARRARAARARARAARARARA

structure

SS
————
-

Disorder

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

VCVQQPMFTE MF GASYRYSGAGVGYQVASVVGGGFTPFI AAALI TYFAGNWHSVAI YLLA
>econdal AMAAAAAAAAA —ASAARAAAAAASAASARAARAAAAR ARAAAAA —AARRARRAA

structure

SS
confidence

Disorder

Disorder
confidence



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

L. . L4300 . L L,
B GCLI SAMTAL LMKDS QRA
Secondary g g ARARAAANR —
structure m
SS
confidence

Disorder 222222
Disorder
confidence

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



