IR hurlbertj@winthrop.edu
L 9 [ ASR85460.1_hypothetical_protein_SEA_CAIN_61_[Mycobacterium_phage_Cain]
[ _‘ a IEET Mon Jun 7 16:50:03 BST 2021
| l Cy R a66fe57893246a¢e

Secondary structure and
disorder prediction
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