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Supplementary Table 1. Primers used in this study

Objectives Primer name Sequence( 5' -> 3) Description
Mapping of Rmg8 KM9-F TGATGGTCTGACGTCCGTGC CAPS marker (Spel)
KM9-R CAATCACTACCAGTAACGTTACACGGTG
KM12F ............ TAGAGCTCTCAAGCACTTCCCTTGA o s marker(HmfI) .................................................................................................................
KM12-R GAAGTGGAAAGGTTAGACACTGAGGAAG
KM13F ............ GTGCCACCGAGGCGACTTGTTC .................... s marker(MspI) .................................................................................................................
KM13-R AGTCTCCCCCAAAGTTCCAGCGG
KM25-F AGGTAGATGCTGCTATGTGACTTGTG Presence/absence marker (presence inSch)
KM25-R AGACGGAGATTGTGATGAGGAG
KM27-F AGGCACGGAAGGCAATTTCAC Presence/absence marker (presence in S-615)
KM27-R TGCTCGCTGATAGCATCAACAAG
KM30-F AACCGTGAGATTTCCACTGC Presencefabsence marker (presence in S-615)
KM30-R TATCTCCGTAAAGAGCTTCCAAGA
KMes-F ACGATGCATCCTTGATACATCAAC CAPS marker (Haelly
KM65-R TCCGTGTCACAGTTCAGAAATAGATAG
KM109-F TGGATTTGTTCTTCATCGCTTC CAPS marker (Haelly
KM109-R TGTTGGAACGTAGGGTTCACC
KM138-F ATAACGCTGAGTCAAAGTCTCCAC Presence/absence marker (presence in S-615)
KM138-R TAGATACGGTTGAAATGCTTCTTCTC
KM1d0-F AGCATCATCCAAAAAGTCCC Presence/absence marker (presence in S-615)
KM140-R TGTATTGAGAAATCGTTACCTGG
KM155-F AGATGGGGATTGACAGCTTG Presence/absence marker (presence inSch)
KM155-R AGAACATGTGCCACTACAAGGC
Mappmg e KM171F ............ TGACGCTAGAGACCAACAGATG ................... Presence/absencemarker(presence|nS615) ................................................................
& Detection of Rmg8 variants KM171-R ACCATTGGAAGGATGAGCTG
Mappmg s andng? KM200F ............ TTCGACGGCATCTGCAAGTGGAAGAACCC ............ Presence/absencemarker(presence|nS615) ................................................................
& Detection of Rmg8 variants KM200-R ACTGCGCGCGCTCCCCCTGCAT
Mappmg S KM201F ............ AAAAATAGAGGTGCGTGGGTAG .................. s marker(MboI) ................................................................................................................
KM201-R AAAAGAGGGGGATTGAAGGAG
KM202F ............ AAGGGTCAGGCGTTAATGG .............................. s marker(XhoI) ..................................................................................................................
KM202-R ATCCAGCATCCTGCACATTT
Transgene detection* HPT-F GTGTCACGTTGCAAGACCTG for detection of transgene
HPT-R GATGTTGGCGACCTCGTATT
Protoplast assay InF-Rmg8-V1-F TGTGTGTGCAGATCGGGTTCTACTGACTGCAAATG for In-Fusion cloning of Rmg8-V1 and Rmg7-v1
& transformation of Fielder InF-Rmg8-V1-R GGAAATTCGAGCTCGAACCACATTTCACAAGAGAG
INF-Rmg8-v2-F TGTGTGTGCAGATCGGGTTCTACTGACTGCAAATG for In-Fusion cloning of Rmg8-v2 and Rmg7-v2
InF-Rmg8-V2-R GGAAATTCGAGCTCGCGACGTCATCAATACTTCAT
InF-Rmg8-genome-F TGTGTGTGCAGATCGGGTTCTACTGACTGCAAATG for In-Fusion cloning of Rmg8 -genome
InF-Rmg8-genome-R GGAAATTCGAGCTCGCGACGTCATCAATACTTCAT
Protoplast assay INF-PWT3dSP-F TGTGTGTGCAGATCGATGAGTGACTTTTGGAAAGTA  for In-Fusion cloning of PWT3 without its signal peptide
InNF-PWT3dSP-R GGAAATTCGAGCTCGTTACGGCGATGCAAACAGC
INF-AVR-Rmg8dSP-F TGTGTGTGCAGATCGATGCTGCCTGCGCCGCAG for In-Fusion cloning of AVR-Rmg8 without its signal peptide
InF-AVR-Rmg8dSP-R GGAAATTCGAGCTCGCTACTGCCTTCTAGTACCG
ngS variant analysié ---------- ngSESF ------------ GGTTCTAC-:"'-I;"(-S-XCTGCAAATGC-S"A -------------------- for ampllflcatlon of Exon 1-5 omeg8 variants in Trltlcumspp ----------------------
Rmg8-E5-R TGTAGCAACCCAATTAAAGGAAG and Ae. speltoides from genomic DNA
RMg8-VIV2-F GAAACGTGCTACCAGACAGAATC for amplification of Exon 6 (V1) and Exon 7 (V2) of Rmg8 variants
Rmg8-V1V2-R CAACATGAAGAAATTCATCGTCA in Triticum spp. and Ae. speltoides from genomic DNA
RmgBL-V1-1R ATTTCACAAGAGAGCTAGCGG e, Umlllats scoesions i ombinaton with Rmgh-E5-F
------------------------------------------------------------------- for ampllflcatlon of AeuRmg8 Vé"\}-ariant from cDNAof
Rmg8U-V2-1R AAATTCATCATCACAGGAGCAC Ae. umbellulata accessions (KU-4026, KU-4103, KU-5934,
KU-12198) in combination with Rmg8-E5-F
for amplification of AeuRmg8 V2 variant from cDNA of
Rmg8U-V2-2R AAGTAATTGCAACATGAAGAAATTC Ae. umbellulata accessions (KU-8-5, KU-4035, KU-4043,
KU-5954) in combination with Rmg8-E5-F
RMGB-V1-1R GTCAGGTCAGCAGGTGE for amplificaton of AecRngS V1 variant fom cONA of
Rmg8M-V2-1R AAATTCATCGTCACAGGAGC fcl(ﬁ”;ﬁ;ﬁﬁf'?ﬁﬁfﬁeé?rfv?ﬁ ;{/ ri g\]’g_rl'_:"":_t;rom CDNA of
M13_fwd ............ GTAAAACGACGGCCAGT ..................................... g sangersequencmg .................................................................................................................
T3_promoter ATTAACCCTCACTAAAGGGAA for sanger sequencing
Rmg8-seq-F1 GAAACCCGCCAATATACTGCTC for sanger sequencing
Rmg8-seq-F2 ATGCTATGAGACAGCTTTAGAGTGC for sanger sequencing
Rmg8-seq-F3 GAAACGTGCTACCAGACAGAATC for sanger sequencing
Rmg8-seq-F4 AAGTGGTTCAGCCTGTTGGTG for sanger sequencing
Rmg8-seq-F5 ATGACGCTAGAGACCAACAGATG for sanger sequencing
Rmg8-seq-F6 AGTATGGCAAACCGCAGCTC for sanger sequencing
Rmg8-seq-F7 ATCCTTCCAATGGTGTTACTGTG for sanger sequencing
Rmg8-seq-R1 TCCATAAGAGCATTGGACATCC for sanger sequencing
Rmg8-seq-R2 TTTGTCCGGTCAGTATTTCTAGG for sanger sequencing
Rmg8-seq-R3 CACGACCTTGAGGTACATGAGTT for sanger sequencing
Rmg8-seq-R4 TCCGTCTCAAGGCTCAGATG for sanger sequencing
Rmg8-seq-R5 GGACATGAAGCGGTAGAAGTTG for sanger sequencing
Rmg8-seq-R6 TGTTGTCCATCTTGTGGAGC for sanger sequencing
Rmg8-seq-R7 CAACATGAAGAAATTCATCGTCA for sanger sequencing
Rmg8U_V1_seq_F1 ACCTTCATGATAATCATATTATT for sanger sequencing
Rmg8U_V1_seq_R1 TTGGCGGGTTTTAGATCCAAGTG for sanger sequencing
Rmg8U_V2_seq_F1 GCCGTGAAAAGGATGTCCAATGC for sanger sequencing
Rmg8U_V2_seq_F2 AGCGCTGACTTGTATAGTCTTGG for sanger sequencing
Rmg8U_V2_seq_R1 AGCGGCGGGTCGGCCTGCTCCAG for sanger sequencing
Rmg8U_V2_seq_R2 CGAGCTCGGCGTGTGACAGCGTC for sanger sequencing

* Refer to Abe, F. et al. Genome-edited triple recessive mutation alters seed dormancy in wheat. Cell Rep . 28, 1362-1369 (2019).



