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Secondary structure and
disorder prediction

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

MKI KTGARILALSALTTMMF SASALAKI EEGKLVI WI NGDKGYNGLAEVGKKFEKDTGI K

Secondary
— RRRARRLARRRRARRAR e e LLL L LU LU L LR
structure -
confidence

Disorder ? 2 2 ? 2?2272?2?2?272?

Dllsorder
confidence

70 .. . 80 . . . 920 . . .10 . . . 110 ... 120

VTVEHPDKLEEKFPQVAATGDGPDI | FWAHDRFGGYAQSGLLAEI TPDKAFQDKLYPFTW
S d
ruchry — RARRRRRRAR —— RAUIRAAR = RRARRARRRARAR

structure

SS
confidence

Disorder ?

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

DAVRYNGKLI AYPI AVEALSLI YNKDLLPNPPKTWEEI PALDKELKAKGKSALMFNLQEP

S re (N —— s e——— o — —— R RARRRRRRRRAN iy ——— R,

SS
confidence

Disorder

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

Sequence YFTWPLI AADGGYAFKYENGKYDI KDVGVDNAGAKAGLTF LVDLI KNKHMNADTDYSI AE
Secondar
Y ARAARRAAN — RAAAAARAAARANARAAN ARNASN

structure

SS = ———
confidence

Disorder 72222

Disorder
confidence
. 250 . . . P . 260 . . . . 270 . .. .. ..280 . . . .. .29 . . L .. . 300

AAFNKGETAMTI NGPWAWSNI DTSKVNYGVTVLPTFKGQP SKPFVGVLSAGI NAASPNKE

Seconda™ ARAR m— ARRRAR —_— —— AR

Disorder ?

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

LAKEFLENYL LTDEGLEAVNKDKPLGAVALKSYEEELAKDPRI AATMENA QKGE| MPNI P

ooy ARMAAARARAN —ARARARAR KRR RRARAARAAR =
structure & AR —
SS I O - I I
confidence
Disorder 2222222212222
L I

Disorder
confidence
. 370 . . . . . . 380 . . . . . . 390 . . .

QMSAFWYAVRTAVI NAASGRQTVDEALKDAQTRI TK
Secondary
L L e L L L RAASASAN —
structure m
SS
confidence
Disorder 2 ?

Disorder
confidence



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