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Secondary structure and
disorder prediction

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

P MKKKI ESYQGAAGGWGAVKS VANAVRKQMDI RQDVI AMFDMNKPEGFDCP GCAWPDPKHS

Secondary AAAAAAAAAARARARAR AAAARAAAAR —
structure

confidence
Disorder ? 2 2222222722 2222222272 22222272 2
Disorder - - —

confidence

.. . ... . . . .70 . . . ., . . . .8 . . . ., . . . .9 . . . ., . . . .100. . . ., . . . .10. . . ., . . . .10
BT ASFDI CENGAKAI AWEVTDKQVNASFFAENTVQSLLTWGDHELEAAGRLTQPLKYDAVSD
Secondary .

[ p—————
structure = RAAAA —
confidence
Disorder ? ? 22 —2

Disorder
confidence
.. . .. . . . 130 . . . ., . . . 140 . . . .., . . . 150 . . . .., . . . .160 . . . ., . . . 170 . . . ., . . . .180
BRI CYKPLSWQQAFDEI GARLQSYSDPNQVEFYTSGRTSNEAAFLYQLFAREYGSNNFPDCSN
Secondar - -
Y ey AARARARARRARAARAN — ——— AAUAARAANARANN

structure

SS
e —

Disorder ?

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

Sequence MCHEiDTSVGL AASI .GVGKGTVLLEiDFEKCDLVI Ci GHNPGTNHPi:{MLTSLRALVi(RGAKM
Secondar )
Y RARRARARRAR RASRAAN ey QAN RAUARAARANAAAN e

structure

confidence

Disorder

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

BT Al NPLQERGLERFTAPQNPFEMLTNSETQLASAYYNVRI GGDMALLKGMMRLLI ERDDA

ety = LL LN ARAR ——p AMAAAAAAARRAAAA
SS
L == [
confidence -
Disorder I EEEEEEEEEEEEE ?

Disorder
confidence

B ASAAGRPSLLDDEFI QTHTVGFDELRRDVL NSEWKDI ERI SGLSQTQI AELADAYAAAER

o IO o o o o 820 o o o o 880 . o .. 340 . . o o 380 . . . . 360

Sty ARAAAALT  AAAGAMAAAR  ATTTTIAA  ARAGRAARAANAN

structure

SS
I 2
P -

Disorder 2 2 —?

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

BT T | CYGMGI TQHEHGTQNVQQLVNLLLMKGNI GKPGAGI CPLRGHSNVQGDRTVGI TEKP
SCCONMANY ey AR ARAAARRARAAAARR

structure

. __

Disorder

Dllsorder
confidence



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

. 430 . . 440 .. . 450 . . 460 .. . 470 . . 480

B S AEFLARLGERYGFTPPHAP GHAAI ASMQAI CTGQARALI CMGGNFALAMPDREASAVPL

secondany _ aARAAARRAA ARAAA - ———— RAAR ARRARRAAR

structure

SS
confidence

Disorder

Disorder
confidence
490 . . . 500 . . . . . 510 . . . . . 520 . . . . . . 530 . . . . . . 540

P T QLDLAVHVATKLNRSHLLTARHSY!I LPVL GRSElI DMQKNGAQAVTVEDS MSMI HASRGV
Secondary

cucthre MR — RRRRAR = KRR —_— —
confidence
Disorder ?
- |

Disorder
confidence
. 550 . . . P . 560 . P .. .. 570 . . . .. . 580 . . . .. .59 . . . 600

P LKPAGYVMLKS ECAVVAGI AQAALPQSVVAWEYLVEDYDRI RNDI EAVLPEFADYNQRI RH
Secondar
J AV ANURARRARRAN AVRARRRRAARRAN —RARARASN—

structure

Disorder

Disorder
confidence
610 P . 620 . . .. . 630 . . . 640 .. . 650 . . . 660

BRI P GGFHLI NAAAERRWMTPSGKANFI TSKGLLEDPSSAFNSKLVMATVRSHDQYNTTI YGM

Secondary - }
structure _— Y
confidence
Disorder 2221722

Disorder
confidence

BT DDRYRGVF GQRDVVFMSAKQAKI CRVKNGE RVNLI ALTPDGKRSSRRMDRLKVVI YPMAD

Siit?ur::ﬁ :Z —RARAR — AR AR — I ——— [y ———— —p ————

. 670 . . . . . .680 . . . 690 o o o YO 5 o o o o o 7D 5 o o ... 720

SS
-

Disorder 2 2 2 —2

Disorder
confidence
. 730 . . . . 740 . . . . 750 . .

B RSLVTYFPES NHMLTLDNHDPLSGI PGYKS | PVELEPSN
Secondary -

— - ————

structure AAR =

Disorder 2 2

Disorder
confidence

Confidence Key
High() I IR Low (0)
? Disordered
A% Alpha helix
) Beta strand



