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Secondary structure and
disorder prediction

10 20 30 40 50 60

P MRF RRMARPRPLTRAAVELLNAANGLRPLSGSGYSTVLAFWLGWPTSEVPGVYLGASVLD

secondary AARARAAAARAAAAAARAAAL — ARARARATILILLLALLLLARANNNNN
SS
confidence LB ER Y ———— -
Disorder 2 22 2221?2122 22?2 ——22222?

Disorder I
confidence
70 80 90 100 110 120

XM ALRRGRRGDFGGLKGKAALALTAAAWVI LAVI RYRGATTPGPVLEAGLTEQLGPDYAKEL

>econdaly RRRRA ARTILARARUTILAAARAAAR AR ARARRR  RRARRARR
SS
e
Disorder —2 2?22?2222 2?2?22?2? 22222222222272722 2 2

Dl_sorder -
confidence
130 140 150 160 . . . 170 . P 180

By ATLPTEPMRSRGRNLPLRTAMARRRYVETTNVVCYGPYGRANLADI WRRRDLPRDAKAPYV

Secondary . )
—— AARRARAAA — —_— —
structure AR

_ I . | | | I B NS NSO DN S
confidence

DiSOI’deI’*?’?? kkkkk 2?22?2222 72?2?27?2?2?27?27?7?

D|§order — - B — |
confidence

190 . 200 . 210 220 c o o Ao o o 240

PEEMEESLVQVPGGAWVLGWRRPQAYPLMSHLAARGWVCVSLNYRVSPRHTWPDHI VDVKRALAWVK

Secondary ARRAARARRRAAAR LLULLLLLLTLLL

structure

. —_ T R ———————— . LB e

Disorder

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

PR ENI AAYGGDPNFVAI SGGSAGGHLCALAALTPNDPRFQPGFEQVDTSVAAAVPVYGRYDW
Peconda’y ARARAR — ARR s —ARRARRARARA ———————

structure

Disorder 2222122

Disorder
confidence
310 320 330 340 350 360

PR F T TDAPGRREFVGLLETFVVKRKFSTHRDI FVYDASPI HHVRADAPPFFVLHGRHDSLI PV
Secondary -
******* ARAAAAANAAANS ——RAANANS —— |
structure l
SS
confidence

D|§order I —
confidence
370 380 390 400 410 420

e AEAHAFVEELRAVSKSPVAYADLPHAQHAFDVFGSPRAHHTAEAVARFLSWVYATNPPAT

Secondary }
RRARARRRRARA  — RARAARRARRRARRRRRRN
structure WA
SS
I
—
Disorder 222222

Disorder
confidence


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