PETER .. kel ley@imperial .ac.uk
EEFER 27375

’ "’)/_\ Thujan 511:43:57 GMT
I_y Ral 2012

Unique J°b 1f515025f65cfa93

Secondary structure and
disorder prediction

Sequence

Secondary
structure

SS
confi dence

Disorder

Disorder
confidence

Sequence

Secondary
structure

SS
confidence

Disorder

Disorder |
confidence

Sequence

Secondary

structure
SS
confidence

Disorder
Disorder
confidence

10 o o 20 o o o o 3@ o o 40 s o0 B® o o 60

MKQEVEKWRPFGHPDGDI RDLSFLDAHQAVYVQHHEGKEPLEYRFWVTYSLHCFTKDYEH
—RARRAR ————— s LA eesss———— — S —— I —————
T | L I T | TS T _

2222222 2227222 2222

o WO o o N (B 90 . 100 11 B (0

QTNEEKQSLMYHAPKESRPFCQHRYNLARTHLKRTI LALPESNVI HAGYGSYAVI EVDLD
———————— —————— AAAAARARARARARAR —— — —— S—
I L I I . I ETTEEEE .

2?2?22 ?21?21?2?7?

o 130 5 o o 140 150 . 160 s o o WO o o

GGDKAFYFVAFRAFREKKKLRLHVTSAYPI SEKQKGKSVKFFTI AYNLLRNKQLPQPSK
e R T —— ———— U

22?22 222272727272 22222727272

Confidence Key
High(9) I CIRIIN Low (0)
? Disordered
A% Alpha helix
) Beta strand


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

