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Figure S1. Primary root length of Col-0 at 5 (A) and 12 dps (B) used as internal control in the seven
batches of the time course growth of the 124 accessions. No statistical differences (one-way ANOVA P <

0.05; HSD-test, P < 0.05) were observed between batches.
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Figure S2. The primary root time course growth of the 124 accessions performed during 12 dps.
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Figure S3. Histograms representing the density distribution of each trait analysed.



AT3G04410 NAC ATIGOA44OPlas- oo AT3G12130 KH
AT3G04420 domain transcriptio- o b e choli- atty demain-containing

NAC48 nal reg'Llllator superfa- e transporter family 2010 desaturase 2. i zine finger
mily protein protein (CCCH type) family

gl

|

AT3G12140.1 Emsy N AT4G04990.1 Serine/ar- AT
3 AT3G29035. NAC3 g 3G62590.1
Termmus(ENT)/ plant ginine repetitive AT366f258.|0.1 L alpha/beta-Hydrola-
Tudor-like matrix-like protein Ay

ses superfamily

d?mam—cuntammg protein

AT3G62600.1 DNAJ heatshock ~ AT3G18900.1Ternary ~ AT3G18910.1 EIN2 _ AT3G18930.1 e

family complex factor MIP1  targeting protein2 RING/[_)'bOX stipers Cysteine protel
leucine-zipper family protein ~ nases superfami-

AT3G43970.1 AT3G43980.1 Ribosomal protein
hypothetical 514p/S29e family protein

Figure S4. Root expression of genes found in GWAS. The images were retrieved from the Plant and
Tissue and Experiment eFP Viewer (http://bar.utoronto.ca/eplant/)
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Figure S5. Phylogenetic trees of the genes with the highest score found in GWAS and based on the four
traits analysed
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Figure S6. Number of alleles per locus derived from the alignment of homologs for NAC3 and NAC048
from 79 accessions. (A) NAC3 has 92 SNPs yielding 2 alleles and 3 SNPs related to 3 additional alleles
in exon 3 (701 and 1470pb). (B) NACO048 has 3 SNPs with 2 alleles in exon 3 (578 and 718pb) and 2
SNPs with 2 other alleles in exon 5 (between 1080 and 1157pb). The analysis was made using a adegenet
R package.



