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Supplemental Data Fig 1. Quantification of PIN1 expression and identification of PIN1 polarity.
a, Representative expression of pPIN1:PIN1-GFP at the shoot apex (Fig. 3a). Regions framed and
shown in magnification in (b) and (c) illustrate PIN1-GFP polarization is oriented towards the
meristem centre at p-2 (b) and towards the adaxial side of the primordium at p-1 (c). b-c, The
representative PIN1-GFP signal from original confocal z-stacks (left) at a depth of 1-6 um below
the surface corresponding to the L1 cell layer was projected onto the apex surface (middle). The
signal intensity is shown in a qualitative colour scale. The PIN1-GFP polarity (arrowheads) was
manually recognized in each cell based on locally higher signal forming an arc around cell
junctions (right). Arrowheads, PIN1-GFP polarity; asterisks, meristem centre. Cell walls were
stained by PI. (a-c) Scale bar =20 um (a); 5 um (b-c). n = 6 independent apices (a-c).



Supplemental Table 1: Cloning primers used in this study

Purpose Gene Primer name Primer sequence
AS2 AS2p_F GTGTGGATCCtcatacttgaatgaggaacccta
AT1G65620 AS2p_R GTGTCCTAGGtttaatgacttgaaaatggagtttttc
KAN1p_F AACAGGTCTCAACCTgtcatattggatctcactcaccgac
KAN1p_R AACAGGTCTCATGTTtctatcaatataatataaattattttacggctaga
AtSK;JI\gjw KAN1g F AACAGGTCTCAAACAtgggtttacttgttgaaaggtgaaaaag
KAN1g R AACAGGTCTCAAGCCtttctcgtgccaatctggtctge
Confocal KAN13U_F | AACAGGTCTCACTGCtatgactttcttgatcaatttggatttttat
imaging KAN13U R | AACAGGTCTCAtagtcagtatccatatgaaatctcaactcag
ARF3p_F AACAGGTCTCAACCTttaaatgagcaatcctatacggagttc
ARF3p_R AACAGGTCTCATGTTtaaagagagagaaacagagataaaga
Atziygl;iw ARF3g F AACAGGTCTCAAACAatgggtggtttaatcgatctgaacgtg
ARF3g R AACAGGTCTCAAGCCgagagcaatgtctagcaacatgtc
ARF33U_F AACAGGTCTCACTGCtatagaagggttctttggtttctgtg
ARF33U_R AACAGGTCTCAtagttggattacgttttctttgagtggc
. KAN1_F CACC ATGTCTATGGAAGGTGTTTTTC
ChiP KAN1-YFP
KAN1_R GTGT GGCGCGCC CTATGCATGCATGCCGAGAG
AS2 Fcds GAG TGA CTGCAGatggcatcttcttcaacaaac
AS2 AS2_Rcds GACATG GAATTCtcaagacggatcaacagtacggc
AT1G65620 pAS2_F GTGT GGATCC tcatacttgaatgaggaacccta
. pAS2 R GTGT CCTAGG tttaatgacttgaaaatggagtttttc
I:rur;rf]:rzr;z KAN1_Fcds | GAGTGACTGCAGatgtctatggaaggtgtttt
assays KAN1 KAN1_Rcds | GACATG GAATTC tcatttctcgtgccaatctg
At5g16560 pKAN1_F GTGT GGATCC cacttcaaactctatttaactgaaac
pKAN1 R GTGT ACTAGT aattaaagaaacctttctcttgctattg
ARF3 pARF3_F GTGT GGATCC gaagcattgaatgaaagtggg
At2g33860 pARF3_R GTGT CCTAGG taaagagagagaaacagagataaag




Supplemental Table 2: ChIP-gPCR primers used in this study.

Promotor . .
Purpose Forward primer Reverse primer
fragment
KAN1-a CACAGAATCCGATCAAACGTC AACAGTAGTACAGAAGTAGTAGT
KAN1-b AGTGAAGTGAGAAGCGAAGAG GAGAGAGTGCTTTGATTTTGGT
KAN1-c TCGAGGAACAACATCTCACACA CATGCTCAAAGTAAGACGCAG
AS2-YFP KAN1-d CCTAAGCAAAACCCTCAGGAG GAAAAACACCTTCCATAGACAT
Chip ARF3-a GCAATGGGAAGAGCGTGAGG CGCGAGACAGTGTAGATGTAG
ARF3-b GGTATAAGAATATCACTTAGCAGAGAC | CGGCATCAAAGTAAACGAGAGATTTG
ARF3-c ATTTGTTTCTCTCAATATGCCCTACCA CATGAACCTGTTATCAACGGCGA
ARF3-d ACGGTAGTCCAAATCTTCGCCACA CGTCTCTGTTGTCTCTTTGTCTTTG
AS2-a TTTGACCGAAGAAACTTTGAGGAC CTGATGGATCTTGGGATGAAG
ARF3-a GTTCTACTGCAAAGAGAGTGAG CCGACATCTGTTTCCTATCTTC
ARF3-b GCTACATTGTGCTTGTTGTTGAG CAAACCACAATTTGAATATCTTCTC
KAN1- ARF3-c GGTATAAGAATATCACTTAGCAGAGAC | CGGCATCAAAGTAAACGAGAGATTTG
YFP ChIP ARF3-d ATTTGTTTCTCTCAATATGCCCTACCA CATGAACCTGTTATCAACGGCGA
ARF3-e GTGAGGAAGAAACAATGTGGTC TACGACCTATTCATCATCGCCT
ARF3-f CACTGATTATTTATCACAAAGGTG TGTGGCGAAGATTTGGACTAC

ARF3-g

ACGGTAGTCCAAATCTTCGCCACA

CGTCTCTGTTGTCTCTTTGTCTTTG




Supplemental Table 3: p-values for ChIP analyses

TF

Promotor

Biological

Biological

Biological

binding site rep.1 rep.2 rep.3 Average STDEV p-value
pAS2-a 2.826 4.036 3.317 3.393 0.351 0.021
PARF3-a 4.075 3.473 2.843 3.464 0.355 0.020
PARF3-b 2.141 1.039 1.509 1.563 0.319 0.220
KANL PARF3-c 1.970 0.852 1.197 1.340 0.330 0.412
PARF3-d 2.852 2.188 2.786 2.608 0.211 0.017
PARF3-e 1.539 0.899 1.405 1.281 0.195 0.286
PARF3-f 0.968 0.546 0.810 0.775 0.123 0.208
PARF3-g 0.795 0.632 0.823 0.750 0.060 0.053
pPKAN1-a 0.689 0.705 0.748 0.714 0.018 0.004
pKAN1-b 5.175 4.692 5.101 4.989 0.150 0.001
PKAN1-c 3.522 3.065 3.369 3.319 0.134 0.003
AS2 pKAN1-d 2.151 1.786 1.838 1.925 0.114 0.015
PARF3-a 2.682 2.306 3.409 2.799 0.324 0.031
PARF3-b 1.389 0.906 1.568 1.288 0.198 0.283
PARF3-c 1.371 0.847 1.110 1.109 0.151 0.546
PARF3-d 1.622 1.057 1.410 1.363 0.165 0.158






