[image: ]Table S1 Distribution of SNP numbers identified by exome-capturing sequencing in 12 gamma-ray-induced mutants

	


Table S2 Primer sequences used in KASP assay
	Genes
	Chr.
	Position
	Poly.
	Forward Primer (5’-3’)
	Rverse Primer (5’-3’)

	Glu-A1
	1A
	508723664
	Yes
	TTCCCTTTCCCTTGGAGGCT/C
	TGGCAATATCCCTGGCTAAAACTAT

	Glu-A1
	1A
	508724101
	Yes
	ACCTTTAGGCTGGCCGCA/C
	ACAAGGGCAACAATTAGGACAA

	Glu-A1
	1A
	508725730
	Yes
	ATTGCAACAACCAACACAAGA/G
	TAGTTGCTGCCCTTGTCCTG

	Glu-A1
	1A
	508725794
	Yes
	GTTGGATAGTACCCTGGTTGCTT/C
	CCAACTTCTCCGCAGCAGT

	Glu-A1
	1A
	508725967
	Yes
	TGGCCTGGATAGTATGAAACCT/C
	CGAGACAATATGAGCAGCAAGTC

	Glu-D1
	1D
	412161151
	Yes
	ATCGGGACAAGGGCAACATG/T
	CTGACAGCTGCGGAGAAGTT

	Glu-D1
	1D
	412162959
	Yes
	GTATGAAACCTGCTGCGGAG/C
	GCAGCAACTCCAACAACGTA

	Ppd-A1
	2A
	36933891
	Yes
	GGCTTTCGGAAAAACCCAGT/C
	GTGGCCGCCGTGAACAAG

	Ppd-A1
	2A
	36934685
	Yes
	CCGTCTCACAACGTTCCTCT/C
	AGATCGACCGCAGACGAC

	TaMFT-B1
	3B
	4744301
	Yes
	CCACCACCTCACCTGCAT/C
	TGGATAATACGTCCGGGTGTA

	Fhb-B1
	3B
	8528973
	Yes
	GTCTGAGGACCGGTGGCG/A
	GTCAACCAGGAAGGACCATT

	Wx-A1
	4A
	688097944
	Yes
	CCCGGTCTTGCCCTCCAT/C
	ATGACCGAAGTTTCTTTCAAATTTG

	Psy-A1
	7A
	729399643
	Yes
	ACATCTTCAAAGGAGTCGTCAC/G
	TTGATCTGCCTCTTCATGAATTTT

	Psy-A1
	7A
	729400849
	Yes
	GTTTCGTTTGTCGGCCTTTG/T
	CCCACTATAGCGTCTAGTCAACA

	VRN-A3
	7A
	71670910
	Yes
	ATAATTTGCTGACTTTGCGGGC/T
	ATTGACCTACCCATGGCCCA

	Psy-B1
	7B
	739444007
	Yes
	AATTGTTCAGTCCACATTGTATGAT/C
	TGAGATTGTGAGGTCTAGGGA

	TaGS-D1
	7D
	6484973
	Yes
	TCAATCACCTCCATATGTCATGAAC/T
	TTCATGTGTCAATCAGTTCACAC

	TaGS-D1
	7D
	6485222
	Yes
	CAACATATATTAAGATCTGCAGGGA/C
	TGATCAATCTCATCGCTTCCCA

	Glu-D1
	1D
	412162768
	No
	CCAACTTCTCCGCAGCAGC/T
	TGCCCTTGTGCTGGTTGTT

	Fhb-B1
	3B
	8529230
	No
	CACGAGTTGCTTCCCGTCA/T
	GTCTCACAAAAGCCGGCAT

	Fhb-B1
	3B
	8529304
	No
	TTCACTGGACTCTGTGACGG/T
	GCAGAGCCGGAGACAGTAAC

	Glu-A1
	1A
	508723770
	Unknown
	GGATATTGCCACACCCTCTTTT/C
	ACAATAAATGTGGCGTGTGTTCAA

	Ppd-A1
	2A
	36937810
	Unknown
	GGCTCGGTCGTCATGGAG/C
	CATGACACACAACCAACGCC

	TaMFT-B1
	3B
	4744195
	Unknown
	CGCTTCCCCTACGTCGCG/C
	CCGGACGGCTCCTTCTGA

	Fhb-B1
	3B
	8529306
	Unknown
	AACTGGGGCAAGCAAACATT/G
	GCCTCAGAACCTGATTGGCA

	Psy-B1
	7B
	739444091
	Unknown
	GGTGATGGTGTCGGAGAGC/T
	GACGAGCTGGTGGACGGG





Table S3 Identification and annotation of variations in major flowering genes[image: ]
image1.emf
G01 G02 G03 G04 G05 G06 G07 G08 G09 G10 G11 G12

1A 10785 3125 6765 3042 2873 3205 12225 3154 5088 3111 4607 3049

1B 11327 6641 6564 6555 6465 7027 38385 6791 6665 7640 5746 7077

1D 4513 2851 2937 2745 2653 2926 3215 2870 2787 2530 2543 2344

2A 8438 4388 5563 3671 4056 3906 7093 3848 5326 4287 4832 3940

2B 16471 7623 15425 6705 7271 7983 17465 6943 29244 7058 26948 5938

2D 9815 6558 9667 6339 6306 6647 5460 6520 4986 3363 4503 3221

3A 6673 3871 7700 3793 3726 3992 7898 4021 6818 4298 5143 3756

3B 15199 7377 12059 7481 6903 7751 16213 7574 9969 6713 9292 6189

3D 3470 3325 3642 3114 3127 3253 3060 3417 2839 3382 2400 3385

4A 10271 6391 8425 6162 6017 7558 9448 6321 6056 6263 5509 6204

4B 4650 3289 4378 3132 3085 3358 4123 3247 3067 2815 2889 3082

4D 2245 1732 1964 1594 1580 1699 2174 1733 2163 1656 1837 1631

5A 5965 3941 6854 3750 3568 3978 5508 3815 5178 4386 4565 4786

5B 9010 5654 8703 5252 5227 5774 13360 5527 9269 7295 8237 7128

5D 3458 4061 4612 2313 2361 2584 3103 2664 3027 3619 2622 3574

6A 7641 5376 5559 4972 4985 6033 7182 5195 5594 5030 5597 5123

6B 14818 7164 12137 6686 6762 7406 11678 6894 10567 8668 8646 8520

6D 2258 2207 2290 2078 2078 2246 2369 2219 2197 2300 1927 2310

7A 11829 6820 10154 5821 6482 6221 10410 6031 8478 6511 7341 6328

7B 9577 5662 9168 6036 6134 6737 12001 6326 7120 5974 6449 5634

7D 3306 2820 7275 2504 2453 2901 3224 2828 4497 2471 6328 2515

Un 2398 1979 2419 1860 1804 1931 2546 1896 1975 1623 1968 1590

A 61602 33912 51020 36183 36692 40926 66946 37580 48132 38916 43191 38309

B 81052 43410 68434 41847 41847 46036 11322543302 75901 46163 68207 43568

D 29065 23554 32387 20687 20558 22256 22605 22251 22496 19321 22160 18980

Total 17411710285515426095605 95916 10511619814099834 14291010099312992997324

Chr.

Mutant lines


image2.emf
Loci Gene ID Position WT eh1 regionmutation type

VRN-A1 TraesCS5A02G391700587412185 G A exonicnonsynonymous

587412811 G A exonicnonsynonymous

587414858 A C

intronic

--

VRN-B2 TraesCS4B02G372700657515659 G A exonicnonsynonymous 

657515684 A G exonicsynonymous 

657515705 T C exonicsynonymous 

657515863 T C exonicnonsynonymous 

657517644 A G exonicnonsynonymous 

657517591 T C exonicsynonymous 

657517156 A G

intronic

--

VRN-D3 TraesCS7D02G11160068416696 - C exonicframeshift deletion

PPD-2A TraesCS2A02G08190036934529 G C exonicnonsynonymous 

36934685 T C exonicnonsynonymous 

36934712 T C exonicnonsynonymous 

36937810 C G

intronic

--

36933891 T C

intronic

--

36934614 G C

intronic

--


