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Secondary structure and
disorder prediction

10 o ¢ o B0 o o o c o o 30 o o o 40 s o o B0 o o 60

MSAI DCl I TAAGLSSRMGQWKMMLPWEQGTI LDTSI KNALQFCSRI | LVTGYRGNELHER

Secondary )

- I -

structure — — = LURARLRALRAR AN e— AAAAARA
Disorder 2 2 2 2 22722
Disorder -

confidence

70 N 5 O I 90 c o o B . o o 110 12 0

YANQSNI T HNPDYAQGLLTSVKAAVPAVQTEHCFLTHGDMPTLTI DI FRKI WSLRNDG
Secondar N N
A——— — AANARAANAAN — — AANARRRANN—

structure
SS

confidence

Disorder

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

AI LPLHNGI P GHPI LVSKPCLMQAI QRPNVTNMRQALLMGDHYSVEI ENAEI I LDI DTPD
PECONMANY e ——p ———mp RARARRAARAR — ARARAAR ey — ARARAA AR
SS
confidence
Disorder ?

Disorder
confidence
190 ..

PR DF I TAKERYTE!

Secondary) q u ARRRRAR ——
structure
SS
confidence

Disorder 2?22?
Disorder
confidence

Confidence Key
High(9) IILIIRILow (0)
? Disordered
A% Alpha helix
= Beta strand


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

