mdejesus@rockefeller.edu

W RVBD3088_(-
D L J 2 SN ) 3454337 3455761
_‘ a S04 Thu Aug 8 16:20:26 BST
l l Yy 2019
" 96d5f732e0dfd0c4

Secondary structure and
disorder prediction
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http://www.sbg.bio.ic.ac.uk/phyre2/index.cgi

i 1 o L o £
PEEMEE TFASI NTALCI Al GAAPEAVHEPSRLAELMQRAFTELQTEAGTTSPTTSKSRTP
Secondary

——— ——— AR AARRARRARRAARARRARA
structure m
SS

confidence

Disorder 2272222222722 7?27?7?

Disorder
confidence

Confidence Key
High(9) |1 ENIRII Low (0)
? Disordered ( 20%)
AR Alpha helix ( 40%)
) Beta strand ( 18%)

RS TM helix ( 3%)



