
 

Figure S1. The double mutant hae hsl2 is totally deficient in abscission. (a) Inflorescence of wild type 

Arabidopsis plant. Red arrow points to first siliques with absciced floral organs. (b) hae hsl2 double 

mutant. Orange and yellow arrows indicate silique positions 16 and 20, respectively, counting from 

the top of the inflorescense. (c) Attached floral organs of the hae hsl2 double mutant are turgid at least 

until position 16. 

 

Figure S2. Conserved residues in propeptides of angiosperm IDL 6 8 orthologues numbered from the 

start of the extended PIP motif to the C terminal end. Sequences were aligned using Muscle, and 

consensus sequences were generated with logo@compbio berkeley edu The PIP residues are 

numbered 1 12 Compared to IDA and IDLA 1 5 IDL 6 8 lack the His ( in position 11 The Arg His Asn 

( of IDA has been shown to interact with the co receptor SERK 1 22. 
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Figure S3. Structure-based sequence alignment of the 21 leucine-rich repeats (LRRs) comparing 

Arabidopsis AtHAE and AtHSL2 with EgHSL2 from oil palm. Residue numbers are found in the 

columns to the left of the respective alignments. The plant LRR consensus sequence making up the 

scaffold of the ectodomain is shown on top of the alignments and is shaded in grey throughout the 

LRRs. Residues shown from the AtHAE-AtIDA crystal structure to mediate hydrophobic interactions 

with AtIDA, and corresponding conserved residues in AtHSL2 and EgHSL2, are highlighted in blue, 

residues contributing to hydrogen bond interactions and/or salt bridges are shown in red. N-

glycosylation sites are indicated in green, cysteine residues involved in disulphide bridge formation 

in orange, and residues involved in binding of AtSERK1 in yellow. 


