Table S1 Primer sequences used in this study

Table S2 Putative TaTEF orthologs in 10 plant species and yeast

Table S3 48 Cultivars used for identification of haplotypes

Fig. S1 Sequence characterization of TEF genes in wheat and other plant species. A, Gene
structure. Boxes represent exons and lines represent introns; B, Multiple sequence alignment of
domains; C, A neighbor-joining tree created with full-length protein sequences using the program
MEGAS5.05.

Fig. S2 Gene sequence of TaTEF.

Fig. S3 cDNA sequence of TaTEF.

Fig. S4 PCR amplification of cDNA in nullisomic-tetrasomic lines of homoeologous group 7.
M, marker; 1, N7AT7B; 2, N7TAT7D; 3, N7TBT7A; 4, N7TBT7D; 5, N7DT7B; 6, N7TDT7A; 7, H,0.

Fig. S5 Linkage disequilibrium matrix among pairwise polymorphisms in the promoter
region of TaTEF-7A. Different colors represent different levels of LD. The labels on the x-axis
are in accordance with the SNP on the y-axis in the same order.



Table S1

Primer set Primer sequence (5°-3”) Amplified target

TaTEF-1 Forward TGGTTACAAGTTTTGGTTGCTTC A genome-specific
Reverse CAATACCAGAAACATGTAGGTCAG

TaTEF-2 Forward ~ ACCTTCACACGTTTTCCTGTTC A genome-specific
Reverse AACATACCAACCACAGGCTTGAG

TaTEF-3 Forward ~ AGTTGCGGCTGCGCTCTT A genome-specific
Reverse GCACGCCATTTTCTTCTAGA

TaTEF-4 Forward  TGAGAATTCGACGAGAACGA 2nd time PCR for marker
Reverse AGTTGCGGCTGCGCTCTT development

TaTEF-5 Forward ~ATGCACCATCATCATCTTCGAC Amplified gene and CDS
Reverse GAACCATGGGGAAGAGAAAGTC sequence of TaTEF

TaTEF-6 Forward  CATCATTTGATGGATTATAACAAT TaTEF-7A real-time PCR
Reverse TGCTCCCATGATTGCAGAA

TaTEF-7 Forward TAAGCCACCACCTAGGAAGA TaTEF-7B real-time PCR
Reverse CCTGGCAGATTTGACAGTTA

TaTEF-8 Forward CATCATTTGATTGATTATAACCAC TaTEF-7D real-time PCR
Reverse TGCTGCCATGATTGCAGAA

Ta-GUS Forward CGCGGATCCAGTTGCGGCTGCGCTCTTGA  Amplification of  promoter
Reverse CCTAGGGGTTCAACTTCTTTTCTTCCTTCAA  fragments

GAPDHF Forward  TTAGACTTGCGAAGCCAGCA Endogenous  reference  for
Reverse ~ AAATGCCCTTGAGGTTTCCC real-time PCR

At actin Forward CCAACAGAGAGAAGATGACT Endogenous  references  for
Reverse ATGTCTCTTACAATTTCCCG RT-PCR

ALTEF Forward  GATAAGCTTGACACAATCTTTAGTT AtTEF RT-PCR
Reverse TCAGAAGTTATACTTCCTTTTGACA

TaTEF Forward AGAGAAAGTCAGCTGCTAAGC TaTEF RT-PCR

Reverse

ACTCATCGATCCATTCGCT




Table S2

Species Classification Gene name Accession no.
Brachypodium distachyon Monocot BATEF Bradilg49230
Oryza sativa Monocot OsTEF LOC_0s02904160
Setaria italica Monocot SITEF Si007649m.g
Zea Mays Monocot ZmTEF GRMZM5G858444
Sorghum bicolor Monocot ShTEF Sb10g003710
Arabidopsis thaliana eudicot AtTEF AT5G46030.1
Thellungiella halophila Eudicot ThTEF Thhalv10001045m.g
Brassica rapa Eudicot BrTEF Bra022011
Citrus sinensis Eudicot CsTEF orangel.1g034538m.g
Physcomitrella patens Eudicot PpTEF Ppls75_70V6
Saccharomyces cerevisiae Funguis (yeast) ByTEF NC_001143




Table S3

Accession Cultivars Genotype
SJZ8 Shijiazhuang 8 Hap-7A-3
YZ1 Yanzhan 1 Hap-7A-3
S4185 Shi 4185 Hap-7A-3
YM18 Yumai 18 Hap-7A-3
WM6 Wenmai 6 Hap-7A-3
JM47 Jinmai 47 Hap-7A-3
SN229 Shannong 229 Hap-7A-3
JM8 Jinmai8 Hap-7A-3
SM3 Sumai3 Hap-7A-3
XKH9 Xinkehan9 Hap-7A-3
ZY4 Zhengyin4 Hap-7A-3
GS96 Gansu96 Hap-7A-3
NY188 Neixiang 188 Hap-7A-2
BN6 Beinong 6 Hap-7A-2
AM6 AM6 Hap-7A-2
PY27 Pingyang 27 Hap-7A-2
DFH3 Dongfanghong3 Hap-7A-2
GT Guangtou Hap-7A-2
ZM9023 Zhengmai 9023 Hap-7A-1
JXzZ Jiangxizao Hap-7A-1
ND2419 Nanda 2419 Hap-7A-1
YD1817 Yanda 1817 Hap-7A-1
LM14 Lumaild Hap-7A-1
QCM Qiangchangmai Hap-7A-1
WSB Wangshuibai Hap-7A-1
NQ4 Ningchun 4 Hap-7A-1
J411 Jing 411 Hap-7A-1
CsS Chinese Spring Hap-7A-1
LZ953 Laizhou 953 Hap-7A-1
BMZ Baimaizi Hap-7A-1
ZY9507 Zhongyou 9507 Hap-7A-1
DBP Dabaipi Hap-7A-1
XHP Xiaohongpi Hap-7A-1
DXZ Dingxingzhai Hap-7A-1
LHM Lanhuamai Hap-7A-1
DMHM Daimanghongmai Hap-7A-1
ZLDM Ziludongmai Hap-7A-1
FK2 Fengkang2 Hap-7A-1
QM Qianmai Hap-7A-1
HSB Huangshuibai Hap-7A-1
BP Baipu Hap-7A-1
ZXM Zaoxiaomai Hap-7A-1
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Fig. S2
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1 ATGCACCATCATCATCTTCGACAGTGTTGA TCGCACTCATCGATCCATTCGCTGTATCTGEAGG AL ATTAATATGATCTTC AGTTCC TGGTCTC-~TGACGTATTTGCACCAACTCACTAGTC AAGAGTTATTTGTTGALTTTG TaTEF-1
1 ATGCACCATCATCATCTTCGACAGTGTTGA TCGCACTCATCGATCCATTCGCTGTATC TGE AGGAAAGATAATACGATCTTCAGTTCC TEGTCTCC TTGACGTATTTGAACCAACTCACTAGTC AAGAGTTATTTGTTGGATTTG TaTEF-F
1 ATGCACCATCATCATCTTCGACAGTGTTGA TCGCACTCATCGATCCATTCRCTGTATC TOCAGGARAGATGATACGATCTTCAGTTCC TEGTCTC- - TGACGTATTTGC ACC AACTCACTAGTC ARGAGTTATTTGTTGGATTTG TaTEF-D
160 170 180 190 200 210 220 230 240 250 260 270 280 290 300
149 ACTTACATATCAATAGGCTCAGTCAGCGCTGCACCAAAGAARACAGAGAATTAGTACAAT- ACCAGARACATGTAGGTCAGCARGGGTA- RARAATTCTACTGAACACTGTTTCCTTTACATGAGATAG TTATAE TaTEF-A
151  ACTTACATATCARTAGGCTCAGTCAGCGCTGCACCAAAGAARMCAGAGRATTAGTACAAT- TGCAGCT! T. CTGAACA-TGTTTCCTTTACATGACATAG: TTATE TaTEF-B
149  ACTTACATATCAATAGGCTCAGTCAGCGCT T. TRATTLGT. TAT TATACTAAATACATGTAGCTT. Th-ABARACTCTACTGARCACTGTTTCETTTACATGACATGGTTATAGTGTTATE TaTEF-D
310 320 330 340 3so 360 370 380 EEL] 400 210 420 430 240 450
281 CACAARCTTGARRACATGTGGCACAACAATGGTTAACCCTCTACAACACTGTTTTTCATITARGCAATATTATTATACAGGTTCAGTICTGAACTTGTGATGATGCAGGTTTGTTTCAAGCAATTCAGTTARCTCAGACTTGGA-CACGL TaTEF-A
283 CACAARCTTGAAAACATGTGGCACAACAAAGGTTAACCCTCTACAACACTGTTTT-CATTTARGCAATATTAGTATGC AGGTTCAGTTCTAAACTTATGATGATGC AGGTTTGTTTCAGGCAATTCAGTTARCTCAGACTTGGAACATGA TAaTEF-E
298 CACAARCTTGAAAACATGTGGCACAACAAAGGTTAACCCTCTACAACACTGTTTTTCATITARGCAATACTATTATACAGGTTCAGTTCTGAACTTCTGACGATGC AGGTTTATTTCARGCAATTCAGT TARCTCAGACTTGGAACATGA TaTEF-D
460 470 480 490 soo s10 520 s30 540 550 s60 570 580 590 €00
430 TGACCTGCCTT. TGATGGTGTGATT- LATGGCAACCAGGTALGLATATALC TGTACATGATTGC TACC TCGECTCTGCTTC ATTATGACCTAGTTGATTAGAATGACTALACCCCCAA-GAGTATL TaTEF-4
432 LRAA-RALGGGAGCCACATGGCCTATCTTACALGCATGSTTGTGTGATTTAATGGCALCCALGTACGCATATALCCGTACATCATTACTAC TTCGGCTCTGCTCCATCATGACCTAGTTGATTAGAATGACTALL-~ --GTATL TaTEF-B
448  LRAA-ATAGGGAGCCACAGGGCTTATCTTACALGCATGSTTGTGTGATTC AATGACAACCALGTACGCATATALCTGTACLAGATAACTAC TTCGGCACTGCTCCATTATGACCTAGTTGATTAGAATGACTALLACCCTARAGAGTATL TaTEF-D
610 620 630 640 650 660 670 6680 690 00 710 720 730 740 750
578 TGAGATGGACATGGCTGTAGGRAATTTATAGATA- - AGCTATACCCTGTTCTTAARGCTGTARGCATTAGTTT TTGAGATGTCT, TTT-CTAGCTGAGAATCAATCAGTACAA-CATCTGCATT TaTEF-A
571  TGAGATAGGCATGGCTGTAGGRAAGTTTTAGATATAAGCTATACCATGTTTCTAGAGCTGCAAGCATTAGGTTGAGLAGAAAC A LAACART-GLGATGTCTGGTGCGGGGTTTCCTAGC TGAGLATCARTCAGTATGGGCATCTACTTT TaTEF-B
597 TGAGATAGGCATGGTTGCAGGRAATTTATAGATA - AGETATACCATGTTCCTAGAGCTGTAAGCATTAGGTTGAGLAGLALC AL AACART-GLGATGTCTGOTGCGGALTTTTCTAGC TGAGLATCAATCAGTATGGGCACCTACTTT TaTEF-D
760 770 780 790 800 810 az0 830 840 as0 860 870 880 890 900
724  AGGAGGTAAAATCTGCAGTTTTATGTARATTTT ATACCGTTTACGGTTGTGCTGAAGCTTTCCTGGCAGATTCGACAATTTGCCTCACC AATCAGATTCTTC ATATC ACTGAAG—— - AALAARAGGGGGAAACCCCAGTCACARTG TaTEF-A
720 AGGAG- TACAATTTGCAGT--TATGTABATTTT ATACCGTTTACGGTTETGCTGARGC TTTCCTEGCAGATTCGACAATTTGCCTCACC AATCAGATTCTTC ATATCACTG ARG -~ - ALAARBAGGGGGALACCCCAGTCACAATG TATEF-E
744 AGGAG- TAGAATTTGCAGTTCTATGTACAARTTGGACATACCATTTACAGTGGTGCTGARGCTTTCCTGGCAGATTCGACAATT TCACCAATCAGATTCTTCATATCACTGAAGGGARAALARAGAGGGRAACCCCAGTCACRATG TaTEF-D
910 920 230 940 950 960 70 980 950 1000 1010 1020 1030 1040 1050
871 CTGAATTGATAGCCATCCAATATCAACCAATG-RACAGGARA-CGTGTGRAGGTAGTACTLAC ATTCGGCATTC AACACTGCTCCCGTGATTGC AGARCGGGC AGGRLLLGACCGTGTCGAGCTTGTCCAT TTCTT T TaTEF-1
864 CTGALATTGATAGCCATCCAATATCAACCAATG-RACAGGALA-COTOTGRAGGTAGTACTLACATTCGGCATTC LACACTGCTCCCATGATTGCAGAACGGGC AGGLLLLGACCGTGTCGAGCTTGTCCAT TTCTT T TaTEF-B
593 TTGALATGGATAGCAATCCAGT! TTT] TGT TACTALCATTCGGCATTCALC ACTGCTGCC ATGATTGC AG LACGGGC AGGLLLLGACAGTGTCGAGCTTGTCCATCCGCTTCTTAGGAGGTGGC TaTEF-D
1060 1070 1080
1019 TTAGCAGCTGACTITCTCTTCCCCATGGTTC TaTEF-4
1012 TTAGCAGCTGACTTTCTCTTCCCCATGGTTC TaTEF-B

1043 TTAGCAGCTGACTTTCTCTTCCCCATGGTTC TaTEF-D
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