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Secondary structure and
disorder prediction

1. . Lo 10 . o200 300 L. oa0 . . ... U50 . ... ... .60

PFEEMEMTATLTKTLGSLDDFRGTLCVPGDPDYPRVRAI WNGQVAREPALI ATCHDACDVRTVLRR

Secondary . )
-~ RNARRARANA — ARRRARARL  e—— RARRANARAA
structure
confidence
Disorder ? ? ? —————————? 2?2 22? —??
DlSOrder . B | -

confidence

70 80 90 100 110 120

AVDAGMVTAVRGGGHNVAGTALCDGGVVI DLSAMRAVSLDPATGRVRVQGGATLADL DHA

Secondar - ; )
structun}al RAN - — — — —— | — Y, R

__— L T ITEE | BTN

Disorder

Disorder
confidence
L0130 . . . ., . .. .180 . . . ., . . . 150 . . . ... . . . 160 . . . ... . . . .170. . . ... . . . .18

TVPFARVAPAGI VITTGVGGLTLGGGVGWTTRRFGLSCDNLVAVRLVTAAGDYLSVDDER

Secondary - ) )
— —f S —
ctracture RAR — — LRRUUNAN —
SS
confidence

Disorder

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

DPELMWGLRGGGGNFGI VTEFEFATHPFGPVAVAGFVVYRLDDGPAVL RGYRQFAAAAPE
Secondary N
CRRRRRRR —— —— UURURUULLRRRARRRNL

structure

Disorder

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

EVTTI VVLRHAPPAPWI PVDQRGKPVVMI GAVHTGSI QTGI EALRPVKSLARPVADTVWP

Secondary - ) )
e ———— T A A A A AR A ARAS ———— —
structure [ -
confidence
Disorder 222227272 2222272 2
Disorder e — I T I B DN e B

confidence

310 32 O 330 340 350 360

TPFLAHQAVLDASNPAGHRYYWKSDHLAELNDEAI DLLVEQTAQLSSPDSLI Gl FQLGGA

Secondary

= RARRANR — ——————— ARAARRARRARR —————
structure

confidence
Disorder ? 222

Disorder
confidence
L0370 . . . ., . . . .380 . . . ., . . . .39 . . . ., . . . .40 . . . ., . . . .40. . . .., . . . .40

P A ARGGERSCFPSRHARFMVNYATHWTEAREDDLHRQWTRDAI EALAPYGLGTAYVNFTAD

Secondary .
— AAURARRARRRRRRLLIRRAA

structure

confidence

Disorder 2 2 2 —2

Disorder
confidence



http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi
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High(9) |1 ENIRII Low (0)
? Disordered ( 8%)
AR Alpha helix ( 31%)
) Beta strand ( 26%)
RS TM helix ( 3%)



