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Figure S1. The conservative motif analysis of the VoSAUR family. The distribution of motifs in the VoSAUR family is
represented by rectangles of different colors.
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Figure S2. The structural features of the VoSAUR family. The blue rectangles represent untranslated regions (UTRs). The
yellow round-cornered rectangles represent exons. The black lines represent introns. The number above the lines repre-
sents the intron phase.
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Table S1. Details of the VoSAUR family. The gene locus is available in the National Center for Biotechnology Information
Database. Mw, molecular weight; PI, isoelectric point.

Gene locus Genlfoslym- lenfg)tilkﬁ)p) No. of aa Mw PI Chr. Location Orientation Group
O oot SAUROO 465 155 1739704 9.6 1 2% forwand I
o VYSAURI0 499 164 1901229  10.62 2 oy reverse I
ot VVSATRO0 569 123 1358551 5.6l 3 D% forward v
oot VVSAURO0 T ags 95 1055418 6.56 3 oo reverse ViIb
oy VYSAURI0 a6 89 952285 571 3 ool forward VI
oo VYSAURI0 137 1551807  8.88 3 Soor) forwand IX
o VYSAURID 6 89 9536.88 571 3 WY forward Vb
O VYSAURID 394 108 1226050 891 3 RIS forwand IX
%}252’113\;%}811 VVSA9UR00 288 96 10550.18  6.82 3 Be0sy reverse Vil
%}252’113\6%}811 VVSAOURm 288 96 10767.51  6.95 3 88885536982 reverse IX
ooy VYSAUROL g6 62 6807.89 470 3 oo forward Vb
oot VYSAUROL 997 99 1130630  9.63 3 Toar T reverse IX
o VYSAUROL g 96 1049609 655 3 Tone forward Vb
ol VYSAUROL 408 136 1561393 9.2 3 o reverse IX
ol VYSAUROL 39 1090 11939.88  6.89 3 ey forward IX
ooy VVYSAUROL 990 90 9743.06 497 3 WY reverse Vilb
%}252/112\2%}811 VVSA7UR°1 276 92 1047922 9.51 3 991157979151 reverse IX
o VYSAUROL 64 88 9643.04  5.60 3 ey forward Vb
g’zsggl\;ggll VVSA9UR°1 240 80 929295  11.33 3 2255%2522716 forward i
%}253‘211‘28811 VVSAOUROZ 270 90 10507.66  12.02 3 20800 forward Il
O oot VVSAUROZ 143 1636533 9.27 3 DT forward XI
O aaoot VVSAUROZ 59 108 1223635  8.68 3 sy forward XI
O oot VVSATROZ a6 142 1620415  9.65 3 ey forward Ve
ol VYSAUROZ g 149 1702975 9.03 3 T reverse Vile
O oot VVSAURO2 39 108 1207135 9.6 3 ey forward X
O ooy VSAUROZ g 143 1623616 935 3 Tt forward Ve
O o VYSAUROZ g 106 1206819 951 3 oSS reverse Vile
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O oot VVSATROZ g6 255 28965.02 9.4l 3 000 forward v
O ot VYSAURO2 3 114 1289188 548 3 TS reverse XI
O oot VVSAUROY g7 291 3288035 5.3 3 P eee reverse XI
O oot VVSAUROS gy 88 988854 1023 3 TRy forward v
OOt VYSAURDS 59, 97 1086046  7.82 g NS reverse Vilb
oot VYSAUROS 90 90 9990.55  8.64 4 0TS0 reverse Vilb
ot VYSAURDS 499 164 1853253 854 g OB reverse Vilb
e R R i
O oo SAURDS 99y 97 1080953  7.84 4 LOTOSTR reverse Vil
O ooy VYSAUROS g 76 836152 626 o LOTOSE revese Vb
ot VYSAUROS 3 104 1147227 925 g 10T reverse ViIb
oot VSAIRO ass 85 044186  7.95 g 1070 reverse ViIb
ool VAR 456 152 1687148  8.89 g 0TI reverse ViIb
O oaooy | VSAURGE a7 91 10019.53 625 4 OTT reverse Vilb
O ooy VSATROE 94 98 1096260  6.16 4 T reverse Vilb
oot VVSATROE 509 103 1163528 576 6 INOT forwad Ve
o VYSAURDE 43 144 1613555 683 6 I forward Ve
e N Ipe
P S
o e " YSAURE 579 193 2114401 621 9 WIS forward I
e VYSAUROY 43 144 1628400  6.10 9 2T forward v
O ot VVSAURO 26 142 1673743 9.37 g 2T reverse I
O ool | VSAUROS g1 138 1609485 930 9 2L forward il
O ooy | SAUROS 44 148 1677160 643 9 2 reverse v
OOV VVSATRO 363 121 1326503  5.60 1 O forward i
oot VYSAUROS 499 164 1822753 522 11 Taar reverse v
O ooy | VSATROS g 94 1059448 923 12 30T reverse Vid
ot VYSAURDS 35 117 1328246 6.06 16 S8 reverse X
O sy " YSAURDS a6 142 1580262 9.83 18 20200 forward Ve




5 of 8

GSVIVGO1 VvSAUROS

11959701-

OSVIVGDL VVSA 156 52 610237 1179 18 lososos forward v
O oot VSATRO 6 55 598721 1031 18 0P reverse VI
O ootV VSAIROS 3 105 1172072 885 18 20N forward VI
oot VYSAURI6 g8 66 750257 10.03 o 22D forward I

Table S2. Normal expression sequences of 10 motifs identified. Sites represent the time of motif appeared.

Motif

Sequences

Sites

Length(aa)

Motifl

[KR][KRJRF[VM][VI]P[IL][S
VE]YL[NKS][HN][PN][SI]F[Q
R][NEKA]L[LF][SER][QME][
AS]EEE[FY]GF[DNQ][HQS][P
E][GM][GP]

48

34

Motif2

[PTSAJ[ASKT][NDVE][VA][P
DIKG[HY][FLV][AVP]VYVG]
ED]

57

15

Motif3

GLTIPC[KTREN]E[ED][AT]F[
IL][DN][LV][TA][SC][RSQIL[
NQS][ASC]S

22

21

Motif4

MI[SN][PA]JKKLI[KR]MAR[K
ENJWQ[KR][MY]JAA[ILM][R
GKJRKRI[SI][LS][PQ]R

12

29

Motif5

I[TILP[CYF]D[SAL][VFA][F
T][ML][EDQ]Y[IAVM][IVL][
PSF][LFM]IV][QG][RQ][GH][
VMI][AS][KE][DE][LIVM]E[K
R]JAL[LIJ[MFVTI]
S[ILV][AVG][TYS][STD][RN
TQC][CS][SL][SLQC][SLF]

41

Motif6

M[GAS][IFN][RHA][LF][PQD
JISRGL][IMV][IVLG][PQN]A
K[QK][IVF][LVPF][RKQ]

16

16

Motif7

[TKVQ][ILV]P[CS][EDRV][V

EISP][EVST][EFV][FMLIA][E

KRQ][YKER][IVL][LY][KSG]
[LMEV]

24

15

Motif8

[SFIJ[HQC]Q[EG][QH][MTSN
TJINGS][ESQH][QRP]LL[LVF]
C[ASGR][YFC]

15

Motif9

FIKQE]MSEEE[FY]G[LI][PQ]
[SR][DTN]GP

15

Motif10

NAEKEMIGCCSSSDCELT-
PSHHPQMC

26
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Table S3. The orthologous SAUR genes in grape, Arabidopsis and tomato genome.

SAUR Namel SAUR Name2
VvSAURO002 AtSAURO045
VvSAURO003 AtSAUR004
VvSAURO003 AtSAURO018
VvSAURO003 AtSAUR067
VvSAURO021 AtSAUR006
VvSAURO021 AtSAURO007
VvSAURO021 AtSAURO008
VvSAURO21 AtSAURO009
VvSAURO21 AtSAURO012
VvSAURO021 AtSAURO013
VvSAURO021 AtSAURO076
VvSAURO023 AtSAUR006
VvSAURO023 AtSAURO007
VvSAURO023 AtSAURO008
VvSAURO023 AtSAURO009
VvSAURO023 AtSAURO012
VvSAURO023 AtSAURO013
VvSAURO023 AtSAURO076
VvSAURO032 AtSAURO059
VvSAURO033 AtSAURO059
VvSAURO036 AtSAURO059
VvSAURO037 AtSAURO068
VvSAURO037 AtSAUR069
VvSAURO037 AtSAURO070
VvSAURO037 AtSAURO071
VvSAURO037 AtSAURO072
VvSAURO037 AtSAURO073
VvSAURO039 AtSAURO023
VvSAURO041 AtSAURO058
VvSAURO043 AtSAURO027
VvSAURO044 AtSAURO027
VvSAURO045 AtSAURO030
VvSAURO046 AtSAURO029
VvSAURO048 AtSAURO026
VvSAURO049 AtSAURO041
VvSAURO050 AtSAURO041
VvSAURO51 AtSAURO026
VvSAURO052 AtSAURO002
VvSAURO052 AtSAURO075
VvSAURO53 AtSAUR042
VvSAURO55 AtSAURO032
VvSAURO001 SISAUR062
VvSAURO002 SISAURO071
VvSAURO003 SISAURO003
VvSAUROI8 SISAURI101
VvSAURO021 SISAUR047
VvSAURO024 SISAUR044
VvSAURO036 SISAUR084
VvSAURO041 SISAURO028
VvSAURO043 SISAUR063
VvSAURO044 SISAUR063
VvSAURO045 SISAURO072
VvSAURO046 SISAURO086
VvSAURO048 SISAUR041
VvSAURO51 SISAUR041
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VvSAURO052 SISAURO066
VvSAURO053 SISAURO065
VvSAURO054 SISAURO067
VvSAURO55 SISAURO036

Table S4. The paralogous SAUR genes in grape and Arabidopsis genome.

SAUR Namel SAUR Name?2
AtSAURO002 AtSAURO075
AtSAURO004 AtSAURO18
AtSAUR004 AtSAURO067
AtSAURO006 AtSAURO007
AtSAURO006 AtSAURO00S8
AtSAURO006 AtSAURO009
AtSAURO006 AtSAURO12
AtSAURO006 AtSAURO13
AtSAURO006 AtSAURO076
AtSAURO007 AtSAURO00S8
AtSAURO007 AtSAURO009
AtSAURO007 AtSAURO12
AtSAURO007 AtSAURO13
AtSAURO007 AtSAURO076
AtSAURO00S8 AtSAURO009
AtSAURO00S8 AtSAURO12
AtSAURO008 AtSAURO13
AtSAURO008 AtSAURO076
AtSAURO009 AtSAURO12
AtSAURO009 AtSAURO13
AtSAURO009 AtSAURO076
AtSAURO12 AtSAURO13
AtSAURO12 AtSAURO076
AtSAURO13 AtSAURO076
AtSAURO18 AtSAURO067
AtSAURO068 AtSAURO069
AtSAURO068 AtSAURO070
AtSAURO068 AtSAURO071
AtSAURO068 AtSAURO072
AtSAURO068 AtSAURO073
AtSAURO069 AtSAURO070
AtSAURO069 AtSAURO071
AtSAURO069 AtSAURO072
AtSAURO069 AtSAURO073
AtSAURO070 AtSAURO071
AtSAURO070 AtSAURO072
AtSAURO070 AtSAURO073
AtSAURO071 AtSAURO072
AtSAURO071 AtSAURO073
AtSAURO072 AtSAURO073
VvSAURO21 VvSAURO023
VvSAURO032 VvSAURO033
VvSAURO032 VvSAURO036
VvSAURO033 VvSAURO036
VvSAURO043 VvSAURO044
VvSAURO048 VvSAUROS1
VvSAURO049 VvSAURO050
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Table S5. List of primers used for qRT-PCR and construction of recombinant plasmid.

Gene name Gene identifier Forward primer (5’-3”) Reverse primer (5°-3°)
VVSAUR041-pB221-GFP GSVIVG01019093001 . A%Eég??ggggfc N GTCG?S:Z?ES:(?ECAC'
VVSAUR041-3301 GSVIVG01019093001 . A%%gg%‘.ggggc A AGATTCCTZZ%T gﬁggCAc-
i1
VVSAUR041-qRT GSVIVG01019093001 TCTGTC(?/S"SS:T AGAAG GTT?ESEE?S/SCA'
ol oitielo




