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BrTRic4     1 -------------------------------------------------------------------------------------------------------------------------------------------MMLQK-LVISEKSLVSASGAG
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StTRIC      1 ------------MGEGKQGAMVVEMPNSSNQNPIAQLQNKFKELEIGFKGWLSKQSIPVEAAVVTATSGLQGAAIGGFMGTLTQDVSSSMPTPPAG-ANLNPQAMASFQQAQALAGGPLVQARNFAVMTGVNAGISCVLKRIRG-KEDVQSSMAAAFGSG
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RcTRic    145 AMFSLVSGVGGPNPAANAITSGLFFALVQGGLFQLGQKFSQPPAEDTFYARTRTMLHSLGLQNYEKNFKKGLLTDSTLPLLTDS---ALRDVRIPPGPRLLILDHIQ--RDPELKERRGIHG--------------------
SmTRic    133 ACLSIASGMGGENPVASAVTTGLSFGLIQAAMFKVTQKFYQPPGDDIQYLRSKNMLRVLGLEKYEKNFKKGYLTDETLPLLTDS---ALRDVKIPPGPRLLILHHIE--RSGRAHIV-------------------------
AtTRic1   149 FAYSLVS-QGLQGQPMNAITTAAGFAVFQGVFFKLGERFSKPSTEDPFFTRGRTMLVKLGLEKYEKNFKKGLLTDPTLPLLTDS---ALKDANIPPGPRLMILDHIQ--RDPEIKGKRK-----------------------
AtTRic2   144 VAYSLVS-AGLQGQPMNAITTAAGFAVFQGVFFKLGERFSKPSVEDPYYTRGRSMLLKLGLEKYEKNFKKGLLADPTLPLLTDS---ALRDVSIPPGPRLLILDHIQ--RDPELKGKRGSRG--------------------
BrTRic1   148 VAYSLVS-AGLQGQPMNAITTAAGFSLFQGIFFKLGERFSKPTVEDPYYTRARSMLLKLGLEKYEKNFKKGLLADPTLPLLTDS---ALKDVSIPPGPRLLILDHIQ--RDPELKGKRGSRG--------------------
BrTRic2   144 FAYSLVS-QGLQGQPINAITTAAGFAVFQGIFFKASDHFG--------------------LQKYEKNFKKGLLTDPTLPLLTDS---ALRDVSIPPGPRLLILDHIQ--RDPEIKGKRGK----------------------
BrTRic3   121 LAYSFAM-KGLTGQPAHALFTSAYYAALSG----TTATIKSRNAQDAFYIETKAMLSKLGLEEYEKNFKKGHLTDPTLPFLTDS---VLQEVNIPPGPRLLILDHIQRFCIQTSLLLHGSNI--------------------
BrTRic4    21 LAISLVS-EGLKVKPAHALSTAAVFAVVSGTIYKVSETIKSHNAQDAFYTETRVMLSKLGLEEYEKNFKKGHLTDPTLPFLTDS---VLQEVNIPPGPRLLILDHIQRFEYKLLYSYMDQIYEI------------------
CruTRic1  143 VAYSLVS-AGLQGQPMNAITTAAGFALFQGVFFKLGQRFSKPSVEDPFYTRGRSMLLKLGLEKYEKNFKKGLLADPTLPLLTDS---ALKDASIPPGPRLLILDHIQ--RDPELKGKRGRG---------------------
CruTRic2  150 FAYSLVS-QGLQGQPMNAITTAAGFAVFQGIFFKAKR-FSKPSSEDPFYTRGRTMLVQLGLEKYEKNFKKGLLTDPTLPLLTDS---ALRDVSIPPGPRLMILDHIQ--RDPEMKGKRK-----------------------
CreTRic   130 VAYSLVS--GSPNPIQSAITTGAAFGLFNGLIYQVGQAFK-PEFADTEYDRGKYMLKTLGLTKYVDNLKKGLLTDNTIMLWNDI---ALAEVRIPPGPRLLILHHLDTYRNPSSVLKPALPLPPLPPPPPPMAAAAAGASGR
CsTRic    142 AMFSLVSGMGGPNQATNAVTSGLFFALVQGGLFKLGEKFSQPPVEDVYYAKTRSMLNNLGLQSYEKNFKKGLLTDTTLPLLTDS---ALRDVKIPPGPRLLILDHIQ--RNPELRER-------------------------
EgTRic1   145 AMFSLVSGMGGPNQAVNAVSSGLFFALVQGGLFKFGQKFSQPPEEDMHYVRTRNMLTRLGLQTYEKNFKKGLLTDNTLPLLNDS---ALSDVKIPPGPRLLILDHIQ--RDPELKRTRKR----------------------
EgTRic2   144 AMFSLVSGMGGPNQAANAVTSGFFFALVQGGLFKLGQKFSQPPVEDVYYSQTRSMLSNLGLQNYEKNFKKGLLTDTTLPLLTDS---ALRDVNIPPGPRLLILDHIQ--RDPQLKCARKL----------------------
EgTRic3     9 AMFSLVSGMGGPNQAANAVTSGFFFALVQGGLFKLGQKFSQPPVEDVYYSQTRSMLSNLGLQNYEKNFKKGLLTDTTLPLLTDS---ALRDVNIPPGPRLLILDHIQ--RDPQLKGARKL----------------------
GmTRic1   144 AMFSLVSGMGGPNQATNAVTSGLFFALVQGGLFQIGQKFSNPPAEDTHYAKTRHMLNNLGLQSYEKNFKKGLLTDNTLPLLTDS---ALRDVRIPPGPRLLILDHIQ--RDADLKEKRGRRK--------------------
GmTRic2   144 ALFSLVSGMGGPNQATNALTSGLFFALVQGGLFQIGQKFSQPPAEDTHYAKTRHMLNNLGLQSYEKNFKKGLLTDNTLPLLTDS---ALRDVRIPPGPRLLILDHIQ--RDADLKDKRGSRK--------------------
ZmTRic1   158 ALFSIVSGMGTPNPVLNAITTGVAFAVFQGGFFMIGQKFSKPSSEDTYYSLTRSMLHKLGLEKYEKNFRKGLLNDQTLPLLTDS---ALRDVKIPPGPRLLILDQIK--RDPGLVRAK------------------------
ZmTRic2   158 ALFSIVSGMGTPNPVANAITTGVGFAVFQGGFFMISQKFSQPQSGDTYYSRGRSMLQKLGLQNYEKNFKKGLLTDQTLPLLTDS---ALRDVKIPPGPRLLILDHIK--RDPELTKAN------------------------
ZmTRic3   159 ALFSIVSGMGTPNPVANAVTTGVAFAVFQGGFFMIGQKFSKPPSEDTYYSRTRSMLHKLGLEKYEKNFKRGLLNDQTLPLLTDS---ALRDVKIPPGPRLLILDQIK--RDPELVQAK------------------------
VvTRic1    56 AMFSLVSGMGGPNQATNVITSGLFFALIQGGIFQIGQKFSQPPAEDLFYSRTRSMLTSLGLQNYEKNFKRGLLTDSTLPLLTDS---ALKDARIPPGPRLLILDHIQ--RDPELKNARRL----------------------
VvTRic2   140 AMFSLVSGMGGPNQATNVITSGLFFALIQGGIFQIGQKFSQPPAEDLFYSRTRSMLTSLGLQNYEKNFKRGLLTDSTLPLLTDS---ALKDARIPPGPRLLILDHIQ--RDPELKNARRL----------------------
OsTRic1    60 ALFSIVSGMGTPNPVANAITTGAAFAIFQGGFFMIGQKFSKPQSEDLYYSRARSMLQKLGLEKYEKNFKKGLLTDQTLPLLTDS---ALRDVKIPPGPRLLILDQIK--RDPEFGKAR------------------------
OsTRic2   154 ALFSIVSGMGSPNPVANAITTGVAFAVFQGGFFMIGQKFSQPPSEDIYYSRGRNMLKQLGLQNYEKNFKKGLLTDQTLPLLNDS---ALRDVKIPPGPRLLILDHIQ--RDPELTKST------------------------
MtTRic    147 VTFSLVSGMGGPNKVGNAVTSGLFFALFQGGVFQIGQKFSRPPAEDADYAKTRNMLQNLGLQNYEKNFKKGLLSDNTLPLLNDS---ALRDVKIPPGPRLLILDHIH--RDQDLREKRGSRC--------------------
StTRIC    147 ALFSLVSGMGGPNPVPNALTSGIFFALVQGGLFELGRKFSQPPAEDTHYVRTRSLLSSLGLQNYEKNFKKGLLTDTTLPLLTDRQDIALRDVRIPPGPRLLILDHIQ--RDPELRKKRG-----------------------
PpTRic1    78 --------------------------------------------EDKDYLRSKIMLEKLNLQKYEKNFKKGMLTDSTLHLLNDS---SLRDVQIPPGPRLLILDHLK--RCV------------------------------
PpTRic2   137 AVFSAVSGMGGPNVLGNALTTGFFFALVQGGLFQLGKKFAKTPTEDKDYMRSKSMLEKLSLQKYEKNFKKGMLTDSTLHLLNDS---SLRDVQIPPGPRLLILDHLK--SGCCIAGQKMSQRDPASGYMPCCV---------
PtTRic1   147 AMFSLVSGMGGPNLATNAITSGLFFALVQGGLFKLGEKLSKPPVEDLCYARTRSMLNNLGLQNYEKNFKKGLLTDNTLPLLTDS---ALRDVRIPPGPRLLILDHLR--RDPELREKTCKP---------------------
PtTRic2   145 AMFSLVSGMGGPNNATNAITSGLFFALVQGGLFKLGEKFSQPPTEDLHYARTRSMLSNLGLQNYEKNFKKGLLTDHTLPLLTDS---ALRDVRIPPGPRLLILDHIQ--RDPELREKTGKP---------------------
VcTRic    128 VAYSVVS--GSPNPIQSAVTTGAAFALFNGLIYQFGQAFK-PEFADTDYDRGKYMLKTLGLTKYADNLKKGLLTDNTIMLWNDS---ALAECRIPPGPRLLILHHLDTYRNPSNVLKPALPLPPLPPQPVATASAIAGR---

Figure S1. Protein sequence alignment. Multiple sequence alignment (Clustal Omega) of all Tric orthologs from 17 plant species and 
algae (red, green and brown), with plant species chosen as representatives of each evolutionary clade from Physcomitrella patens (Pp) 
to Eucalyptus grandis, (Eg). Abbreviations: Br = Brassica rapa, Cru = Capsella rubella, Cre, = Chlamydomonas reinhardtii, Cs = 
Cucumis sativus, Dm = Drosophila melanogaster, Eg = Eucalyptus grandis, Gm = Glycine max, Mt = Medicago truncatula, Os = Oryza 
sativa, Pp = Physcomitrella patens, Pt = Populus Trichocarpa, Rc = Ricinus communis, Sc = Saccharomyces cerevisiae, Sm = 
Selaginella moellendorfii, St = Solanum tuberosum, Vv = Vitis Vinifera, Vc = Volvox carteri, Zm = Zea mays.


