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

I eglolifeg§ P11071
’ ‘V')/—\ ThuJan511:32:28 GMT
_‘ Date 2012
SRS 64c1230088a96be

Secondary structure and
disorder prediction

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

MP RGLELLI AQTI LQGFDAQYGRFLEVTSGAQQRFEQADWHAVQQAMKNRI HLYDHHVGL
e AARAAAAAAARAARAARAAAAA —ASARAAAAA —AAAAAAAAAAAARAARAARAA

structure

SS
Y

Disorder 2 2 2 2 22 2 22

Dllsorder
confidence
.70 .. 80 90 100 110 120

VVEQLRCI TNGQSTDAAFLLRVKEHYTRLL PDYPRFEIAESFFNSVYCRL FDHRSLTPER
ceconda’ AAAAARAA —— ARAAAAARRARRAAR ——— AURRAARARARRRRAARY

structure

confidence

Disorder 22
Disorder
confidence

.oo.130 . . 140 .. . 150 . .. 160 ... 170 0 L 180

Sequence LFI FSSQPERRFRTI PRPLAKDFHPDHGWESLLMRVI SDLPLRLRWQNKS RDI HYI I RHL
Secondar }

Y — ———————— AAAAAARAAAA ——AAARARAARRRRARA

structure

. S5 || —_— - -
confidence

Disorder ?2? ? —?
Disorder
confidence

190 .. ..200. . . o ¢ o Bl o o o o o 0 B20 5 o o o o 08305 o o ... 240

TETLGTDNLAESHLQVANELFYRNKAAWLVGKLI TPSGTLPFLLPI HQTDDGELFI DTCL
Secondary!I

[— i ———— i ———— [ ——
structure
I I - | - T [ |
confidence

Disorder —2 —2 2 2 2

Disorder ENIE BN BN ==

confidence

2 850 o o o ¢ o A@ o o o o ¢ o AU o o o o o 0 BB . o o o o o B9 5 o o .. . 300

TTTAEASI VF GFARSYFMVY APLPAALVEWLREI LPGKTTAELYMAI GCQKHAKTESYRE
secondary - ARARAARAAARAARAAAL — ARARAARARAN ALTTLLIRLLL ARARRARANA

structure

SS I
confidence

Disorder ?

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

YLVYLQGCNE QFI EAPGI RGMVMLVFTLPGFDRVFKVI KDRFAPQKEMSAAHVRACYQLYV
secondary ARARAA —_— - —————— ———————— AUTLLARLRULUNRN

structure

—-______—-_

Disorder ? 2 2

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

KEHDRVGRMADTQEFENFVLEKRHI SPALMELLLQEAAEKI TDLGEQI VI RHLYI ERRMV
Secondar
Y AAAMAAAAAAAARARARARA — ARA  AARARAARAN = ) ——

structure

Disorder ?

Disorder
confidence



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

L. . ... .. 430 . . . ., . . . .48 . . . ., . . . .45 . . . ., . . . .40 . . . ., . . . .40 . . . .., . . . .480
PP LNl WLEQVE GQQLRDAI EEYGNAI RQLAAANI FPGDMLF KNFGVTRHGRVVFYDYDEI C
>econdal AMAAAAAA AAARAARAARAAARAARAAL — ARRARAR = m— AR

structure

Disorder

Disorder
confidence
490 P . 500 . - .. . 510 . . . .. .. 520 . . . .. .. 530 . . . .. . 540

TS Y MTEVNFRDI PPPRYPEDELASEPWYSVSP GDVFPEEFRHWLCADPRI GPLFEEMHADLF

Secondary
S Y
structure AR AAAAAAAL —— AAAAAAAAAL AR
confidence
Disorder 2222?2277 1272 ?

Disorder
confidence
. 550 . . . P . 560 . P .. .. 570 . . .

P RADYWRALQNRI REGHVEDVYAYRRRQRFS VRYGEMLF

Secondary
L LLLLETLTY —
structure ARN RAAARRAARANN
Disorder 22272 ?2—2221?7?
b |

Disorder
confidence

Confidence Key
High(9) I EHIRIRNLow (0)
? Disordered
A% Alpha helix
=) Beta strand



