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Secondary structure and
disorder prediction

L0100 . ... 200. 300 . L8050 . . ... . . . .60

hlflAQéLkLGLHl PLWAGYACSTLI I FPLVVYGMKVLSQLQLWTTPLWLI LMAAPFGYLVVS
Secondary g g aARRARA—— ARTLITTLLLLLRLLLRLVAAAAAALLLLLLLALRALLLRRRRLULRA

structure

)
confidence -
Disorder ? 2

Disorder
confidence
L0700 .. ... .. .80 ... ... ...90 ... ... 1000. ..., ...oL1100. .. ... ..o 120

P HPDS| GQFFSYAGKDGHGGLSFGSVLLAAGVCLSLI AQl AEQI DYLRFMPPRTPENANRW

Secondary ——RARAAA ARTITLARRTTILARRRTILLRARAAA AR
SS

_ L N NN LB B B LB

Disorder ?? 22?2 22?2?2?22? 22272 7 ——

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

WTWTLLAGPGWVAFGATKQI | GLFLAVYLMANI PGSSTI ANQPVHQFMQI YRTFVPGWL A

secondaly AARVRRRRRLRLLALRALRARAURARKUKKSWAN ALALAARARRARR RS
SS
Confidence L I I S
Disorder 22222222272 2 7?2

Disorder
confidence
190 . 200 . 210 220 . . . 230 . .. 240

LTLAVI LVVLSQI KI NVTNAYSGSLAWTNSFTRLTKHYPGRVVFLGVNLAI ALI LMEANM
secondany o o AARKARRAARAARRAARAARIARAAAAAARAAN ALRALARLRRLRRARRARAR

structure

)
confidence

Disorder

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

FDFLNTI LGCYANCGMAWVVAVASDI GFNKYLLGLSPKTPEFRRGMLYAI NPVGFGSLLL

2econda’y AMARRARARARAARAAIARARIARARSRAAARAA LULY RARRRRNAR
SS
- N E—— - - .
Disorder ? 2

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

AAGLSI VTFFGGLGAALQPYSPLVAI VTALVMPPI LAAATKGKYYLRRTHDGI DLP MYDE
SECONdan) o o ARAAAAAARAAA —AARAAAAAARAAAAARRAARARRAN — —

structure
SS

. H HE ]
confidence
Disorder 222722 727272
|

Disorder
confidence
370 380 390 400 410 . . 420

HGNPSAAVLTCHVCHQDFERPDMLACQTHGAHVCSLCLSTDKQAEHVLPGLARAHI PGDQ

Secondary ARAR
e ——————— R RRRRRAR

structure

confidence

Disorder ? 2 2 ? 2?2 —12 —2 2722227272722

Disorder
confidence



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

VP
Secondary
structure

SS
conrcerce

Disorder ? 2
D|_sorder —
confidence

Confidence Key
High(9) I EHIENN Low (0)
? Disordered ( 14%)
AR Alpha helix ( 68%)
) Beta strand ( 3%)

AR TM helix ( 50%)



