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Secondary structure and
disorder prediction

10 .o.20 . .. 30 . . 40 .. 50 . . 60

MSHNVTPNTS RVELRKTLTLVPVVMMGLAY MQPMTLFDTF GI VSGLTDGHVPTAYAFALI
Secondary AAAAAAAAAAA AARARARARA AAAAAR — AARARARAAAA

structure
SS

confi dence

Disorder
confidence
.70 . . . . . 80 . . . 90 100 110 120

/-\| LFTALSYGKLVRRYPSAGSAYTYAQKSI SPTVGFMVGWSSLLDYLFAPMI NI LLAKI Y
Secondar
Y AAAAARAARARRAR — —RAMRAAAAN —— RAARARARAARANRAARRARAANANARANNANNN

structure
SS
confidence
Disorder

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

FEALVPSI PSWMFVVALVAFMTAFNLRSLKSVANENTVI VVLQVVLI AVI LGMVVY GVFE
>econdary RARA———— ARTTTRRRATLARATTLAAAR ARAAARTILLARLILAARRAARARARAN

structure

SS
P ——

Disorder

Disorder
confidence
190 P . 200 . . ... 210 . . .. .220 0 . L .. .230 . .. ... 240

GEGAGTLASTRPFWSGDAHVI PMI TGATI LCFSFTGFDGI SNLSEETKDAERVI PRAI FL
Sl £l RAARASRAAANAARARAASRARARARARANS ——— RAARASN

structure

SS L | & |
confi dence

Disorder
confidence

5 250 « o .. 260 . . . o o 210 5 . .. 280 . . o o 28D o o .. 300

TALI GGMI FI FATYFLQLYFPDI SRFKDPDASQPEI MLYVAGKAFQVGALIFSTI TVLAS
Secondany. o g AARRARAR ARAARRARAR RSN G L R L W L A L A W L A

structure

SS

confidence
Disorder 2272

Disorder
confidence
. 310 . . . . 320 . . .. 330 . . .. 340 . . 350 360

GMAAHAGVARLMYVMGRDGVFPKSFFGYVHPKWRTPAMNI | LVGAI ALLAI NFDLVMATA
secondary ARAARAARRARARARAR —— ATTIIRT - ATITARGARLIARRAAS  ARRRAA

structure

. __— [ L

Disorder ? 2
Disorder
confidence
. 370 . . . . . . 380 . . . . . . 390 . . . 400 410 420

|_| NFGALVAF TFVNLSVI SQFWI REKRNKT LKDHFQYLFLPMCGALTVGALWVNLEESSM

seconday ARAAAARARARAARARARARAAL AR AAAARGALLLAARAARAARAN  RRRA
structure

confidence
Disorder 22

Disorder
confidence


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

.. . .. . . . .83 . . . ... . . . .40 . . . .., . . . .40 . .
B VLGLI WAAI GLI YLACVTKSFRNPVPQYEDVA
>econda’ AMAAARAAAARARRARRAR — RAA—

structure

SS
confidence

Disorder 222222222772
Disorder

- B @
confidence

Confidence Key
High() I CINIRINLow (0)
? Disordered
A% Alpha helix
= Beta strand



