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Secondary structure and
disorder prediction

Pnyre

10 20 30 40 50 60

Ml PVKVENNTSLDQVQDALNCVGYAVVEDVLDEASLAATRDRMYRVQERI LTEI GKERLA

EORE ey : ARRARRAAAN sy ARRIRRRARRRRURARRARAR
structure -
[ m—— ] [E— | E—
confidence

Disorder
confidence

RAGELGVLRLMMKYiDPHFFTFLEI PEVLSI VDRVLSETAI LHLQNGFI LPSFPPFSTPDV
Second . _
B — AR ARAAAAR  ARRRARAAAAN e,

structure

70 80 90 100 110 120

| | . BB ol | (| I NN
confidence

Disorder —? 2222 2222222 2 —

D|§order —
confidence
130 140 150 160 170 180

BT F QNAF HQDFPRVLSGYI| ASVNI MFAI DPFTRDTGATLVVPGSHQRI EKPDHTYLARNAVP

Secondary ) )
—— — ——— L R —— [——
structure
_ | S A T . | SN N (D R — B
confidence
Disorder 2222272

Disorder
confidence
190 200 210 220 230 240

IV QCAAGSLFVFDSTLWHAAGRNT S GKDRLAI NHQFTRSFFKQQI DYVRALGDAVVLEQPA

Secondary - , } )
— — ——————— RRARARARA —
structure g RANRRAN 8

Disorder

Disorder
confidence
. 250 . . 260 .. 270 . .

PR TQQLLGWYSRVVTNLDEYYQPPDKRLYRKGQG
Secondar
J RRRAR RRAN

structure

. _- i | L N

Disorder 2?2?222?2?2? 2?2?22727217?7?
Disorder
confidence

Confidence Key
High(9) JIL TR Low (0)
? Disordered ( 18%)
A% Alpha helix ( 29%)
= Beta strand ( 20%)


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

