Supplementary Table S1. Oligo nucleotides used in this study

PCR targets or construction purpose for which i template (reference) Forward pri oligo name Forward oligo Reverse primer oligo name Reverse primer / antisense oligo

GFP CDS pBCH1_GFP (pro35S:GFP) PENTR_GFP KT1191 ccctctagaATGGTGAGCAAGGGCGAGGA KT1192 aaactcgagctaCTTGTACAGCTCGTCCATGCC

ZmUBQ promoter pPUB pBUH4 (1) KT188 cccggtaccCTGCAGTGCAGCGTGACCCG KT189 99gaagcttCTGCAGAAGTAACACCAAACAACAGG

Gateway cassette with Nos terminator pBS_PUG1 pGWB2 (2) KT190 cccaagctTCACAAGTTTGTACAAAAAAGCTGAACGA KT192 ceetctagaCGCATGTCTTGCGTTGATGAAGCT

Gateway cassette with N-terminal GFP and Nos terminator pBS_PUG2 pGWBG (2) KT191 cccaagctATGGTGAGCAAGGGCGAGGAGC KT192 ccctctagaCGCATGTCTTGCGTTGATGAAGCT

Gateway cassette with C-terminal GFP and Nos terminator pBS_PUG3 pGWB4 (2) KT190 cccaagcHTCACAAGTTTGTACAAAAAAGCTGAACGA KT192 cectetagaCGCATGTCTTGCGTTGATGAAGCT

pPUG2 inverse PCR fragment without GFP pBS_PUG4 pBS_PUG2 KT1551 CTCCTCGCCCTTGCTCACCAT KT1552 GGCATGGACGAGCTGTACAAGACAAGTTTGTACAaaaagctgaacgaga
pPUGS3 inverse PCR fragment without GFP pBS_PUGS pBS_PUG3 KT1551 CTCCTCGCCCTTGCTCACCAT KT1555 GGCATGGACGAGCTGTACAAGACAAGTTTGTACAaaaagctgaacgaga
mCherry coding sequence pBS_PUG4 pUC19_358:mCherry KT1553 GATAagctATGGTGAGCAAGGGCGAGGAG KT1554 CAAACTTGTCTTGTACAGCTCGTCCATGCC

mCherry coding sequence pBS_PUGS5 pUC19_35S:mCherry KT1556 cgttcagctttcttgtacaaagtggtgatcATGGTGAGCAAGGGCGAGGAG KT664 TTACTTGTACAGCTCGTCCATGCC

OsAct1 promoter, Nptll and AtPABS terminator pPUBN pPN/hyPBase (3) KT1550 TC KT1517 GCACAGAAAGGACTTGCTCTTGGACGTAGGcaagcaccaccgegatiiggt
OsAct1 promoter, Nptll and AtPABS5 terminator pPGn pPN/hyPBase (3) KT1516 GGCCATCGTTGAAGATGCCTCTGCCGACAGcctcctacttactectcacatacttaccat KT1517 GCACAGAAAGGACTTGCTCTTGGACGTAGGcaagcaccaccgcgatitggt
Histon H2B (LOC_0s01g05610) CDS amplification PENTR_H2B rice cDNA from shoot apices KT534 caccATGGCGCCCAAGGCAGAGAA KT536 AGCGGAGGTGAATTTGGTGACG

OsDCP2 (LOC_0s02g56210) CDS amplification PENTR_OsDCP2 rice cDNA from shoot apices DCP2-FL-F caccTGGATGGCGATGGCGGGCGG DCP2-woST-R GGTACGTAGGAAGGAAGCTTC

TOB3 (LOC_0s10g36420) CDS amplificaion PENTR_TOB3 rice cDNA from shoot apices KT1397 caccATGTCGTCGTCGTCCTCGTC KT1460 GTACGGTGCAACACCCATGTTG

GUS CDS amplificaton PENTR_GUS pBGH1 (4) KT1391 caccATGGATCCCTACAGGgtaaatttctagttt KT1392 TTGTTTGCCTCCCTGCTGCG

CyclinB1;1 promoter (LOC_Os01g59120) pPUG3_proCYCB1;1-GUS rice genome DNA KT1546 KT1547 CcggAGCCTGCTTTTTTGTACAAACTTGTGAaagcttCTTTGATCGTGCAGTGAGCACGGA
Oshox1 promoter (LOC_Os10g41230) pPUG3_proOshox1-TOB3 rice genome DNA KT1507 TTGTCAGGAGCTCCGAAATCAATGC KT1508 cggAGCCTGCTTTTTTGTACaaactigtgaaagct TGATTCCTCTCAACTCTCTCCACTTCT
Replacing Histone H2B in pENTR_H2B with oligo nucleotide pENTR2.2 - KT676 GGCC: KT677

PENTR inverse PCR to clone OSH15 genomic DNA fragment  pENTR_gOSH15 PENTR2.2 pE_inv_OSH15 F catgtgcatigtacgttitcgtiatgggtattGGCCGCGGAGCCTGCTTT pE_inv_OSH15 R goctttitaaticggegaacgaatatttittC GCGCCGACCCAGCTTT

N-terminal region of OSH15 pCR_Blunt_OSH15N PENTR_gOSH15 OSH15_N F tictegtttcacgtgtatigaaaatetetc OSH15_NR CCGTGACCGTGGTACTGCGACGGGCCAGCC

Inverse PCR of pCR_Blunt_OSH15N pCR_Blunt_GFP-OSH15N pCR_Blunt_OSH15N KT651 AGCTCCTCGCCCTTGCTCACCATcaaaacacacacaagaaacaaaaaga KT652 ctgcegeagetgcagetgcaATGGATCAGAGCTTTGGGAATCT

GFP CDS with 10x Alanine linker pCR_Blunt_GFP-OSH15N gGFP-OSH1 (5) KT653 gtitgATGGTGAGCAAGGGCGAGGA KT654 CTGATCCATtgcagetgcageltgegg

pENTR inverse PCR to clone TOB3 genomic DNA fragment PENTR_gTOB3 PENTR2.2 KT1351 gaacatggctgtctgctgacgacatgaccaTTTGGCCGCGGAGCCTGCTTT KT1352 gttcaaatactaaaacttataagctgacccTTTCGCGCCGACCCAGCTTT
C-terminal region of TOB3 pCR_Blunt_TOB3C PENTR_gTOB3 TOB3_CF ttaattgtctgaaactctgaatgcatgcag TOB3_CR aagagagatgcgtgtattagcaactgatca

Inverse PCR of pCR_Blunt_TOB3C pCR_Blunt_TOB3-mCherry_C pCR_Blunt_TOB3_C KT1410 CACCATtgcggeagcageltgetgcGTACGGTGCAACACCCATGTTGG KT1411 GACGAGCTGTAC

mCherry CDS with 6x Alanine linker PCR_Blunt_TOB3C-mCherry PENTR_mCherry KT1412 CCGTACgcageagelgetgecgcaATGGTGAGCAAGGGCGAGGA KT1413 tictagctgggctaCTTGTACAGCTCGTCCATGCCG

QqRT-PCR primers for GFP - rice cDNA KT544 GCGCTTCTCGTTGGGGTCTT KT545 ATCCTGGTCGAGCTGGACGG

gRT-PCR primers for RAc1 - rice cDNA KT546 GCCCATCCATTGTGCACAGG KT547 AGAAACAAGCAGGAGGACGGC
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