mdejesus@rockefeller.edu
W RVBD1774 (-
2 S ) 5007839 2009179
Date Fri Aug 2 13:30:38 BST
2019
‘/7 :
> U”'q“eJ‘I’g 0841c7ce0edachfd

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