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	SNP
	POS
	REF
	ALT
	Effect
	SE
	log
	Pedencel_length.FarmCPU
	Plant height.FarmCPU
	Regions

	m_45127
	633063150
	G
	T
	-2.366846239
	0.524029853
	4.942714134
	1.14100058214156E-05
	
	G1

	m_46721
	631337847
	T
	G
	-2.38355756
	0.484737185
	5.702110408
	1.9855900667104E-06
	
	G1

	m_46750
	631337837
	G
	C
	2.578787475
	0.477049744
	6.687481855
	2.05361082303142E-07
	
	G1

	m_44677
	630881990
	C
	T
	2.330853476
	0.509090256
	5.056966642
	8.7706818514517E-06
	
	G1

	m_46056
	630876279
	C
	T
	2.345104262
	0.512081951
	5.058973013
	8.73025616405864E-06
	
	G1

	m_47864
	630857443
	T
	A
	2.375649902
	0.523056632
	4.989200756
	1.02517791917821E-05
	
	G1

	m_45094
	630679933
	G
	C
	2.375649902
	0.523056632
	4.989200756
	1.02517791917821E-05
	
	G1

	m_44679
	630643437
	C
	T
	2.41712536
	0.530531959
	5.015405684
	9.65148889917221E-06
	
	G1

	m_31683
	269139696
	A
	G
	-5.952211173
	1.209418254
	5.710569636
	1.94728879203081E-06
	
	G2

	m_31657
	268011785
	C
	T
	-5.952211173
	1.209418254
	5.710569636
	1.94728879203081E-06
	
	G2

	m_31498
	265648599
	G
	A
	-6.306174025
	1.223708408
	6.170523116
	6.75269110107251E-07
	
	G2

	m_31496
	265607778
	G
	C
	-5.952211173
	1.209418254
	5.710569636
	1.94728879203081E-06
	
	G2

	m_31449
	265098008
	C
	T
	-5.692422579
	1.178926354
	5.53000129
	2.95120046007144E-06
	
	G2

	m_30674
	250805982
	T
	A
	-4.040786353
	0.903851776
	4.858460945
	1.38528475631753E-05
	
	G3

	m_30516
	248098846
	G
	C
	4.336831158
	0.901838702
	5.492273663
	3.21903972935622E-06
	
	G3

	m_30458
	247214383
	G
	T
	4.247143562
	0.902586072
	5.295155019
	5.06809773182754E-06
	
	G3

	m_30379
	246061581
	G
	T
	4.247143562
	0.902586072
	5.295155019
	5.06809773182754E-06
	
	G3

	m_30266
	244214509
	C
	T
	-4.727824213
	1.04914377
	4.923866006
	1.19160960134682E-05
	
	G3

	m_30089
	241201384
	G
	T
	4.457972724
	0.824079343
	6.695684429
	2.01518801057882E-07
	
	G3

	m_30085
	241191066
	C
	G
	-4.23222763
	0.902114652
	5.268542048
	5.3883767305205E-06
	
	G3

	*m_30085
	241191066
	C
	G
	-5.48509364
	0.918320483
	
	
	1.17303815909466E-10
	-

	m_29823
	235058508
	C
	T
	4.247143562
	0.902586072
	5.295155019
	5.06809773182754E-06
	
	G3

	m_29648
	231861458
	G
	A
	4.506221525
	0.820790075
	6.864017468
	1.36767381362689E-07
	
	G3

	m_29254
	225501740
	G
	T
	4.336831158
	0.901838702
	5.492273663
	3.21903972935622E-06
	
	G3

	m_29209
	225084930
	T
	A
	5.026486499
	1.101747228
	5.026964976
	9.39799098094514E-06
	
	G3

	m_29185
	224535639
	T
	C
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29172
	224371647
	A
	G
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29170
	224354873
	C
	T
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29163
	224221142
	A
	T
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29160
	224182429
	G
	A
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29133
	223879959
	G
	A
	4.245383441
	0.923991987
	5.086971352
	8.18518779273722E-06
	
	G3

	m_29126
	223871988
	G
	A
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29122
	223854660
	G
	T
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29095
	223653631
	C
	T
	3.927278907
	0.883230126
	4.814500816
	1.53284832650979E-05
	
	G3

	m_29094
	223653597
	C
	T
	3.927278907
	0.883230126
	4.814500816
	1.53284832650979E-05
	
	G3

	m_29058
	222751935
	G
	T
	4.245383441
	0.923991987
	5.086971352
	8.18518779273722E-06
	
	G3

	m_29053
	222633971
	C
	T
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29051
	222627169
	G
	A
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_29047
	222483513
	G
	A
	3.950271891
	0.881349199
	4.879366163
	1.32018208976555E-05
	
	G3

	m_28177
	198570614
	C
	A
	2.454062101
	0.534659175
	5.07831194
	8.35003046697408E-06
	
	G4

	m_28158
	198507250
	A
	G
	2.454062101
	0.534659175
	5.07831194
	8.35003046697408E-06
	
	G4

	m_28146
	198398268
	G
	C
	-2.709911164
	0.576696169
	5.282858292
	5.21364801752982E-06
	
	G4

	m_28145
	198398267
	C
	A
	-2.590863138
	0.569410905
	5.004376842
	9.89972562557465E-06
	
	G4

	m_28144
	198398262
	T
	C
	-2.709911164
	0.576696169
	5.282858292
	5.21364801752982E-06
	
	G4

	m_28140
	198291155
	G
	A
	2.342042689
	0.525688375
	4.830321857
	1.47801262109709E-05
	
	G4

	m_28136
	198190238
	G
	A
	2.497408208
	0.531480274
	5.282743655
	5.21502440175865E-06
	
	G4

	m_28134
	198166988
	T
	C
	-2.483602491
	0.53548863
	5.168013393
	6.79182686700932E-06
	
	G4

	m_28133
	198166959
	T
	A
	2.621265142
	0.537020979
	5.631841593
	2.3343093387586E-06
	
	G4

	m_28132
	198159309
	T
	G
	2.705587352
	0.536818657
	5.943896396
	1.137898707022E-06
	
	G4

	m_28124
	197676592
	A
	G
	-2.483602491
	0.53548863
	5.168013393
	6.79182686700932E-06
	
	G4

	m_28123
	197668547
	T
	G
	2.481692242
	0.542605404
	5.048042963
	8.95276195518439E-06
	
	G4

	m_28122
	197668400
	A
	G
	2.592457172
	0.534336315
	5.574890945
	2.6613932714781E-06
	
	G4

	m_28120
	197614153
	C
	T
	2.465673651
	0.533696888
	5.134294009
	7.34016784732559E-06
	
	G4

	m_28113
	197502611
	G
	A
	2.420881898
	0.51161842
	5.34500137
	4.51854518967218E-06
	
	G4

	m_28112
	197502539
	A
	G
	2.420881898
	0.51161842
	5.34500137
	4.51854518967218E-06
	
	G4

	m_28111
	197445741
	A
	G
	2.442021292
	0.514176409
	5.378436038
	4.18373301755094E-06
	
	G4

	m_28109
	197425847
	T
	C
	2.638348664
	0.538449489
	5.668353777
	2.14608156180974E-06
	
	G4

	m_28108
	197412834
	G
	C
	2.484602318
	0.534933318
	5.1805419
	6.59869568718662E-06
	
	G4

	m_28106
	197412630
	G
	A
	2.626489483
	0.518376533
	5.997038147
	1.00684322641739E-06
	
	G4

	m_46286
	78794395
	T
	C
	-2.493392248
	0.558318893
	4.849819358
	1.41312520415574E-05
	
	G5

	m_46529
	78436711
	T
	G
	-2.729596123
	0.583062827
	5.249718839
	5.62705501221769E-06
	
	G5

	m_46283
	77955953
	T
	C
	-2.609708267
	0.584375664
	4.849661079
	1.41364031219836E-05
	
	G5

	m_48231
	76546206
	A
	G
	-2.644024462
	0.57346875
	5.116730764
	7.64309461829491E-06
	
	G5

	m_46258
	76284281
	G
	C
	-3.104452352
	0.68288292
	4.997025353
	1.00687288874191E-05
	
	G5

	m_46707
	74790727
	C
	T
	2.491844255
	0.556877786
	4.865837375
	1.36195458242723E-05
	
	G5



*The single SNP found in chromosome 3 in correlation to plant height
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Supplementary Figure 1: Distribution of samples in each phenotypic trait. 
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