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Secondary structure and
disorder prediction

1 10 s e o AV o o 30 40 50 60

ML DVAGLPRLAAGTQAAI | HGMAQPPSLLTTDNGLPFGVQGACDSRFTGVI RAFAGLYPGR

Secondan —AAAAARAAAAARRARAAAA ARRRRRRRRRRRRRAN
structure
confidence

Disorder 2 2?2 2 ? 22?22?2222?2222222222222127?

Disorder

confidence

.. . .. . . . .70 . . . .., . . . .8 . . . .., . . . .9 . . . .., . . . .10. . . .., . . . .110. . . .. . . . .12
M KFGGGALSVYI DGRQVVDVWT GWSDRQGKVPWTADTGAMVFSATKGLAATVI HRLVDRGL
Secondar - . } )
structurg R T ———— AR AR RRRRRRAR—
SS
confidence
Disorder

Disorder
confidence

. . . ... . . . .130. . . ., . . . .10 . . . ., . . . 150 . . . ., . . . .10 . . . ., . . . .270. . . ., . . . .180

P L SYDAPVAEYWPEFGANGKSEVTVSDVLRHRSGLAHLKGYVDKDEVMDHLLMEQKLAAAPL
Secondary

— ARASARAARS

structure RRSA RS ——RANSA RSN

SS

confidence
Disorder

Disorder
confidence
190 200 210 220 230 240

M DRQHGKLAYHAVTYGWLLSGLARAVTGKGMRELFREELARPLNTDGI HLGRPPADSPTKA
Secondary N

ey ——RANARLLAARAAN ——ANAASNSANNNNN RANRANNN

structure

SS

confidence

Disorder

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

PR AQTLLPQAKVPTPLLDFI APKVAGLSFSGLLGAVYFPGI LSLLQDDMPFLDGEVPAVNGYV
Secondary o o e .
structure!‘ m
SS

confidence

confidence
.. . .. . . . .30 . . . ... . . . .30 . . . .., . . . .33 . . . .., . . . .380. . . .., . . . .35 . . . .., . . . .360
PRV TARALAKTYGALANDGYVI DGTRLLSSQAVRGLTGKSELWPDLNLGLPFTYHQGYQSSPV
secondary) g u mRARRARARAA — AARARARA
structure
SS

confidence
Disorder ? 222

Disorder
confidence
370 380 390 400 410 420

PP GLLEGYGHI GLGGTI GWADPETGSAFGYVHNRLLTLLLFDI GSFAGLAALLNSAVVAAR

Secondary
— ———— ——— AAAAARARARARRARAN
structure R
confidence
Disorder ? ? 22722 ?

confidence


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

430 440

PR RDDPLEVPHFGAPYSEPRHEQAASGA

Secondary
structure

confidence
Disorder —————2?? —? 2222222221712
Disorder HE B = Daas s N

confidence

Confidence Key
High(9) Il FIIRIIl Low (0)
? Disordered ( 18%)
AR Alpha helix ( 34%)
= Beta strand ( 10%)

AR TM helix ( 4%)



