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Secondary structure and
disorder prediction

10 20 30 40 50 60

R MSFLTVAPDMVTAAAGNLESVGSALNEAAAAAAPATVGLAAPAADRVSAVVAAMLGAYAR

Secondary -
e ALARAAARAATALARAANAL  ARRAAARRANR ALLLARAARALAANS
structure
SS I B || | HE . .|
confidence
Disorder 2 2 2 —2 2 2 —2
Dlsorder I T BT B Bl o .

confidence

.. . ... . . . .70 . . . .., . . . .8 . . . ., . . . .09 . . . ., . . . .100. . . ., . . . .110. . . .., . . . .12
P DF QGlI SAQI AGFHNQFVGALRGGAAAYASAEAANVQQTVVNAVNAPAQALLGHPLI GPET
secondary) u gy AARAARAAAAAARAAARAA —AARAAAAARAAARAARRAR ——

structure m
SS
confidence
Disorder ? ?

Disorder
confidence
.. . .. . . . .13 . . . .., . . . .10 . . . ., . . . .25 . . . ., . . . .160 . . . ., . . . 170 . . . ., . . . .180
B VGSSAAAVSFGFGPLLLAGSDPLLAVPFSYPASLPTPFGPVTMTLNGSFDPLTQQVVFDS

Secondary -
structure AR AR ’

SS
confidence =

Di_sorder NI
confidence
L. . ... .. 190 . ..., ... 200 . ..., ... 210 ..., ... L2200 . .., .230. . . ., . . . .20
PR GSLTAPAPFVYGLGAVGPALTTMTALQNSGTAFSGAVQSGNLLGAAGALLQAPGNAVTGF
secondaly _ARR——AAARAAR ARAARAARAAARAAAARAARRAARAARAARRARAARARRRARAR

structure

__- | ) | EEEN 4T
confidence

Disorder ? 2 2 ? ? 2222?2222 —2227222?2222227?2—12171?2? 22?2? ——————

Disorder
confidence

250 260 5 o B o o 280 .29 . . 300

XML FGQTAI SQSI PGPSNLGYESVGI SVPVGGLLAPLQPVTVTLTPTSGMPTAI QLSGTQFG

Secondary - . . } }
i — [—— — i ————— ey ——— LR
structure A
confidence
Disorder —2 —2 2?22?22 2222222222222 ?2—222222?2 —272? —
DI,Sorder T Bl EEE EENOODESS Ol B B S B B B o
confidence

... .. . . . .30
PR GLLPALLNGF
Secondary pu mmRAR

structure

)
confidence B
Disorder ——— Z?

Disorder
confidence

Confidence Key
High(9) Il [ERERNN Low (0)
? Disordered ( 42%)
A% Alpha helix ( 51%)
= Beta strand ( 12%)

RS TM helix ( 5%)


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




