JAIOD OO0 —4udoboogtddog
Juoootgtd

OO00OwiterDOOO0OO

000 0O O O https://www.iikx.com/news/progress/36784.html

ogooobotobogobobobtuoboobobogobnood

OAODOODDODO0ODODO0—000b00b0ooo0boobooooboooboooooon
O00000oO00DOO0o0booooDOo0boooobOo0ooooooOoooooooooooa
O0000000DO0000o0oDbOOo0oOoooDobOOop-0000bO0o0oDODOoOooDoOooog
O00000oO00DOO0o0booooDOo0boooobOo0ooooooOoooooooooooa
000000000000 DO00DO000DO0o0oDOO0o0DbOOoo0DOo0oDooOooobOoOooDoDao
0000000000000 DOOo0oogDDsuperMyol OO0 OOO0D0OOODOOODODOOO
000000000000 DO00DO000DO0o0oDOO0o0DbOOoo0DOo0oDooOooobOoOooDoDao
000020250 110 1800 0 0O O O O O O O Computational design of superstable proteins through
maximized hydrogen bonding O 00 [ [0 [0 Nature Chemistry] [0 [0 [

1/6



C Step 1: Structure & sequence design
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