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Secondary structure and
disorder prediction

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

P MPEVQTDHPETAELSKPQLRMVDLNLLTVFDAVMQEQNI TRAAHVLGMSQPAVSNAVARL

Secondary
RRRURRR I — RARRRUARARNA
S truchir RARAN  RRRRRARA A
SS Iy | | .|
confidence
Disorder 2 2 22?2 ?2?2?22?22?2?2?272??7? ?

Disorder

. LW B |
confidence

.70 . 80 920 100 110 ... 120

PBEEMEEI KVMF NDELFVRYGRGI QPTARAFQLFGSVRQALQLVQNELPGSGFEPASSERVFHLCVCS

STy ———— — AAARARAARRAARRARRARAA —
Y AARA . —m—— R LU L
_ N . - M T T .
confidence
Disorder 22222 22
L

Disorder
confidence
130 140 P . 150 . . . 160 ... 170 0 L 180

PRI PLDSI LTSQI YNHI EQI APNI HVYMFKSSLNQNTEHQLRYQETEFVI SYEDFHRPEFTSVP

Secondarny. o g AARAARARARAARAR —— » —RAARARARAR '
Siuie [P l I— S —
SS . ______________________________________'> | I 2 . B |
confidence
Disorder ? ?

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

BT LFKDEMVLVASKNHPTI KGPLLKHDVYNEQHAAVSLDRFASFSQPWYDTVDKQASI AYQG

Secondary _ - . )
——— — e — ARRRARAR —
structure AAAAA

.SS —
——

Disorder ?

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

BT MAMMS VL SVV SQTHLVAI APRWLAEEFAESLELQVLPLPLKQNSRTCYLS WHEAAGRDKG

Secondary - . )
—AAMAARAAAR — ——— A ARAARRARAN — — ——— A
structure A A » AR AA
SS I N .
confidence
Disorder ? ?2?
]

Disorder
confidence
. 310 . .

HQWMiEEQLVS | CKR
ey AMARRARAARAR

structure
SS
—
Disorder 22

Disorder
confidence

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


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

