SUPPLEMENTARY DATA

FiG. S1. Comparison of the NTa-Gal amino acid sequence with the sequences of six other plant a-Gals. Amino acids, which are completely conserved,
are marked with asterisks, and the highly conserved amino acids are marked with dots or double dots; gaps left to improve the alignment are indicated
with -. Numbers refer to amino acid residues at the end of the respective lines. Species’ names are abbreviated at the left and are represented with
accession numbers and percent conservation values: LEaGal = Lycopersicon esculentum, Q9SP05, 83%; CAaGal = Coffea arabica, Q5DUHS, 82%);
VVaGal = Vitis vinifera, D7TXWS5, 73%; OSaGal = Oryza sativa, Q9FXT4; PSaGal = Picea sitchensis, DSADT9, 68%; ATaGal = Arabidopsis
thaliana, Q8RX86, 73%.

ntagal ---------- MPPTLELLLWCCLCLCGYITTTYARPQLRNLI IADSNSTTSNAY IRRSLLSNGLGRTPQMGWSSWNHFACNIEEKMI RETADAMYSTGLASLGYEY YN - IDDCWAELNRDSQGNMYPESSTFPSGIKALADYVHG 134
Q98P0S ---------- MSSTSPLLLWCCLCLR - - LATVYARLQPRNLIVN-SN- LSYNEFNRRNLLGNGLGQTPQMGWSSWNHFGCNIDENI IKGTADAMYHTGLASLGYEY IN- IDDCWAEANRDSQGNMYAKGSTFPSGIKALADYVHG 130
Q5DUHE MAAAYYYLFSSKKATQKLVLRASLLMLLCFLTVENVGASARRMVES - - PGTEDY TRRSLLANGLGLTPPMGWNSWNHFSCNLDEKL IRETADAMASKGLAALGYKY IN- LDDCWAELNRDSQGNLVPKGSTFPSGIKALADYVHS 142
DITHWS ---c-ccoccnncnnn- MAHDQISIPLLLFLICTLSAATYNHATLTGEFRENGAMKRELLDNGPGQTPOMGUNSYNHFPCKLSEEL THQTADAMYSTGLSALGYKY INLVDDCWAELNRDSKGNLVPKASIFPSGMKALADYVHS 128
Q9FXT4 ----MARASSSSSPPSPRLLLLLLVAVAATLLPEAAALGNFTAESRGARWRSRRARRRAFENGLGRTPQMGWNSWNHEFYCGINEQI IRETADALVNTGLAKLGYQYVN- IDDCWAEYSRDSQGNFYPNRQTFPSGIKALADYVHA 140
D5ADTY -------ccceccn-n-- MEMYSVFLVALFLIGFWDQ------------ TNGGRPIHRHLSSNGLGKTPQMGYNSWNHFGCNIDENT IRGTADAMYSTGLSKVGYEY YN - IDDCWGELNRDAQGNLYAKASTFPSGMEALVDYVHS 115
QBRX86 -------------u--- MVLLSFSLRFIAFTLT --------- ITLT--QIADGFQSRMLMNNGLALSPQMGWNSWNHFQCNINETLIKQTADAMVSSGLSAIGYKYIN IDDCWGELKRDSQGSLVﬁKASTFPSGIKALSDYVHS 116
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ntagal KGLKIGIYSDRGSQTCSKQMPGSLGHEEQD&KTF3SWGVDYLKYDNCNNENRSPRERYPIMSKHLQNSGREIFYSLCEWGDDDP&TWHSSVGNSWRTTGDISDNWDSMTSR&DMNDKWRSY&GPGGWNDPDMLEFGNGGMTTHEY 279
Q9SP05 KGLKLGYYSDAGTQTCSKQMPGSLGHEEQDAKTFASWGYDYLKYDNCTNEDRSPRERYP IMSNALQNSGRAIFYSMCEWGDDNPATWASSYGNSWRTTGDITDDWNSMTSRADLNDQWASYAGPGGWNDPDMLEVGNGGMSFGEY 275
Q5DUHE KGLKLGIYSDAGTQTCSKTMPGSLGHEEQDAKTFASWGYDYLEKYDNCNDNNISPKERYP IMSKALLNSGRSIFFSLCEWGDEDPATWAKEVGNSWRTTGDIDDSWSSMTSRADMNDEWASYAGPGGWNDPDMLEVGNGGMTTTEY 287
D7THWS KGLKIGIYADAGTLTCSKTMPGSLNYEEQDANTFASWGIDYLKYDNCHNNGLSPQERYSNMSKALLNTGRP IFYSLCEWGQDNPATHASS IGNSWRTTGD I KDTWESMTSHADLNDYWASYAGPGGYNDPDMLEVGNGGMSTEEY 273
Q9FXT4 KGLKLGIYSDAGSQTCSNKMPGSLDHEEQDVKTFASWGYDYLKYDNCNDAGRSVMERY TRMSNAMKT YGKNIFFSLCEWGKENPATWAGRMGNSWRTTGD I ADNWGSMTSRADENDQWAAYAGPGGYNDPDMLEVGNGGMSEAEY 285
D5ADT9 KGLKLGIYSDAGYYTCSKIMPGSLGYEEQDAKTFASWGIDYLEKYDNCFNNGTNPQERYPEMSEALSNAGCP IFYSMCEWGDQNPATWGPKIANSWRTTGDIQDNWDS I TSRADQNDQWAAYAGPGGWNDPDMLEVGNGNMSTVEY 260
QBR¥86 KGLKLGIYSDAGTLTCSQTMPGSLGHEEQDAKTFASWGIDYLKYDNCENTGTSPRERYPKMSKALLNSGRSIFFSLCEWGQEDPATWAGDIGNSWRTTGDIQDNWKSMTL IADQNDRWASYARPGSWNDPDMLEVGNGGMTEEEY 261
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ntagal RSHFSIWALAKAPLIIGCDLRSMDQTAHEILSNEEVIAVNQDELGYQGKKVKQNGDLEVWAGPLSGKRLAMVLWNRSSSKADITAYWSDIGLDSSTYYDARDLWAHSTKGS - VKGQLSASIDSHDCRMYVLTPTK- 413
Q98P0S RSHFSIWALVKAPLIIGCDLRSMDNTAHDILSNPEVIAVNQDELGYQGKKYKQYGDLEVWAGPLSGKRVAVVLWNRGSYKADI TAYWSDIGLDYSTLYDARDLWAHSTKGS - VKGQLSASYESHDCSMYVLTPKK- 409
Q5DUHS RSHFSIWALAKAPLLIGCDIRSIDGATFQLLSNAEVIAVNQDELGYQGKKVKTYGDLEVWAGPLSGKRVAVALWNRGSSTATITAYWSDYGLPSTAVYNARDLWAHSTEKS - VKGQISAAVDAHDSKMYVLTPQ - 420
D7THW5 RSHFSIWALAKAPLLIGCDIRSMDNETFELLSNKEYIEYNQDELGAQGKKVIKTGDLEVWSGPLSDNRVAYVLWNRESSEAT I IADWSDIGLNSSAVVDARDLWTHSTIYS - IRHQLKATVEAHACKMYALTPH - 406
Q9FXT4 RSHFSIWALAKAPLLIGCDVRSMSQQTKNILSNSEVTAYNQDSLGYQGKKVQSDNGLEVRAGPLSNNREKAYVLWNROSYQAT ITAHWSNIGLAGSVAVTARDLWAHSSFAAL - -QGQISASVAPHDCEMYVLTPN - 417
D5ADT9 RSHFSIWALMKAPLLIGCDIRSATSETLEILSNSEVINVNQDPLGYQGKKYSQQGDLEVWAGPLSNNRYAVILWNRSTSQDAITANWGATGLPSDAIVQARDLWAHSYLPSDLQGSLTSTYDSHDVEMY ILTLSSG 396

(BRX86 MSHFSIWALAKMPLLIGCDLRSMDKVTFELLSNKEVIAVNQDKIGIQGKKVRKEGDLEVWAGPLSKRRVAVILWNRGSHSANITARWAEIGLNSSDIVNARDLWEHSTYSC FHRDLSALVEPHACKMYTLTRRRA 396
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