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Figure S1. The double mutant hae hsi2 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 hisl2 double mutant are turgid at least
until position 16.
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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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1 88|LPSLHSL3LYNNSINGS-LSADDEDT ST IRTLINITLSQNNINGTIDSAPLSL | 121)IPTLRALILAWNDLGGCLPARADVAL
2 11 3|CHNLISLDLSENLLVGS-IPRSLPEN 122} “SKLONLILNONNFSGRLPEF-SPE SGLEVLNLSNNFFV-GRLPEFSGE
3 ] LPNLRFLEI SGNNLSDT-IPSS—EGE 146)FRELRVLELESNLETGEIPQS—YGR | 142]|FPRLRLLDLSGNNFS-GDIPPSFGR
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S 186} VITLRELRALAYNLFSPSQIPSQ-LGN 1S0]L.TELTHLDLAYISDPSPIPST-LGN | 1S0]LTELIEFNLGENPFRSGSLPPEIGN
6 211]|LTELQVLWLAGCNLVGP-IPPS—LSR 219|LSNLTDLRLTHSNLVGEIPDS—IMN | 215|LTRLEVLWLPEVNLV-GEIPDSVGN
7 LTSLVNLDLTENQLTGS-IPSW-ITQ 243|LMLLENLDI2ZMNGLTGEIPES—IGT | 239|LANLRILDLSNNGLT-GRIPASIGR
8 259 LRTVEQIELFNNSFSGE-LPES-MGN 26T7|LESVYQIELYDNRLSGERLPES—IGN | 263|LRSVERMELWRNQLS-GELPQSLGN
9 28 3|MTTLRRFDASMNRLTGR-IPDN-LN— 291|LTELRNFDVSQONNLTGELPER-IA- | 287|LTSLFAFDASENRLT-GRLPE-GLL
10 306|TLNLESLNLFENMLEGP-LPES-ITR 314|ALQLISFNINDNEFTGGLPDV-VAL | 310|GLNLTSLALNDNRMD-GEISTVLAQ
11 330} SKTLSELELEFNNRLTGV-LPSC-LGA 338|NPNLVEFRIFNNSETGTLPRN-LGK | 334|NPHLVELELFNNNFS-GELPSGLGR
12 354 NSPLOYVDLSYNRFSGE-IPAN-I G 362|FSEISEFDVSENRESGELPPY-L Y | 353 YSYLTNVDVSGNQFA-GRLPPDLCS
13 378|EGRLEYLILIDNSFSGE-ISNN-LGK 386|RRELOKIITFSNQLSGEIPES—XYGD | 382|RGMLESLVAFGNRFS—-GELPQSYLAD
14 402) RSLTRVRLSNNRLSGQ-IPHGEWG- 410]|CHSLNYIRMADNRLSGEVPAR-FWE | 409|C RTLDYVRIQONNELS -GRVEDLEWS
15 426|LPRLSLLELSDNSFTGS-IPRTIIG— 424|LPLTRLELANNNQLOGSIPPS—ISK | 430|LPRLYHLELRGNRLE-GSLPPNISR
16 450|ARNLSNLRI SKNRFSGS-IPNE-IGS | 458|ARHLSQLEISANNESGVIPVR-LCD | 454|akN1TQI11SDNKES-GQIPPEICD
17 474 LNGITEISGAENDFSGE-IPES-LVK 4282|LRDLRVIDLSRNSFLGSIPSC-INK | 473|LMELRTFDAGNNQFS-SGLPLCIAD
18 | LRQLSELDLSENQLSGE-IPRE-LRG SO LENLERVEMOENMLDGEIPSS-VSS | 502|LTRLQVLDLQQNNFS—GEIPA-GG—
19 S2Z|WRNLNELNLANNHLSGE-IPRE-VGI S30JCTELTELNLSNNRLRGGIPPE-LGD | 524|WIELAEINLSMNRES-GEIPRSLGD
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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.




