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Secondary structure and
disorder prediction

ynyre

1 10 20 30 40 50 60

R Ml ATMPSMARRSRHDNKI TTPAVDCLTI ERLDSPASGAPQVTPYARALMGETTTCAI I GG

Secondary . )
eeeeee RRRARAR —_— .
structure —
confidence
Disorder 2 2 222222222222 ??7? 2222222222222222221?27?
| I B N D D e S EE

T (T )
ARAGVQVTLLEKHGDFLRDFRGDTVHPTTMRLLDELGLWERFAALPYSE
RANRARRRRNRIN —  — —— RARARARARN - RRRARRN

a o
a =<
a1 <
m o .
a o -
=
=
=

structure

SS
confidence

Disorder ?

Disorder
confidence
130 140 150 160 170 180

B VRTATLHSNGRAVTYI DFERLHQPYPYVAMVP QWDLLNLLAEAAQAEPSFTLRMKTEVTG

Secondar - . . )

o cturz:/ — ————— ey — LN sl QLA RNAAARMAAANN 0 —  —
HE BEEEENE IS I S e . . |
confidence

Disorder

Disorder
confidence
.. ... . . .19 . .. ., ... .200. .. ., ... 210 . ..., ... .2200. . .., ... .230. . . ., . . . .240
PR L LREGGKVTGVRYQGAEGPGELRAELTVACDGRWSI ARHEAGLKAREFPVNFDVWWFKLP

Secondary N - - ;
R —————] e —— ———— S —
structure AAAAAA

__———_ L B |

Disorder

Disorder
confidence
250 260 270 280 290 300

P REGDAEFSFLPRFSPGKGLGVI PREGYFQI AYLGPKGTDAQLRERGI EEFRRDVSELLPE
Secondary ) ) )

——————— ———— ——————— —— ———————— —RALAAARRANNNNS

structure m

SS

confidence

Disorder

Disorder
confidence
310 320 330 340 350 360

M ATASVAALASMDEVKHLNVKVNRLRRWHI DGLLCI GDAAHAMSPVAGVGI NLAVQDAVAA
Secondary - - -

—————— —  ——— —RAALLLLLLUNRNSRNAN

structure m m

SS

confidence

Disorder

Disorder
confidence
370 380 390 400 410 420

P ATl LAEPLREHRVSSRHLAAVRRRRAFPTAVTQAVQRVLHRRLLGPLLQGRDPTPPAALL

Secondary g uARARRAN ARRAAAARLLLLLLALARARARARARAR ARARAAAA
structure
S ——
confidence
Disorder 2222222 22—

Disorder
confidence



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