[bookmark: _GoBack]Supplementary Table 1: Significant SNPs information and associated genes. The score of each SNP was obtain from the GWA-Portal (AMM analysis) and from Tassel software (CMLM analysis). 
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relé?on Chr Position (i(l:\:;\:) (é:Ao::A) Effect Codon Amino GeneinlD Gene description
-4139 Chrl 7045606 4,78 5,67 INTERGENIC AT1G20350 AtTIM17-1 mitochondrial inner membrane translocase
Chrl 7045707 4,02 5,338 INTERGENIC AT1G20360 F-box family protein
-50558 Chrl 9063797 3,42 NON_SYNONYMOUS  Gag/Cag E242Q.  AT1G26200 AtSOFL1 acts redundantly with AtSOFL2 as positive regulator of cytokinin levels.
Chrl 9065484 5,26 6,785 INTERGENIC AT1G26210 HEAT repeat-containing protein
Chrl 9064978 2,68 INTERGENIC AT1G26220 ﬂ:&fiﬁ'}fgﬁgif;}:\;gﬂicgegf:ﬁt;”'” (NAS) from serotonin.
Chrl 9075970 5,43 7,613 INTRON AT1G26240 Proline-rich extensin-like family protein; EXTENSIN 19 (EXT19)
Chrl 9094944 3,29 4,527 INTERGENIC AT1G26250 Proline-rich extensin-like family protein; EXTENSIN 18 (EXT18)
Chrl 9096827 4,91 5,689 INTRON AT1G26290 Hypothetical protein
Chrl 9099693 5,23 7,559 SYNONYMOUS aaG/aaA K18 AT1G26300 BSD domain-containing protein
Chrl 9101141 5,75 7,924 INTRON AT1G26300 BSD domain-containing protein
Chri 039924 595 842 INTERGENIC ATIG28310 e ower to shoot sansormation in ap1 mutants. CAGLIFLOWER (CAL
Chri s102325 21 4271 INTRON ATLG310 e ower to shoot yansormation in ap1 mutants. CAULIFLOWER (CAL
Chrl 9104366 3,53 5,028 INTERGENIC
Chrl 9110791 2,64 4,335 NON_SYNONYMOUS tCc/tTc S563F AT1G26320 Zinc-binding dehydrogenase family protein
Chrl 9115259 2,99 4,852 INTERGENIC AT1G26330 DNA binding protein
i AP Sy WO
-1681 Chrl 24117474 59 8,348 NON_SYNONYMOUS  gAg/gCg E442A  AT1G64920 UDP-Glycosyltransferase superfamily protein
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region Chr Position (AMM)  (CMLM) Effect Codon Amino GeneinlLD Gene description
-5555 Chr3 19486911 55 6,313 INTERGENIC AT3G52526 Phosphoglucan phosphatase
Chr3 19486588 1,69 3,747 INTERGENIC AT3G52530 ZRK11, Protein kinase superfamily protein
AT3G52540 Ovate family protein 18, negative regulation of transcription
-1462 Chr4 9158971 5,22 6,254 INTERGENIC AT4G16160 Hypothetical protein
AT4G16162 Hypothetical protein
25693 Chrs 5273481 3,29 4,856 INTRON ATSG16150 's09%52 gt??;:ﬁ';éf;%’;c(‘;sgg%”spmer'
Chr5 5278899 3,62 4,922 INTRON AT5G16160 Hypothetical protein
Chr5 5283158 1,75 3,513 INTERGENIC AT5G16170 Core-2/I-branching beta-1,6-N-acetylglucosaminyltransferase family protein
AT5G16180 Promotes the splicing of chloroplast group Il introns. Splices atpF introns.
ORTHOLOG OF MAIZE CHLOROPLAST SPLICING FACTOR CRS1 (CRS1)
Chrs 5284900 49 6,227 INTRON AT5G16190 E’E‘E‘L’S‘Eggﬁ;‘ﬁmgLtl"KE‘Z"l“l"’("’cesmtlf;ase
Chr5 5290702 2,26 3,764 INTERGENIC AT5G16200 50S ribosomal protein-like protein
AT5G16210 HEAT repeat-containing protein
-18413  Chr5 17559125 2,31 3,629 SYNONYMOUS atC/atA 138 AT5G43720 rRNA-processing EFG1-like protein (DUF2361);
Chr5 17559577 2,22 3,554 INTERGENIC
Chr5 17560169 3,47 4,972 AT5G43725 Other_RNA
chrs5 17559241 3,74 5,564 UTR_5_PRIME AT5G43720  rRNA-processing EFG1-like protein (DUF2361);
Chr5 17559659 4,39 5,599 INTERGENIC
R Pt e
Chr5 17568018 3,71 4,925 NON_SYNONYMOUS  gAa/gGa E670G AT5G43740 Disease resistance protein (CC-NBS-LRR class) family
Chr5 17570023 3,96 5,113 SYNONYMOUS gcA/gcG A711 AT5G43745  lon channel POLLUX-like protein





