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Figure S1
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B TaAGL6-A P C TAATACGACTCACTATAGGGCAAGCAGTGGTATCAACGIIAGAGTACATGGGLY Rcfoh A TCCCAAGCCCTATGCGCTAGTAG
TaAGL6-D [ M \C T AATACGACTCACTATAGGGCAAGCAGTGGTATCAACGHAGAGTACAT GG G . [HATCCCAAGCCCTATGCGCTAGTAG
TaAGL6-B N C T AATACGACTCACTATAGGGCAAGCAGTGGTAT CAACGHAGAGTACAT GGG JNNNNINIIINN AT CCCAAGCCCTATGCGCTAGTAG
consensus>70 ... .CTAATACGACTCACTATAGGGCAAGCAGTGGTATCAACG.AGAGTACATGGG. ... ... .... ATCCCAAGCCCTATGCGCTAGTAG

59 100 119 129 139 149 159 169 179

TaAGL6-A GTTGCGCHTCAGAACCGCCGCAGGAGGAAGAGCGCAGAGCT[EGCTTGCTGATCGGTAGAGCTTTGCTTC L ASREICTTGCTTGCTTGGAAG
TaAGL6-D GTTGCGCRTCAGAACCGCCGCAGGAGGAAGAGCGCAGAGCTRGCTTGCTGATCGGTAGAGCTTTGCT TG NN, CTTGCTTGCTTGGAAG
TaAGL6-B GTTGCGCK'I‘CAGAACCGCCGCAGGAGGDAGRGCGCAGRGCTEL‘TTGCTGATCGGTAGI\GCTTTGETTG ..... CTTGCTTGCTTGGAAG

consensus>70 GTTGCGC.TCAGAACCGCCGCAGGAGGAAGAGCGCAGAGCT . GCTTGCTGATCGGTAGAGCTITGCTTG, ... . CTTGCTTGCTTGGAAG

189 199 [2o9] 219 229 239 249 259 269
TaAGL6-A GAGGAGGAGHNECAGATCATGGGGAGGGGAAGGGTCGAGCTGAAGCGWATCCAGAACAAGATCAAMCGGCAGGTCACCTTCTCCAAG
TaAGL6-D GAGGAGGAGHAEGAGATCATGGGGAGGGGAAGGGTCGAGCTGAAGCG®ATCGAGAACAAGATCAANCGGCAGGTCACCTTCTCCAAG
TaAGL6-B JIGGAGGAGGAGHH

BGAGATCATGGGGAGGGGAAGGGTCGAGCTGAAGCGIATCGAGAACAAGATCAAMCGGCAGGTCACCTTCTCCAAG

consensus>70 G.GGAGGAGGAG. b GGGAGGGGAAGGGTCGAGCTGAAGCG.ATCGAGAACAAGATCAA.CGGCAGGTCACCTTCTCCAAG
279 280 299 309 319 329 339 349 359

TaAGL6-A CGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTGCTCTGCGACGCCGAGGTGGCGCTCATCATCTTCTCCAGCCGCGGCAAG)
TaAGL6-D CGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTGCTCTGCGACGCCGAGGTGGCGCTCATCATCTTCTCCAGCCGCGGCAARG)
TaAGL6-B CGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTGCTCTCGCGACGCCGAGGTGGCGCTCATCATCTTCTCCAGCCGCGGCAAG

consensus>70 CGCCGCAACGGCCTGCTCAAGAAGGCCTACGAGCTCTCCGTGCTCTGCGACGCCGAGGTGGCGCTCATCATCTTCTCCAGCCGCGGCAAG

360 370 289 299 409 419 429 439 449

TaAGL6-A CTCTACGAGTTCGGCAGCGCCGGCACAACAAAAACATTGGAAAGATACCAACACTGCTGCTATAATGCTCAAGAMTCCAATGGEGCACTA)
TaAGL6-D CTCTACGAGTTCGGCAGCGCCGGCACAACAAAAACATTGGAAAGATACCAACACTGCTGCTATAATGCTCAAGATCCAATGGEGCACTA)
TaAGL6-B CTCTACGAGTTCGGCAGCGCCGGCACAACAAAAACATTGGAAAGATACCAACACTGCTGCTATAATGCTCAAGAMTCCAATGGEGCACTA)

consensus>70 CTCTACGAGTTCGGCAGCGCCGGCACAACAAAAACATTGGAAAGATACCAACACTGCTGCTATAATGCTCAAGA . TCCAATGG.GCACTA
450 460 470 480 490 500 510 520 530

TaAGL6-A CTGARRCTCAGAGCTGGTCCAGGARATGTCAAAGCTAAAGGCAAAATTCGRAGCHUTTGCAGCGAACTCAGAGACACTTGCTTGGGGAG
TaAGL6-D TCTGAAACTCAGAGCTGGTINCCAGCGAAATGTCAAAGCTARAGGCAAAATTCGAAGCHTTGCAGCGAACTCAGAGACACTTGCTTGGEGAG)
TaAGL6-B TCTGAAACTCAGAGCTGGTINCCAGGAAATGTCAAAGCTAAAGGCAAAATTCGAAGCHTTGCAGCGAACTCAGAGACACTTGCTTGGGGAG

consensus>70 TCTGAAACTCAGAGCTGGT.CCAGGAAATGTCAAAGCTAAAGGCAAAATTCGAAGC. TTGCAGCGAACTCAGAGACACTTGCTTGGGGAG

540 550 560 570 580 590 600 610 620
TaAGL6-A GACCTTGGACCGCTCAGCGTGAAAGAACTGCAGCAGCTGGAGAAACAGCTAGAATGTTCTCTGTCACTGGCCAGACAGCGAAAGACACAA]
TaAGL6-D GACCTTGGACCGCTCAGCGTGAAAGAACTGCAGCAGCTGGAGAAACAGCTAGAATGTTCTCTGTCACTGGCCAGACAGCGAAAGACACAA
TaAGL6-B GACCTTGGACCGCTCAGCGTGAAAGAACTGCAGCAGCTGGAGAAACAGCTAGAATGTTCTCTGTCACTGGCCAGACAGCGAAAGACACAA]
consensus>70 GACCTTGGACCGCTCAGCGTGAAAGAACTGCAGCAGCTGGAGAAACAGCTAGAATGTTCTCTGTCACTGGCCAGACAGCGAAAGACACAR

630 640 650 660 670 680 690 709 710
TaAGL6-A CTTATGATGGAGCAGGTGGAGGAACT TINGCAGCGAAGGAGCGTCAGCTGGGAGACATCAACAGGCAACTCAAGCACAEGCTCGANGCTGAA|
TaAGL6-D CTTATGATGGAGCAGGTGGAGGAACT T[MGCAGGAAGGAGCGTCAGCTGGGAGACATCAACAGGCAACTCAAGCACALIGCTCGAMGC TGAA
TaAGL6-B CTTATGATGGAGCAGGTGGAGGAACTTMGCAGGAAGGAGCGTCAGCTGGGAGACATCAACAGGCAACTCAAGCACA[GCTCGANGCTGAA
consensus>70 CTTATGATGGAGCAGGTGGAGGAACTT.GCAGGAAGGAGCGTCAGCTGGGAGACATCAACAGGCAACTCAAGCACA.GCTCGA . GCTGAA

720 730 740 759 760 770 780 790 800
TaAGL6-A [GGCAGCAACAGCAACAACTACAGGGCCATGCAGCAGATCLICCTGGGCTGCCGGCACCGTCGTGGAN GGCGCCGCCGCATATCACATG
TaAGL6-D GGCAGCAACAGCAACAACTACAGGGCCATGCAGCAGATCLNCCTGGGCTGCCGGCACCGTCGTGGAY GGCGCCGCCGCATATCACATG|
TaAGL6-B IGGCAGCAACAGCAACAACTACAGGGCCATGCAGCAGATCINCCTGGGCTGCCGGCACCGTCGTIGGAM EHGGCGCCGCCGCATATCACATG
consensus>70 GGCAGCAACAGCAACAACTACAGGGCCATGCAGCAGATC.CCTGGGCTGCCGGCACCGTCGTGGA.GA.GGCGCCGCCGCATATCACATG

819 820 839 849 850 860 879 88Q 839
TaAGL6-A CAGCAGCAGOCAGCAINWNECACCCTAATCATTCCGCTGCTATGGACTGTGAARCCCACTCTGCAAATTGGGTACCMTCATCAGTTCHCGGCT
TaAGL6-D CAGCAGCAMCAGCA[IMNCACCCTAATCATTCCGCTGCTATGGACTGTGAACCCACTCTGCAAATTGGGTACCMTCATCAGTTCHCGGCT
TaAGL6-B CAGCAGCACAGCALWINNCACCCTAATCATTCCGCTGCTATGGACTGTGAACCCACTCTGCARATTGGGTACCLITCATCAGTTCE\CGGCT
consensus>70 CAGCAGCA.CAGCA....CACCCTAATCATTCCGCTGCTATGGACTGTGAACCCACTCTGCAAATTGGGTACC. TCATCAGTTC.CGGCT

900 ) EFT] 930 940 950 960 979 —°8e
TaAGL6-A CCTGATCAGEYCAGCCAATAATATTCCACGGAGCAGCGMCCCCGGAGGGGAGAACAACTTCATGCTGGGGTGGATTCTCTGAGCWAMCGAG)
TaAGL6-D CCTGATCAGHCAGCCAATAATATTCCACGGAGCAGCGHCCCCGGAGEGGAGAACAACTTCATGCTGGGGTGGATTCTCTGAGCHABCGAG
TaAGL6-B CCTGATCAGMCAGCCAATAATATTCCACGGAGCAGCGMCCCCGGAGGGGAGRAACAACTTCATGCTGGGGTGGATTCTCTGAGCHA[ECGAG
consensus>70 CCTGATCAG.CAGCCAATAATATTCCACGGAGCAGCG.CCCCGGAGGGGAGAACAACTTCATGCTGGGGTGGATTCTCITGAIGC . A. CGAG

990 1009 1019 1020 9 1040 1050 1069 1079
TaAGL6-A CTGCTEY e o Nl GG T TAGCTTGTCT[QMCCATCAGCCAAGARACCAAATARAATGCGTGTGCTGCTCCMECATGCTCTACACGAGAAGT
TaAGL6-D [ohifellony . . ... .... GGTTAGCTTGTCTLAMCCATCAGCCAAGAAACCAAATAAAATGCGTGTGCTGCTCCHdCATGCTCTACACGAGAAGT)
TaAGL6-B CTGCC TINHH IR ICCTTAGCT TG TC T{ERYCCATCAGCCAAGAAACCAAATARAATGCGTGTGCTGCTCCIMNCATGCTCTACACGAGAAGT)
consensus>70 CTGC

b GGTTAGCTTGTCT . .CCATCAGCCAAGARACCAAATAAAATGCGTGTGCTGCTCC. .CATGCTCTACACGAGAAGT
1080 1090 1100 1119 1129 1130 11490 1150

1160
TaAGL6-A MCCTGCGTEGCGCGTGCCTCTTTCTTTATTTTTACTCGT T TTTGTGTGTGTAAGAAGTAAGAACCAAGAACHMACTIHCTATATTTTGAG
TaAGL6-D ECCTGCET[EHGCGCGTGCCTCTTTCTTTAT T T TTACT CGTTIATT TGTGTGTGTAAGAAGTAAGAACCAAGAACWACTECTATATTTTGAG
TaAGL6-B PICCTGCGTMGCGCGTGCCTCTTTCTT TAT T T TTACTCGT T TT TGTGTGTGTARAGAAGTAAGAACCAAGAACHMACTICTATATTTTGAG

consensus>70 A .CCTGCGT.GCGCGTGCCTCTTTCTTTATTTTTACTCGTT. TTTGTGTGTGTAAGAAGTAAGAACCAAGAAC . ACT.CTATATTTITGAG

1179 1180 1199
TaAGL6-A T A T T e A A C T e A C A T e G el T C T T G T |
TaAGL6-D PSR GO Neb A C T Al S TG s kleldA AAACACTTGCAAGTTCCAAGCCGTCCATGCATGCATGCCAAGTTATCTAGTAAAACTATAATT
TaAGL6-B PR TEENeNY . . . GG A A ARACACTTGCAARGTTCCAAGCTGTCCATGCATGCATGCCAAGTTATCCAGTAAAACTATAATT
consensus>70 TATTT: ARCT: i CRAT:GuPOPTBT tan i Pdai dunin fdeili SEeis 98 e Sood Sl B 0k 8% v &3 G 89 fea ia i3
TaAGL6-A .. ...........
TaAGL6-D TGTGGAC
TaAGL6-B TGTGGACGATTATTGCTTATGCGTGTTTCATCATTTGT TTGA
CONBANEHEFTO " i vivi wie winie i 3iae S5R alde e SRGREG SRR S SRRt G

Fig. S1 Full cDNAs of 7aAGL6 genes.
(A) Results of RACE. (B) Alignment of 7uAGL6 full cDNAs. Rectangular boxes

indicate the start and stop codons, respectively.
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Figure S2

A MADS-box conserved domains K-box

1 19 29 39 49 59 6Q 79 8¢ ER)
TaAGL6-A MGRGRVELKRIENKINRQVTFSKRRNGLLKKAYELSVLCDAEVALIIFSSRGKLYEFGSAGTTKTLERYQHCCYNAQODSNGALSETQSW(
TaAGL6-B MGRGRVELKRIENKINRQVTFSKRRNGLLKKAYELSVLCDAEVALIIFSSRGKLYEFGSAGTTKTLERYQHCCYNAQDSNGALSETQSW)S
TaAGL6-D

MGRGRVELKRIENKINRQVTFSKRRNGLLKKAYELSVLCDAEVALIIFSSRGKLYEFGSAGTTKTLERYQHCCYNAQDSNGALSETQSH}4
consensus>70 | MGRGRVELKRIENKINRQVTFSKRRNGLLKKAYELSVLCDAEVALIIFSSRGKLYEFGSAGTTKTLERYQHCCYNAQDSNGALSETQSW.

K-box conserved domains
100Q 119 1209 130 149 159 169 170 1809

TaAGL6-A QEMSKLEKAKFEALORTQRELLGEDLGPLSVKELQOLEKQLECSLSLARQRKTQLMMEQVEELMRKERQLGDINRQLKHEILDAEGSNSNNY
TaAGL6-B QEMSKLKAKFEALQRTQRELLGEDLGPLSVKELQQLEKQLECSLSLARQRKTQLMMEQVEELHRKERQLGDINRQLKHIILDAEGSNSNNY,
TaAGL6-D QEMSKLKAKFEALORTORELLGEDLGPLSVKELOQLEKQLECSLSLARQRKTQLMMEQVEELIRKEROLGDINROLKHISLDAEGSNSNNY

70| QEMSKLKAKFEALQRTQRHLLGEDLGPLSVKELQQLEKQLECSLSLARQRKTQLMMEQVEEL . RKERQLGDINRQLKH . LDAEGSNSNNY

AGL6-I motif AGL6-Il motif

199 200 210 230 zaQ 25

TaAGL6-A IRAMOQQIWWAAGTVVDEGARAYHMQOQOEIHMOOHPNHSAAMDCEPTLQIGY 3 IYAPDQEAANNIPRSSLEIP GGENNFMLGWIL
TaAGL6-B RAMOQIEIWAAGTVVDEGAAAYHMOQOMEIDQHPNHSAAMDCEPTLQIGY WAPDQIJANNIPRSSLIP GGENNFMLGWIL
TaAGL6-D RAMOQIWWAAGTVVDEGAAAYHMOOQ[IWOOHPNHSAAMDCEPTLOQIGY S IAPDQOEAANNIPRSS[EP GGENNFMLGWIL

consensus>70 RAMQQI.WAAGTVVDEGAAAYHMQQ..QQHPNHSAAM

B
Variant PROVEAN score Prediction(cutoff=2.5)
caooy 6.431 Neutral
C153R 7.056 Neutral
Q206H -0.219 Neutral
Q207del 0.379 Neutral
P228H 1.914 Neutral
A232T -0.297 Neutral
A237P -0.575 Neutral
C
Variant PROVEAN score Prediction(cutoff=-2_5)
cooY 6.431 Neutral
C153R 7.056 Neutral
A246G -0.842 Neutral

Fig. S2 Protein sequence and the effect of SNPs.

(A) Multiple allignment of TaAGL6 proteins. Rectangular boxes indicated
MADS-box, K domains, AGL6 motifs I and II, respectively. (B and C) The effect of
SNPs to the protein functions. Default threshold is -2.5, that is: The variant with a
score equal to or below -2.5 is considered "deleterious," the variants with a score

above -2.5 are considered "neutral."
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Figure S3
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Fig. S3 The expression of 7aAGL6-A (A), TaAGL6-B (B) and TaAGL6-D (C) in
different floral organs.
Mean and SD values were obtained from three replications. Different letters indicate a

significant difference (P < 0.05 by Student's ¢ test).
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Figure S
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Fig.S4 Phenotypes of transgenic Arabidopsis over-expressing TaAGL6 genes

(A-D) Four-week plants of wild type (A) and transgenic Arabidopsis overexpressing
TaAGL6-A (B), TaAGL6-B (C), and TaAGL6-D (D) to show the early flowering
phenotype of transgenic lines. (E) The number of rosette leaves in the control and in
transgenic line overexpression 7aAGL6-B at flowering time. (F-I) Wild type (F),
transgenic Arabidopsis overexpressing TaAGL6-A (G), TaAGL6-B (H), and
TaAGL6-D (I) to show the multi-shoot phenotypes. (J) The number of main stems in
the control and transgenic Arabidopsis overexpressing TaAGL6-B. (K) The expression
level of A¢FT in different transgenic lines. Bars = lcm in Ato D, F to I. In E and J,
mean and SD values were obtained from 30 replications (n=30), and letters a and b
indicated the significant difference between the control and transgenic plants
according to Student's #-test (P<0.05). Mean and SD values in K were obtained from
three replications, and different letters in K indicated a significant difference (P < 0.05

by Student's ¢ test).

c
i)
)
(]
£
—
L
£
>
—
©
+—
c
J]
£
@
aQ
a
]
)
(]
=
c
J]
£
<
ks)
7]
>
4]
(@)



Development: doi:10.1242/dev.177527: Supplementary information

20-

pressEn Level >
o
:

N
(=]
L

0
L1-1 L1-2 L1-6 L1-10L1-13 L1-17 Control L16 L18 L21 L30 L35 L37 Control Control L3-2 110-2 L10-3 L17-2 L28-3

mMRNA Expression Level @
N

o o

mRNA Expression Level O
o

mRNA Ex
o

Fig. S5 The expression of TaAGL6 genes in transgenic Arabidopsis (A), transgenic
wheat (B) overexpressing 7aAGL6-B, and TaAGL6 RNAi wheat (C).
Mean and SD values were obtained from three replications, and different letters

indicated significant differences (P < 0.05 by Student's ¢ test).
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Figure S6
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Fig. S6 Phenotype of transgenic wheat over-expressing 7a4GL6-B.

(A-C) One plant of control (A) and transgenic Line 11 (B) and Line 18 (C)
photographed at the same time. (D and E) One inflorescence of control (D) and one
inforescence of transgenic plants (E) collected at the same time. (F) The expression of
TaFT in different transgenic lines at vegetative stage. Bars = lcm in A-C, 50um in D
and E. Mean and SD values in F were obtained from three replications, and different

letters in F indicated a significant difference (P < 0.05 by Student's ¢ test).
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Figure S7

pGBKT7-TaAGL6
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Fig. S7 Self-activation assays of TaAGL6, TaAP3, TaAG, and TaMADS13.
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Figure S8

pGADT7-TaAGLE-B pGADT7-TaAGLG-D

pGBKT7-TaAP3 pGBKT7-TaAP3
pGADT7-TaAGLE-B PGADT7-TaAGLE-D

pGBKTT-TaAG pPGBKT7-TaAG

pGADT?-TaAGLE-B pGADT7-TaAGL6-D

pGBKT7-TaMADS13 pGBKT7-TaMADS?13

PGADT7-TaAGLE-B pGADT7-TaAGLG-D
i pGBKT7 pGBKT7

-Trp-Leu -Trp-Leu-His -Trp-Leu-His-Ade —TT—Leu -Trp-Leu-His -Trp-Leu-His-Ade
8D- - SDf-
YFP

248 [SPYNE-T2AGL6-D

. PSPYNE-TaAGL6-B
0 PSPYCE-TaAP3

pSPYCE-TaAP3

v 1
pSPYNE-TaAGLE-B f pSPYNE-TaAGLE-D

PSPYCE-TaMADS13 A pPSFYCE-TaMADS13

pSPYNE
nSPYCE

Fig. S8 Interactions between TaAGL6-B/TaAGL6-D and TaAP3, TaAG,
TaMADS13. (A and B) Interactions between TaAGL6-B and TaAP3, TaAG,
TaMADSI3 in yeast cells (A), and tobacco leaf cells (B). (C and D) Interactions
between TaAGL6-D and TaAP3, TaAG, TaMADSI13 in yeast cells (C), and tobacco
leaf cells (D). In B and D, left, YFP; middle, Bright; right, Merged.
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Figure S9
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Fig. S9 The expression of wheat floral genes and 7aMGH?3 in wild type and
TaAGL6 RNAI stamens.
Mean and SD values in were obtained from three replications, and different letters

indicated significant differences (P < 0.05 by Student's ¢ test).
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Figure S10
ProTaAP3-B M2 ProTaAP3-D M3 ProTaAP3-D M4
TaAGL6-B-GST ~ —  — + — — g — +
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Fig. S10 Results of EMSA to show that AGL6 proteins could not bind to CArG
motifs 2-4.
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Figure S11

Fig. S11 Proposed model to illustrate the function and mechanism of TaAGL6 in
stamen development

(A) In wild type wheat, TaAGL6 transcription factors directly and indirectly regulate
the expression of 7aAP3 and TuMGH3, respectively. TaAP3 and TaMGH3 function in
stamen development. Meanwhile, 7a4P3 represses the expression of 7aDL in stamens.
As a result, stamens develop normally. (B) In 7a4GL6 RNAI plants, the expression of
TaAGL6 genes is down-regulated. Consequently, the expression of 7aAP3 and
TaMGH3 is down-regulated, while TaDL is ectopically expressed in stamens. As a
result, the stamens develop abnormally, and display the potential to transform into

carpels.
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Table S1. Primers used in this research.

Name Sequence (5°-3”)

3GSP ATGGGGAGGGGAAGGGTCGAG

5GSP ATCTTTCCAATGTTTTTGTTGTGCC

TaAGL6ADLF TAGTAGGTTGCGCGTCAGAA

TaAGL6ADLR CCTCCTTCCAAGCAAGCAAGAAAAT

TaAGL6BDLF GAAGGCAGCAACAGCAACAA

TaAGL6BDLR GGAATGATTAGGGTGTTGCTGA

TaAGL6DDLF GTACCCTCATCAGTTCGCGG

TaAGL6DDLR ACAAGCTAACCAGCAGCTCGCT

TaAGL6DLF CTTGCTTGGGGAGGACCTTGGA

TaAGL6DLR CATCATAAGTTGTGTCTTTCGCTGT

TaAGLO6RNAIPF GGTGGTAAGCTTGCGGCCGCTGAAGGCAGCAACAGCAACAACTA
TaAGL6RNAIPR GGTGGTGAATTCGGATCCATGGACAGCTTGGAACTTGCA

T7 promoter sequence

TaAGL6T7-F

TaAGL6T7-R

TaActinPF

TaActinPR

TaAGL60OF

TaAGL60R

1301PF

1301PR

pBSKR

AtGAPCPF

AtGAPCPR

TaAGL6PF

TAATACGACTCACTATAGGG

TAATACGACTCACTATAGGGCTGAAGGCAGCAACAGCAACAACTA

TAATACGACTCACTATAGGGATGGACAGCTTGGAACTTGCAA

TATGCCAGCGGTCGAACAAC

GGAACAGCACCTCAGGGCAC

GGTGGTCCATGGGGAGGGGAAGGGTCGAG

GGTGGTCACGTGTCAGAGAATCCACCCCAGCAT

GTGATATCTCCACTGACGTAAGGG

GATAATCATCGCAAGACCGGCA

GACAGCAGCAGTTTCATCAATCA

TCAGACTCGAGAAAGCTGCTACC

GATCAAGTCGACCACACGGGAA

ATGGGGAGGGGAAGGGTC
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TaAGL6PR

TaAP3PF

TaAP3PR

TaAGPF

TaAGPR

TaMADS13PF

TaMADS13PR

TaAP3DLF

TaAP3DLR

TaAGDLF

TaAGDLR

TaMADSS58DLF

TaMADSS58DLR

TaDLDLF

TaDLDLR

TaMADS13DLF

TaMADS13DLR

TaSEPDLF

TaSEPDLR

TaLHS1DLF

TaLHSIDLR

TaMGH3DLF

TaMGH3DLR

TaAP3BCARGIPROBEF

TaAP3BCARGIPROBER

TaAP3BCARG2PROBEF

TaAP3BCARG2PROBER

TaAP3DCARGIPROBEF

TaAP3DCARGIPROBER

TCAGAGAATCCACCCCAGCAT

ATGGGGCGGGGGAAGAT

TTAGCCGAGGCGCAGGTC

ATGCAGATACTCAACGAGCAGCT

TCACCTTCCAACTGAGTT

ATGGGGAGGGGAAGGATTG

CTAGAACTGATGAGCCACATCGC

AGGAGGCATACAAGAATCTGCA

GCTAGTAGGAGCGATCGAAGTGA

TACTCCAACAACAGCGTGAAAGC

GTATCGCCTATTAGAGTCCTGTTGG

ATCAAGCGCATCGAGAACAC

ATGGTTGCTTTCACGCTGTT

AACCTCTCCTTTCTCAGCCC

GGGCTTCACAACAAAGGGAG

TCAGAACCAAGATTGCGGAGGA

CTAGAACTGATGAGCCACATCGC

AAGAAGGCCTACGAGCTCTC

GGTACTCATTGCGGCTGTTT

CTCAAGCATATCAGGTCAAAAAAGAATCAA

TCAGAAGCCACGTGATCTCTGTT

CCTACATCCAGCGCATTGTC

ACGAACAGGAAGTAGAGGCC

AAAAGATCTTTTCGTTCCAGAAGAA

GGTAGCCAAAAAATTCTAAATACCA

TGCCCGTTCTATTCT

ATCATTGCTTCGCTGCTTT

GAACGCTAGCTAAGCCATAGG

CTGTCCACTTCCAAAAGAGGT
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TaAP3DCARG2PROBEF CCTTCTTCCTCCTCCTA

TaAP3DCARG2PROBER TGGATAGAAGGGGCATTGTCT

TaAGL6-BGSTF

TaAGL6-BGSTR

TaAP3F

TaAP3R

Mut TaAP3F

Mut TaAP3R

TaAGL6-BOE6HAF

TaAGL6-BOE6HAR

TaAP31302GFPF

TaAP31302GFPR

TaAG 1302GFPF

TaAG 1302GFPR

TaMADS13GFPF

TaMADS13GFPR

TaAGL6-B 62SKF

TaAGL6-B 62SKR

TaAP3B-0800LUCF

TaAP3B-0800LUCR

CCTGGGATCCCCGGAATTCATGGGGAGGGGAAGGGTC

GTCACGATGCGGCCGCTCGAGTCACCTGTGCTTGAGTTGCCTGTT

AAGCTTGAATTCGAGCTC

GACTAATTAAAGCAGACTAATTAAAGCAGACTAATTAAAGCA

GTCGACCTCGAGGCATGT

ACATGCCTCGAGGTCGAC

TGCTTTAATTAGTCTGCTTTAATTAGTCTGCTTTAATTAGTC

GAGCTCGAATTCAAGCTT

AAGCTTGAATTCGAGCTC

GACTCGTTCGCGCAGACTCGTTCGCGCAGACTCGTTCGCGCA

GTCGACCTCGAGGCATGT

ACATGCCTCGAGGTCGAC

TGCGCGAACGAGTCTGCGCGAACGAGTCTGCGCGAACGAGTC

GAGCTCGAATTCAAGCTT

GTCGACGGTATCGAT AAGCTT ATGGGGAGGGGAAGGGTCGAG

AGAACTAGTGGATCC CCCGGG GAGAATCCACCCCAGCAT

CATGGTAGATCTG ACTAGT ATGGGGCGGGGGAAGAT

GCCCTTGCTCACCAT CCTAGG GCCGAGGCGCAGGTC

CATGGTAGATCTG ACTAGT ATGCAGATACTCAACGAGCAGCT

GCCCTTGCTCACCAT CCTAGG CCTTCCAACTGAGTT

CATGGTAGATCTG ACTAGT ATGGGGAGGGGAAGGATTG

GCCCTTGCTCACCAT CCTAGG GAACTGATGAGCCACATCGC

CGCTCTAGAACTAGT GGATCC ATGGGGAGGGGAAGGGTCGAG

GTCGACGGTATCGAT AAGCTT TCAGAGAATCCACCCCAGCAT

GGCCCCCCCTCGAG GTCGACAAAAGATCTTTTCGTTCCAGAAGAA

GCTCTAGAACTAGT GGATCC GGGGCGGCCGTGGTTTTGA
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