mdejesus@rockefeller.edu
W RVBD1988 (-
2 RS ) 5531688 2232227
gagngug 5 13:25:09 BST
LDIaEE J‘I’g 8fb7fb64d4735789

onyra

-_—

Secondary structure and
disorder prediction
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AR Alpha helix ( 28%)
= Beta strand ( 28%)
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