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Secondary structure and
disorder prediction

1 . . .. ... .10 . .. ... .20 . ... .300. ... ...oL80 . . . ., . . . .50 . . . .. . . . .80
PR VRCSVFGTGYLGATHAVGMAQL GHEVVGVDI DPGKVAKLAGGDI PFYEPGLRKLLTDNLA

Secondar - -
Y e——— AARAAARAAAAN — —— RAARARARN ARANAANRAN—

structure

SS

confidence
Disorder ?

Disorder
confidence
70 80 90 100 110 120

P AGRLRFTTDYDMAADFADVHFLGVGTPQKI GEYGADLRHVHAVI DALVPRLVRASI LVGK

Ty — ARAAR ———— —) AARAARARARRARA —— s—

structure

_——_——_

Disorder 22

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

Y s TVPVGTAAELGHRAGALAPRGVDVEI AWNPEFLREGFAVHDTLNPDRI VLGVQDDSTRA
Oy ARAAARARARRAA — ey RAN LY ————— RAAA

structure

Il N . Il BN . . B | HE IS .
confidence

Disorder

confidence
.. ... . . .19 . .. ., ... .200. .. ., ... 210 . ..., ... .2200. . .., ... .230. . . ., . . . .240
PR EVAVRELYAPLLAAGVPFLVTDLQTAELVKVSANAFLATKI SFI NAI SEVCEAAGADVSQ
Secondar N
Structurg AMAAAAANAAN e AN MR AAGLOGWRLWRRARANGWGGGARANS — RSN
SS

confidence
Disorder

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

P L ADALGYDPRI GRQCLNAGLGFGGGCLPKDI RAFMARAGELGADQALTFLREVDSI NMRR
secondary ARAAA AAAAARARARARAARN ALLLLLRLAARARAN

structure

Disorder ? 2

Disorder
confidence
310 320 330 340 350 360

P RTKMVELATTACGGSLLGANI AVLGAAFKPESDDVRDSPALNVAGQLQLNGATVHVYDPK
Secondary - -
AMAAAARRANS————— e — G G L S e Sy
structure
SS
confidence
Disorder ?

Disorder

confidence
. . . ... . . . .30. . . ., . . . .38. . . ., . . . .39. . . ., . . . .40. . . ., . . . .40. . . ., . . . .40
PEMEE ALDNAHRLFPTLNYAVSVAEACERADAVLVLTEWREFI DLEPADLANRVRARVI VDGRNC

>econdaly — ARAARRA————— ARARR ey AARAR —— ARAARRAN —— —————

structure

)
confidence

Disorder

Dl_sorder
confidence



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

L. . ... .. 430, . . .., . . . .40 . . .
PEEMEE L DVTRWRRAGWRVFRLGVPRLGH

Secondary — ARAAARA  —
structure

SS
O S E—— —

Disorder 2?222?2?7?
Disorder
confidence

Confidence Key
High(9) |1 ENIRII Low (0)
? Disordered ( 3%)
AR Alpha helix ( 47%)
= Beta strand ( 16%)
S TM helix ( 5%)



