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Secondary structure and
disorder prediction

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

MTVNSSRNAL KRRTWALFMFFFLPGLLMASWATRTPAI RDILSVSI AEMGGVLFGLSI GS
Secondary AAAAAAAAAA AAAAAAAAAA AAAARARARAA — AARAAARARARAAAA

structure

Disorder
confidence

.. . ... . . . .70 . . . ., . . . .8 . . . ., . . . .9 . . . ., . . . .100. . . ., . . . .10. . . ., . . . .10
B MS Gl LCSAWL VKRFGTRNVI LVTMSCALI GMMI LSLALWLTSPLLFAVGL GVFGASFGSA
Secondary
RARARRANANN — AAAANANRANRASARANY —— ARRARNAANRARANNRARANNANN
structure T e Y

SS
confidence
Disorder

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

Sequence EVAI NVEGAAVEREMNKTVL PMMHGFYSLGTLAGAGVGMALTAFGVPATVHI LLAALVGI
Secondar
Y AMMAAMAAAAAAAT  AMAATAASAAAAAAALAAALAAASA —  ASAAALRAAARAN

structure

SS
confidence

Disorder ———————— 7?7
Disorder
confidence

190 .. ..200. . . o ¢ o Bl o o o o o 0 B20 5 o o o o 08305 o o ... 240

Sequence API YI AI QAI PDGTGKNAADGTQHGEKGVP FYRDI QLLLI GVVVLAMAFAEGSANDWLPL
Secondar
Y ARRAARRAN A5 AAUAAARARRRRAAARARALARARARRANS

structure

SS
EE—— —

Disorder 2722222222 722222222721721222

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

LMVDGHGFSPTSGSLI YAGF TLGMTVGRFTGGWFI| DRYSRVAVVRASALMGALGI GLI | F
Secondary o g A RARRA— AAAARARARALASAARARAAAARAARAAA —AARRRARAARARRRARARRAR

structure

SS
confidence

Disorder

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

VDSAWVAGVS VVLWGLGASL GFPLTI SAASDTGPDAPTRVSVVATTGYLAFLVGPPLLGY
secondary —  AAARAAAAARAAAARRRARARARAARR ALAAAAALTTLILALLLAAARAN

structure

SS -
confi dence

Disorder 22222222

Disorder
confidence
. 370 . . . . . . 380 . . . . . . 390 . . . 400

LGEHYGLRSAMLVVLALVI L AAI VAKAVAKPDTKTQTAME NS
Secondary, u pam —— AAAAAAAAAAAAA AAAAAAA

structure

SS I —
confidence

Disorder 222222222722 727??7?

Disorder
confidence



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

Confidence Key
High(9) I TIIRRII Low (0)
? Disordered
AR Alpha helix
) Beta strand



