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Figure S1. Examples of the three types of images captured for phenotyping the "pseudo-F2"
population of flowering dogwoods. Left image: full inflorescence image, Right top: one bract
image, Right bottom: four-bract images.
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Figure S2. Hi-C contact maps for the four chromosome scale assemblies of flowering dogwood.
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Figure S3. Visualization of the P25xP28 linkage map genetic markers from Moreau et al., 2022
mapped to the four flowering dogwood genome assemblies.
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Figure S4. SyRI plot comparing haplotype 1 and 2 for Cornus florida 'Cherokee Brave' (left) and
C. florida 'Appalachian Spring' (right) genomes.
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Figure S5. Repeat classes soft-masked in Cornus florida 'Appalachian Spring' and 'Cherokee
Brave' genomes.
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Figure S6. A) PCA of SNPs filtered to maximum missing of 20% and minor allele frequency of
0.05. B) Kinship matrix of all 125 individuals in Cornus florida 'Appalachian Spring' x
'Cherokee Brave' "pseudo-F2" plot. Yellow squares indicate a negative kinship value (i.e.,

unrelated).
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Figure S7. Anthocyanin profiling results of Cornus florida 'Cherokee Brave' leaves and bracts.
Two samples for each tissue type were profiled and results were averaged.
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Figure S8. Cornus florida 'Appalachian Spring' x 'Cherokee Brave' pseudo-F2 flowering
dogwood QTL results of A) all 23 traits across the entire genome B) all four-bract image traits
for LG9 C) colorimeter a*, four-bract image a*, bract categorical, and leaf categorical with
respective permutation thresholds. Note that the population was treated as an F1 outcrossing
population using 97-6 and 97-7 (the F1s of 'Appalachian Spring' and 'Cherokee Brave') as the
parents.
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Figure S9. Expression of genes in Cornus florida 'Cherokee Brave' and 'Appalachian Spring' on a
developmental time course. T1 = breaking bud, T2 = expanding tissue, T3 = fully expanded
tissue. 'Appalachian Spring' has green leaves, white bracts, and gene counts are in green.
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Figure S10. Neighbor-joining phylogenetic tree of MYB transcription factors. Bootstrap support
is labeled. Gene of interest, g19533(mikado.Chr09G733.1) grouped with ZmP, a MYB-related
protein in maize with bootstrap support of 60. Gene of interest, g19526, grouped with
Arabidopsis MYB4 with bootstrap support of 98.
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Figure S11. Activated and suppressed enriched GO terms in the overall bract and leaf time
course RNAseq experiment (column 1), timepoint 1 (column 2), and timepoint 2 (column 3).
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Figure S15. Maximum likelihood estimates of log2fold change of cultivar-specific gene expression within the KEGG flavonoid
biosynthetic pathway for timepoint 2 of time course experiment. Log2fold change in bracts is on the left and leaves are on the right.
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Figure S16. Maximum likelihood estimates of log2fold change of cultivar-specific gene
expression within the KEGG anthocyanin biosynthetic pathway for timepoint 1 of time course
experiment. Log2fold change in bracts is on the left and leaves are on the right.
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Figure S17. Maximum likelihood estimates of log2fold change of cultivar-specific gene
expression within the KEGG anthocyanin biosynthetic pathway for timepoint 2 of time course
experiment. Log2fold change in bracts is on the left and leaves are on the right.



