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Fig S1.  cDNA sequences alignment of TaGS2 homoeologs in the progenitor species . 
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Fig S2.  cDNA sequences alignment of TaGS2-A and TaGS2-B in tetraploid wheat. 
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Fig S3. Sequence alignment of the cDNA sequences of TaGS2-A, TaGS2-B and TaGS2-D in hexaploid wheat 

Kn9204. 
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Fig S5. Sequence alignment of the DNA sequences of TaGS2-A, TaGS2-B and TaGS2-D in hexaploid wheat Kn9204. 
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Fig S6. Chromosome mapping of the three TaGS2 homoeologous genes in Chinese Spring (CS) nulli-tetrasomic 

lines.The line names specify which chromosomes are present (e.g., N2AT2B is nulli-2A tetra-2B). Kn9204, wild-type 

plant.  The genomic origin of the PCR products is indicated on the left. 
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Fig S7. ChIP with anti-H3K9me2 antibodies to determine the levels of H3K9me3 at TaGS2 in WT.  

(A) Leaf of 10-d-old seedling. 

(B) Root of 10-d-old seedling. 
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Fig S8.  Accessibility of transcribed region of GAPDH.  

(A) Accessibility of transcribed regions to Micrococcal Nuclease. 

(B) Accessibility of transcribed regions to Dnase I. 
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Table S1. Primers used for PCR, RT-PCR and real-time RT-PCR analysis. 

Experiment Name  Primer sequence (5'-3')  

genomic PCR   

 WLF-B 

WLF-D 

TTCCCTCCCTCCTCTCCTC 

TTCCCTCCGTCCCCTCCTC 

 WLF1-A GCGGAGTAAGTAAGTAAGCAG 

 F1spAR1-A TCCCTATAAGAACGCTACAGAG 

 F1spAF1-A TGTCATGGCATGGCATGCAC 

 GS2R6 ATGTTGTTGCCTCCTCGGAATG 

 GS2F5 ACCCACAGGCCATATTCAAGG 

 GS2R4 AGCCAGCTCCATTCCAGTCA 

 GS2F2 TCGAGAGAATCACGGAGCAA 

 WLR1 GGTCCTTCATACCTTCAGCG 

   

promoter genomic PCR  

 GS2-A016 F1  ACAAACGGAATCTGACTTTGAAAAGTTTGCC 

 GS2-A016 R1 CGCCGCTGCTTACTTACTTACTC 

 GS2-B017 F1 CAAGGTCTGGTAATCCCATGTGTTGTGC 

 GS2-B017 R1  CGCCGCTGCTTGCTTACTTACTTACTCC 

 GS2-D018 F2  CCTGCTATTGCTTCGGATGA 

 GS2-D018 R1  CGCCGCTACTTACTTACTTACTC 

   

RT-PCR   

 mGS2-F2 TCCTCCCTCGTCTCGTCCGCGT 

 mGS2-R2 AGTGCCCCGACGGAACCACAGG 

   

TaGS2 mutants selection   

 In10F TGGCTGCCACACAAATTACAG 

 In10R CCTTCTTGATCACGTCGAAAC 

   

ChIP   

 qPCR-A-F1 TTGGTTTCTGGACCGGTTTG 

 qPCR-A-R1 CAGTGGCATCTGGCTCTTGA 

 qPCR-A-F2 GCGTGCTTGTCCGTCTCTCT 

 qPCR-A-R2 ATCAGCGAATGAACGCAACA 

 qPCR-A-F3 TGCAGGGTTGGAGGATCTG 

 qPCR-A-R3 CTATCGAACGCGTACCCTTGA 

 qPCR-A-F4 GCCCACAGGCCATATTCAAG 

 qPCR-A-R4 AGATGAAAGGTACCAGGATGTTGTT 

 qPCR-A-F5 TTTGCGAGTGAGAAACAACAATC 

 qPCR-A-R5 ATCTTCGCGCATGCTCAGT 

 qPCR-A-F6 ACGCCCTTCACCGACAAG 

 qPCR-A-R6 GCGCCTGACGAGAAAACAG 
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 qPCR-B-F1 CGTCCCCGTCGTTGTCTCT 

 qPCR-B-R1 ACGAACAAGCATTGCATCGA 

 qPCR-B-F2 GGCTGGGCTGGGTATGG 

 qPCR-B-R2 GGCAAAAAACCGTCCAAAGA 

 qPCR-B-F3 TCAGAAGCAAATCAAGGGTACTCA 

 qPCR-B-R3 GCAAACTATGCATGCAAGGAAA 

 qPCR-B-F4 CCCGATAGAGCATCACCTTAATTT 

 qPCR-B-R4 ACGCATGCTCAATGTGCTACAT 

 qPCR-B-F5 CCCTTCACCGACAAGATCATC 

 qPCR-B-R5 GGGTCCGCTGACGAGAAAA 

 qPCR-B-F6 CATTTGGCCGTGACATTTCA 

 qPCR-B-R6 TGATTTCAATTCCGGCGTAAAG 

 qPCR-D-F1 CGTCCGCGTCCTTGTCA 

 qPCR-D-R1 GAGAATCGAGGAAGCATTGCA 

 qPCR-D-F2 GGCAGCCGCATCTTTCAT 

 qPCR-D-R2 GCCCAGAATGCACACACATC 

 qPCR-D-F3 ATCATCGCCGAGTACATCTGGTA 

 qPCR-D-R3 GACGCGTGCGACGAGAA 

 qPCR-D-F4 TCATCAAATATCGCCGTTTCC 

 qPCR-D-R4 AGTGAACTGCTCATCCCGTAAAA 

 qPCR-D-F5 CTGACCGAATGAGCATCCTTTT 

 qPCR-D-R5 ACACCAGCTTGCTCCGTGAT 

 qPCR-D-F6 GAACCTTTCACTTCGCCATGA 

 qPCR-D-R6 TTCACTCGCCATACCCATGA 

   

BSP   

 BSP-A-F1 TAGGTTATTAGTGTGGTTGTATTTGTATAAGAAG 

 BSP-A-R1 TAACCCCRAAACCAATAATTA 

 BSP-A-F2 ATGTTGTATTTGATAAAGGGGT 

 BSP-A-R2 AATATTCCTTCCCTCTAACTCC 

 BSP-A-F3 GTGTGTGTTTTTTTTGGGTAGA 

 BSP-A-R3 TAATCAACCAAACCAAAACAAC 

 BSP-A-F4 TGTTTTGGTTTGGTTGATTAGT 

 BSP-A-R4 ATCAATCAATCTATAAAAACRAAAAT 

 BSP-B-F1 TGTATTGTAGTYGGGTTATTGTAG 

 BSP-B-R1 TCATCCCCTTTATCAAATACA 

 BSP-B-F2 GTATTTGATAAAGGGGATGAAGG 

 BSP-B-R2 CCAAAAAAAACACACACATCTC 

 BSP-B-F3 GAGATGTGTGTGTTTTTTTTGG 

 BSP-B-R3 AACCAAAACACAAAAAAACAAAC 

 BSP-B-F4 GTTTTTTTGTGTTTTGGTTGATTAG 

 BSP-B-R4 CAATCAATCCATAAAAACRAAC 

 BSP-D-F1 GTTTATGTGTGTTGTTGTTGGG 

 BSP-D-R1 CAAACCCAACCAAATACAACA 
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 BSP-D-F2 TGTTGTATTTGGTTGGGTT 

 BSP-D-R2 AATCRCRCTAAAAATATTTATC 

 BSP-D-F3 ATATTTGATAAAGGGGATGAAGG 

 BSP-D-R3 CAATATATTCCTTATTCCTTCTCTCC 

 BSP-D-F4 GGAGAGAAGGAATAAGGAATATATTG 

 BSP-D-R4 CAAAACAAAAAAAACAAAACCA 

 BSP-D-F5 TTTTTTGTTGAAGGTTTGGAG 

 BSP-D-R5 TAAAAATCAATCCATCAATCCA 

   

TaqMan absolute quantification real-time RT-PCR 

 tubb2-F ATGGTTCTTGACAACGAGGCT 

 tubb2-R AGGCGAGGGAATGGGATAA  

 tubb2-P ATCTGTTTCAGGACTCTTAAGCTGACCACAC 

 TaGS2A-F ACAAGATCATCGCCGAGTACATCTG  

 TaGS2A-R ACTGTCTTCTCCAGGAGCCTGCCCG 

 TaGS2A-P  CCCGTCAGAGCTACCCAAATGGAATTATGAC  

 TaGS2B-F ACAAGATCATCGCCGAGTACATCTG       

 TaGS2B-R ACTGTCTTCTCCAGGAGCCTGGCCT 

 TaGS2B-P  CCCGTCAGAGCTACCGAAATGGAACTACGAT   

 TaGS2D-F AGTACATCTGGGTTGGAGGATCTGG  

 TaGS2D-R TGTGCTCGATCCGTCGTAGTT 

 TaGS2D-P CCTCAGGAGCAAATCAAGGACGATTTCAAAGCC 

   

SYBR relative quantification real-time RT-PCR 

 qGS2-F1 CCGAGACCACGATCCTGT 

 qGS2-R1 GGTCCTTCATACCTTCAGCG 

 

Enzyme accessibility assay 

                qGAPDH-F        TTAGACTTGCGAAGCCAGCA 

                qGAPDH-R        AAATGCCCTTGAGGTTTCCC 

 

*R：A or G；Y：C or T 

 

 

 

 


