Supplementary Table 1. The genomic location, statistical significance, allele frequency, and
implicated genes of the identified TASs underlying five maize quantitative traits from the
merged SNP dataset.

Trait Ch Position  -logigP -log10Q R? Freg? Effect” Gene Annotation
Length 1 7,353,770 8.7 5.6 0.0087 0.04 12.12 GRMZM2G059428  No apical meristem protein
1 15,122,404 4.6 15 0.0046 0.02 -16.17 - -
1 30,809,304 5.6 2.2 0.0053 0.16 -6.62 GRMZM2G072292  Expressed protein
1 52,242,177 12.1 8.8 0.0133 0.29 6.69 GRMZM2G174896 Protein kinase
1 85,130,587 20.7 179 0.0233 0.36 7.39 - -
1 244,100,533 23.7 21 0.0269 0.11 -13.68 GRMZM2G145458  ZIM domain
1 283,982,913 7.6 49 00088 006 974 GRMZM2G361220 Clathrin adaptor complex small
chain domain
2 2,618,178 8.9 6.1 0.0106 0.04 -13.09 GRMZM2G065012  Expressed protein
2 13,245,188 16.8 13.7 0.0185 0.37 -6.12 - -
2 59,584,754 21 174 0.0239 0.07 14.36 GRMZM2G134235  Expressed protein
2 210,128,410 10 7.4 00103 041 435 - -
2 229,511,399 8.1 46 0.0074 0.30 -4.33 GRMZM2G444533  F-box and FBD domain
3 8,019,525 1.7 55 0.0082 0.02 22.64 - -
3 22,034,011 10.9 7.1 0.0113 0.19 -7.87 GRMZM2G129777 AP2 domain
3 177,565,419 5.8 2.3 0.0055 0.16 501 - -
3 212,248,700 46.8 43.4 0.0496 0.42 8.96 GRMZM2G047129 GDSL-like lipase
4 3,248,688 21.7 185 0.0253 0.38 6.58 GRMZM2G097981  Tropinone reductase
4 151,524,406 9.6 6.3 0.0096 0.06 -10.11 GRMZM2G323719  Amino acid kinase
4 197,993,592 10.5 7.3 0.0114 0.05 -10.82 - -
5 3,062,680 12 9.1 0.0132 0.28 -550 GRMZMZ2G096165 Ribosomal protein
5 74,510,491 17.8 148 0.0192 0.16 -11.19 - -
5 202,073,473 23.9 21.1 0.0261 0.45 -6.00 - -
6 23,864,967 7.4 5 0.0076 0.02 -15.71 GRMZM2G459581  MAP kinase phosphatase
6 105,119,528 7.4 4 0.0074 0.07 8.85 GRMZM2G331283  Amino acid transporter
6 152,684,138 8 43 0.0085 0.28 -4.46 GRMZM2G069737  F-box domain
7 17,118,117 6.8 2.7 0.0073 0.10 -71.25 - -
7 150,990,249 6.5 3.6 00071 0.11 -7.05 - -
7 161,864,686 10.5 6.5 0.0122 0.26 5.69 - -
8 5,776,641 7.5 45 0.0073 0.04 -10.98 GRMZM2G155260 Protein kinase
8 121,054,240 18.2 151 0.0209 0.14 -10.86 - -
8 164,043,117 6.7 3.6 0.0074 0.08 8.08 - -
9 13,032,982 10.5 75 0.0112 0.22 589 - -
9 104,339,779 12 8.6 0.0127 0.15 9.09 - -
9 131,683,423 24.5 21.8 0.0288 0.31 9.17 - -
10 13,610,740 6.7 4.2 0.0056 0.08 -6.73 GRMZM2G125931  Expressed protein
10 132,894,369 135 104 0.0145 0.12 -10.71 GRMZM2G425072  Auxin-responsive SAUR gene
10 148,546,034 9.8 6.6 0.0108 0.21 -5.31 GRMZM2G039011  Expressed protein
Width 1 21,725,298 324 29.7 0.0125 0.19 133 - -
1 23,250,177 30.4 27.2 0.0016 0.36 040 - -
1 55,604,358 10.6 7.8 0.0112 0.29 0.85 GRMZM2G075262  Expressed protein
1 160,331,991 6.9 3.6 0.0070 0.04 2.05 - -
1 210,399,194 5.1 2.1 0.0055 0.04 -1.44 - -
1 277,518,310 16.2 129 0.0172 0.18 1.45 GRMZM2G330218  Expressed protein
1 298,083,583 7 3.9 0.0078 0.17 -0.81 GRMZM2G417843  4-nitrophenylphosphatas
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2 13,183,762 20 165 00210 022  -038 GRMZM2G035719 RNA recognition motif
2 56512014 264 234 00284 0.29 038 GRMZM2G434669  Expressed protein

2 205,195,986 6.1 32 00058 0.08 0.44 GRMZM2G403800 Expressed protein

2 215685793 251 218 00268 0.29 041 - -

3 23542600  17.1 138 0.0003 0.30 007 GRMZM2G114552 BBTIL

3 158,221,870 152 117 00188 012  -056 - -

3 211,703,629 582 565 0.0142 0.48 027 - -

3 212725952 582 564 00142 048 027 - -

4 17,307,125 128 9.6 00123 0.04 078 - ;

4 155219577 8.1 5 00082 009  -0.42 GRMZM2G003514 Zea agamous5

4 221,605,444 10 8 0.0095 0.01 085 - ;

5 2583875 128 97 00133 031  -025 - -

5 159,438,987 11 77 00114 0.9 041 - ;

5 207,746,609 9.2 62 00086 0.08 040 - -

6 103,280,254 8.6 62 00063 0.04 050 - -

6 160,828,364  14.1 11 00146 0.11 046 GRMZM2GA474546  Protein kinase

6 166,267,781 7.9 48 00078 031 021 GRMZM2G114578 AMP-binding enzyme
7 138,927,147 13 98 00140 033  -025 - ;

7 168,992,525 73 43 00085 0.36 018 GRMZM2G134341 PRMS5

8 6,989,621 9.7 7.6 0.0087 0.48 -0.16 GRMZM2G109627  No apical meristem protein
8 161,249,047 165 134 00185 024 036 - -

9 93,250,059 8.7 5.1 0.0097 0.06 0.60 GRMZM2G141256  3-oxoacyl-reductase
9 124,365,160 439 414 00473 031 061 GRMZM2G095124  Adapitin protein

9 142,281,937 75 42 00082 014  -031 GRMZM2G102218 YABBY domain

10 87615338 587 559 0.0657 0.07 113 GRMZM2G062541 dH(fr'T']);i'LOOD'he"X DNA-binding
10 144836415 109 79 00132 028  -025 GRMZM2G421033 AP2 domain

# Frequency of non-B73 allele within the maize NAM population. The range of the theoretical frequency for non-
B73 allele is 2% - 50% with the NAM design. ® Genetic effect as compared with B73 allele. Leaf length, mm; leaf
width, mm; leaf angle, degree; DTA, days to anthesis, day; and DTS, days to silking, day.
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