1. Target Selection
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11. Sequence with less conservation, to be evaluated for removal

I I 1 ! I 1 l_l_l

PRI | R 1N | ") (T SO R | S 1 T T T |“ In

SD2 Domain, as originally

defined within the literature ( )
Secondary
1.2. i L Structure
Prediction
Coiled-caoil
1.2. a— H Prediction
Disorder
1.2. B o diction

1.3. Identify a collection of potential targets
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