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Supplementary Figure S2. Alignment performed between wild-type (WT) and sepal
indehiscent (sin) mutant proteins. The DNA B3 binding domain and the Auxin Response
Factor domain (middle region) appear underlined by a solid and dashed line respectively.
SI-miRNA160a target sequence is highlighted in gray. Nuclear Localization Signal (NLS)
motifs appear in bold. Finally, type III Aux/IAA domain appears in red whereas type IV

MKEVLEKCVDSQLWHACAGGMVQIPPVNSKVYYFPQGHAEHTLMNVDESALPRSPALILC
MKEVLEKCVDSQLWHACAGGMVQIPPVNSKVYYFPQGHAEHTLMNVDESALPRSPALILC

KA A KA AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR A A A AR A AR AR Rk kK

RVAAVKFLADPETDEVYAKIRVVPVGNKGNDEFDDDDDILGSNESGTAEKPNSFAKTLTOS
RVAAVKFLADPETDEVYAKIRVVPVGNKGNDEDDDDDILGSNESGTAEKPNSFAKTLTOS

KA AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR A A A ARk h kK

DANNGGGFSVPRYCAETIFPRLDYTADPPVOTVTAKDVHGESWKFRHIYRGTPRRHLLTT
DANNGGGFSVPRYCAETIFPRLDYTADPPVOTVTAKDVHGESWKFRHIYRGTPRRHLLTT

KA AR A AR AR A AR A AR AR A AR AR A AR A AR A KA A AR AR A AR AR A AR A AR AR A AR A A A ARk kK

GWSSEFVNOKKLVAGDSIVFLRAENGELCVGIRRAKRGGIGGPEAPSGWNSGAGNYGGESA
GWSSEFVNOKKLVAGDSIVFLRAENGELCVGIRRAKRGGIGGPEAPSGWNSGAGNYGGESA

KR A KA AR AR A AR A AR AR A AR AR A AR A AR A KA A AR AR A AR AR A AR A AR AR A AR A A A AR,k kK

FLREEMSKNGNLTSPTRSLRGKGRVRPESVVEAAYLASSGQPFEVVYYPRANTPEFCVRA

KK AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR A AR ARk h kK

SSVNAAMRIQWCSGMRFKMAFETEDSSRISWFMGTISSIQLADPIRWPNSPWRLLOVAWD

KA AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR A KA AR A AR A A A AR A A A AR Rk kK

EPDLLONVKHVSPWLVELVSNMPVIHLSPFSPPRKKLRLPPDEFSLDSQFQLPSFSGNPLR
EPDLLONVKHVSPWLVELVSNMPVIHLSPFSPPRKKLRLPPDEFSLDSQFQLPSFSGNPLR

AR AR A AR AR A AR A AR AR A AR AR A AR A AR AR A AR AR A AR AR A AR A AR AR A AR A A A ARk kKK

SSSPFCCLSDNITAGIQGARHAQFGVPLLDLHLSNKLPSGLLPPSFQRVAANSQ-———-— L
SSSPFCCLSDNITAGIQGARHANLEYLYWIFTLATNYRQD----CYHQVSSALQPTHNFL

KAk KAAKAAARAAKAA ARk A KA AT KhK o o . * . . oo ok e . * *

PNVINKCONDRNDNISCLLTMGTSSKTLDKNDSVNTPRFLLEFGQPILTEQQISNGCSVSA
MSSISAKMTEMITSLVCLOWVLQVR-—-—==—————————— HWTKMIV-—-==—————————

* . . * * . . . * .

POVVQTGKDLGRIQPINEKHPSEQKGSIQDNLSSATFFWNRGYHAAELGVLNTGHCKVEL

Aux/IAA is displayed in bold red letters.
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