Supplementary file 1: Primer sequences used in qRT-PCR

	Gene
	Primer
	Sequence (5’-3’)

	GAPDH
	GAPDH-1F  
	TGGAGCTGAATTTGTTGT 

	
	GAPDH-1R  
	 GTGGAGTTCTGGCTTGTA

	VvUFD1a
	VvUFD1a-1F
	TCCACCAGTTTCATCCTCG

	
	VvUFD1a-1R
	TCTTTGGCTCCTCCTGTTTAG

	VvUFD1c
	VvUFD1c-2F
	GTTGTGGGGTTGTTCTCAGG

	
	VvUFD1c-2R
	TTATTAGGCGAAGAGGGCAC





Supplementary file 2: Protein sequences of UFD1 members in grapevine, Arabidopsis and rice.

Gene name and ID:

AtUFD1a	AT2G21270.1
ATUFD1b	AT2G29070.1
ATUFD1c	AT4G38930.1

OsUFD1a LOC_Os02g08480.1
OsUFD1b LOC_Os04g48770.2
OsUFD1c	LOC_Os01g35040.1
OsUFD1d	LOC_Os09g32020.1
OsUFD1e	LOC_Os01g05120.1

VvUFD1a	VIT_03s0038g00750.t01
VvUFD1b	VIT_06s0004g05010.t01
VvUFD1c	VIT_12s0059g01100.t01

Protein sequence:

>VvUFD1a
MSFEQKYRCYPASFIDKPQIESGGKIIMPPSALDRLASLHIDYPMLFELSNPAAQRVSHCGVLEFIAEEGMIYMPYWMMENMLLQEGDTVQVKNVTLPKGTYVKLQPHTTDFLDISNPKAILETTLRNFSCLTTGDSIMVAYNNKKYYIDIVETKPSNAISIIETDCEVDFAPPLDFKEPEKPVAPVPLGKAAAEVQEAPVEPEPKFNPFCGVGRRLDGKPQKYEPPPVSSSGSKDKQPVNRGSGQPSAGSSSQSSSRQSQGKLVFGSNVNRSPKETQKEAAKATKQEEPKKEEPKFQPFSGKKYSLKG

>VvUFD1b
MMENLLLEEGDISTTKLRSFSCLTTGDTIVIDYSNKKFYIDIVDTKPSAAVCIIDTDCEVDFAPPLDYEEADEPKPSNLSSKTESRESKLATKLIKFKPFTGSARRLDGKPISESVAVVSSSPMPQQPEDTDGTNGPTSSSSTTFQRSRKVVFGSKETSEVCLFS

>VvUFD1c
MDFELRRAREKLEREQKERKEKARLKLERDRKSKQEAARQRDAIEAVQRSRRLDAAEAQLKADQQMEESLLAGRGVMFFRILEAVAYQGNGDKIKLPPSCFKELSDQGAFDKGPLYFGLSVVHQEGSLDTKAAETQNQRTTHAGVLEFTAEEGSVSLPPHVWSNLFPEETLKSPLVEVRYLWLPKGTYAKLQADGIGFSDIPNHKAVLETRLRQHATLSQDDVLIVNHGELTYKLKVLELKPSSSISVLETDIEVDIVGPDSVSGRTNQQFLKPLEFGKSETGMVEEGNYVYYKFSMDGDILGIIASGDARIEVKIEAESDGGDTDLYISRHPLIFPNRHQHEWSSHDVGSKTLILSHKDQSLEAGTFSIGVYGFKGTTKYQISVSVQDNLNHKVGQQATSSSSMEVDTVECRNCKHYIPSRSIALHEAYCSRHNIICPHAGCGVVLRVAEAKNHVHCDKCGQALQRGEMEKHMKVFHEPLHCPCGVVLEKELMVQHQASACPLRLITCRFCGDMVQAGSSAMDVRDRLRGLSEHESICGSRTAPCDSCGRSVMLKEMDIHQIAVHQRN

>OsUFD1e
MDFEEYLNLQSATFAQLYRCLPISLLKKENADDGNRVFMPVSALDRLGYLHIEYPMQFQIQNATTLQTSYCGVLEFTADEGFIHIPTMMMEHLGLRENDLVLLRSTSIPKATFIKLQPHTSDFHKLSEPRYLLEYNFRNYFCLTTGETIAVAAGDRFYYLDVVETRPADAVCVIETDCEVEFDQALDQAEPAAAAAMQVDGVGAGEPEPARFTGFRMRMDGKPVEEEKKTMPPPATAAAPPKRGLRFGSSAPAAGGGVKEAKSGEKDDGNRFTGKKYSLQF
>OsUFD1d
MLSRILHGYGGHGGRGFEQTYRCYSAAAFNKPQLEGGDKVIMPASALHRLASLHIDYPMLFELSHHGDAAAHRVTHCGVLEFVADEGTVIMPRWMMRGMRLDDGGLVVVRSASLPKGSYAKLQPHTGDFLDTANPKAVLEKTLRSFTCLTTGDTIMVAYNNKEFLIDIVETKPASAVCIIETDCEVDFAPPLDYKEPEKVQQKPSVPSSKAASEDQDQIKDEPEFRAFTGSGNRLDGKASKPLAAGISSNPAAASSAISDSNKKVNQETAASGVSNSTRQKKGKLVFGSNKSSSSSKEPEKAPPVKVDELAKKEEPKFQAFSGTSYSLKRNRDKVSHLWRLPSAKERLQLEEMLVPAINGTLNVLKSCKKNPFLKRVVLTSSSSTVRIRDESKHPEISLDETIWSSVALCEKLQLWYALAKISAEKAAWEFAKENNIDLVTVLPSFVIGPSLSHELSVTASDILGLLQGDTDRFISYGRMGYVHIDDVASCHILVYEAPQATGRYLCNSVVLDNNELVALLAKQFPIFPIPRSLRNPYEKQSYELNTSKIQQLGFKFKGVQEMFGDCVESLKDQGHLLECPL

>OsUFD1c
MDFELRKAREKLEREQRERVQRAKDKADRERRAKAEAARRRDALEASHRERRLDAARAQEEAQQKMEEVMQLGKGISFLHMFEALRYDGPGDKIKLPPSSFKELSDEGALDKGPMYFRLSKVRDSVPGAPQDNDADEATCCGVLEFTAREGSAELTPHVWNNLFRGDSPDVPLIEVRYVSLPKGTYAKLKPEGVGFSDLPNHRAVLETALRNHATLSENDFVVVNYGQLQYKLKVLELKPASSVSVLETDVEVDIEGPDSVLDNVENQHVLVPLETGKVESGVVEEGKFRYYKFLVDEGMGEKVASRHANIEVKIETYTSGGDTDIYVSRHPLVFPTQHRHEWSSHEMGSKVLILKPRDASLSSGTYSIGVYGFKGTTKYQLSVAIKDVLNGQRIGEQASASSSVDVDSVVCKNCKRYISNRTSLLHEAYCVRHNVVCMHDGCGVVLRKEEATDHVHCNKCGQAFQQREMEKHMKVFHEPLQCPCGVVLEKEDMVQHQSSTCPLRLIVCRFCGDTVQAGGEPLDARDRLRNMCEHESICGSRTAPCDSCGRSVMLKDMDIHVIAVHQKS

>OsUFD1b
MLFELHNDATQRISHCGVLEFVAEEGMIIMPYWMMQNMLLQEGDTVRVKNTTLPKGTYVKLQPHTTDFLDISNPKAILEKTLRNFSCLTTGDSIMVAYNNKQYYIDIVETKPASAVSIIETDCEVDFAPPLDYKEPENPQQPSVPASEATAEDENAKVEDELKFKPFTGSGKRLDGKASKLQATEVPSASRSSPSDSNKRVNQETLAPASSGASNSTRQKSGKLVFGSSANNNKEPQKASVKDDESPKKDEPKFQAFSGKSYSLKR

>OsUFD1a
MYFEGYGYRGSTFEQTYRCYPASFIDKPQLETGDKIIMPPSALDRLASLHIEYPMLFEVHNAAAERTSHCGVLEFIAEEGMIYMPYWMMQNLLLTEGDMVFIKNANLPKGTYVKLQPHTTDFLDISNPKAILEKTLRNYSCLTTGDSIMVAYNNKKYYIDIVETKPSNAISIIETDCEVDFAPPLDYKEPERQKAAVPPSTAPTAEEAAEEEPKFIPFTGPGRRLDGKAPKDKDVSASSPAKRQANATNSVQPSTASTSQSSSSRKTTEKLVFGPGGNRTSKETEKVPEKEPKEDPKKDEPKFSAFTGRKYSLKG

>AtUFD1c
MFYDGYAYHGTTFEQTYRCYPSSFIDKPQIESGDKIIMPPSALDRLASLQIDYPMLFELRNASTDSFSHCGVLEFIAEEGVIYIPYWMMQNLLLQEGDMVRVRNVTLPKGTYVKLQPHTTDFLDIANPKAILETALRNYSCLTVGDSIMVPYNNKKYFIDIVEAKPSNGISIIETDCEVDFAPPLDYKEPERPVAPAPAKAKEVDVAEAEPKFNPFTGSGRRLDGRPLSYEPQPGAANSNGQSHPVASSSSSGSEKATQQNRGKLVFGSNVERSTKETTKVGAGKDRKQEEEAEKEAKFQAFSGKKYSLRG

>AtUFD1b
MPPSALDRLASLHIEYPMLFQLSNVSVEKTSHCGVLEFTADEGLVYLPYWMMQNMSLEEGDVMQVKNISLVKGTYIKLQPHTQDFLDISNPKAILETTLRSYSCLTTGDTIMVPYNNKQYYINVVEAKPSSAVSIIETDCEVDFAPPLDYKEPEKPQKLTPSNKRPLQVKEEEEPASKVPKFTPFTGSGKRLDGKAQTQTEPEDTKQQEKPTENGKDDEKLSVTTPRQISGKLVFGSNSKSAAKETAKVDDPKNIVQESSTKSDEAKFKVFTGKKYSLNG

>AtUFD1a
MFFDGYHYHGTTFEQSYRCYPASFIDKPQLESGDKIIMPPSALDRLASLHIDYPMLFELRNAGIERVTHCGVLEFIAEEGMIYMPYWMMQNLLLQEGDIVRVRNVTLPKGTYVKLQPHTTDFLDISNPKAILETALRNYSCLTSGDSIMVPYNNKKYFIDIVETKPANAISIIETDCEVDFAPPLDYKEPERPTAPSAAKGPAKAEEVVDEPEPKFNPFTGSGRRLDGRPLAYEPAPASSSKGKQPVVANGNGQSSVASSSEKATRAQGKLVFGANGNRAPKEAAPKVGAAKETKKEEQEKKDEPKFQAFSGKKYSLRG


Supplementary file 3: Sequence of conserved motifs in VvUFD1 proteins. 

MOTIFS meme.xml (peptide)
	MOTIF ID                                                 ALT ID  WIDTH BEST POSSIBLE MATCH
	----- -------------------------------------------------- ------- ----- -------------------
	    1 RNYSCLTTGDSIMVAYNNKKYYIDIVETKPSSAVSIIETDCEVDFAPPLD MEME-1     50 RNYSCLTTGDTIMVAYNNKQYYIDIVETKPANAICIIETDCEVDFAPPLD
	    2 GDLVRVRNVSLPKGTYVKLQPHTTDFLDISNPKAILE              MEME-2     37 GDMVRVRNVWLPKGTYVKLQPHTTDFLDISNPKAILE
	    3 MLFELSNAAAERTSHCGVLEFIAEEGMIYMPY                   MEME-3     32 MLFELHNAAAQRTSHCGVLEFIAEEGMIYMPY
	    4 FEQTYRCYPASFIDKPQJESGDKIIMPPSALDRLASLHIDY          MEME-4     41 FEQTYRCYPASFIDKPQIESGDKIIMPPSALDRLASLHIDY
	    5 EPKFNPFTGSGRRLDGKP                                 MEME-5     18 EPKFNPFTGSGRRLDGKP
	    6 EEEPKKDEPKFQAFSGKKYSLKG                            MEME-6     23 QEQPKKDEPKFQAFSGKKYSLKG
	    7 WMMQNLLL                                           MEME-7      8 WMMQNMLL
	    8 SSSSSSTRQKSGKLVFGSNGNRSPKET                        MEME-8     27 SGSSNSTRQNQGKLVFGSNGNRSPKET
	    9 MEKHMKVFHEPLQCPCGVVLEKEDMVQHQASACPLRLIVCRFCGDMVQAG MEME-9     50 MEKHMKVFHEPLQCPCGVVLEKEDMVQHQASTCPLRLIVCRFCGDMVQAG
	   10 CKNCKRYIPNRSIALHEAYCVRHNIICPHDGCGVVLRKEEAKDHVHCDKC MEME-10    50 CKNCKRYIPNRTIALHEAYCVRHNIICMHDGCGVVLRKEEAKDHVHCDKC
	   11 DVRDRLRGLCEHESICGSRTAPCDSCGRSVMLKEMDIHQIAVHQ       MEME-11    44 DVRDRLRGMCEHESICGSRTAPCDSCGRSVMLKDMDIHQIAVHQ
	   12 HPLIFPNRHRHEWSSHEMGSKVLILKPKDQSLEAGTFSIGVYGFKGTTKY MEME-12    50 HPLIFPNRHRHEWSSHDMGSKVLILKHKDQSLEAGTFSIGVYGFKGTTKY
	   13 YKEPEKPQAP                                         MEME-13    10 YKEPERPQAP
	   14 GIMFFRIFEALRYDGNGDKIKLPPSCFKELSDZGAFDKGPLYFGLSKVR  MEME-14    49 GIMFFRMFEAVRYDGNGDKIKLPPSCFKELSDQGAFDKGPMYFGLSKVR
	   15 MFFDGYGYHG                                         MEME-15    10 MFFDGYGYHG

