mdejesus@rockefeller.edu
RVBD3895c_(-

L ) ‘ A J 2 Description ) 4380631 4382118
a s Sat Aug 10 22:05:08 BST
2019
2

- Unique Jcl)g aa83ac4352¢1228b

Secondary structure and
disorder prediction
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AR Alpha helix ( 20%)
w5 Beta strand ( 21%)

RS TM helix ( 4%)




