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sAID-1 55 cGc c CCAAAA cc A 108

sAID-2 55 c C A A caAGaa c A 108

sAID-3 55 GTICC Acc AAAAA CAAAAA CAGGC 108
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Figure S4. The design of the 3xsAID degron.

A. Sequence of amino acids 61-132 of IAA17 and bars depicting four AID variants (sAID, AID*, AID*, and
mini-AID) that correspond to parts of this region of IAA17.

B. Sequence alignment of the nucleotide sequences encoding the three copies of sAID in the 3xsAID degron.

Synonymous variations were intentionally introduced to reduce the chance of recombination between copies.



