Genomic history of the origin and domestication of common bean unveils

its closest sister species
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Figure S1. Geographic origin of wild P. vulgaris accessions.
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Figure S2. Phylogenetic trees produced using the ML method and SH-aLRT branch support
implemented in PhyML, considering non-unique SNPs from chromosomes 1 to 4 according to the

pseudoassembly of P. vulgaris cv. BAT93 against P. vulgaris G19833. Branch support: aLRT>0.95
circles; aLRT [0.75-0.95], squares.
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Figure S3. Phylogenetic trees produced using the ML method and SH-aLRT branch support
implemented in PhyML, considering non-unique SNPs from chromosomes 5 to 8 according to the
pseudoassembly of P. vulgaris cv. BAT93 against P. vulgaris G19833. Branch support: aLRT>0.95,
circles; aLRT [0.75-0.95], squares.
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Figure S4. Phylogenetic trees produced using the ML method and SH-aLRT branch support
implemented in PhyML, considering non-unique SNPs from chromosomes 9 to 11 according to the
pseudoassembly of P. vulgaris cv. BAT93 against P. vulgaris G19833. Branch support: aLRT>0.95,
circles; aLRT [0.75-0.95], squares.
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Figure S11. Metabolic profile of Phaseolus accessions considering the top 100 most abundant
metabolites. a. Hierarchical clustering/bootstrap tree of Phaseolus accessions; AU (Approximately
Unbiased) and bootstrap probabilities are highlighted in red and green, respectively. Coloured
boxed enclose the independent clades of P. coccineus (red), AH - P. pseudovulgaris accessions
(green) and P. vulgaris (blue). b. Metabolic heatmap and clustering of the accessions.
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Figure S12. Principal component analysis of Phaseolus accessions considered in the
metabolomics fingerprinting. a. PCA using the 30 most informative metabolites obtained following a
machine learning approach. b. PCA using the 100 most abundant metabolites in the screening.
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Figure S13. Introgression signal between wild P. vulgaris subpopulations. fy values in 5kb non-
overlapping windows of each chromosome are represented in Manhattan plots on left panels; the
red threshold lines show the top 5% fy outliers in each comparison, and strong signals of
introgression (fy+dxy) are highlighted in green. The directionality of genomic flux corresponds to:
North towards West (a), South towards North (b), South towards West (c), North towards Center
(d). Absolute genetic divergence (dxy) calculated at the genome-wide scale (left), in fy 5% outliers
(middle) and regions with introgression signal (fs+dxy, right) are shown in boxplots on the right panel

of each comparison.
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Figure S14. Introgression signal between wild and domesticated (DMA) P. vulgaris subpopulations.
fg values in 5kb non-overlapping windows of each chromosome are represented in Manhattan plots
on left panels; the red threshold lines show the top 5% f4 outliers in each comparison, and strong
signals of introgression (fy +dxy) are highlighted in green. The directionality of genomic flux
corresponds to: North towards DMA (a), South towards DMA (b), Center towards DMA (c), West
towards DMA (d). Absolute genetic divergence (dxy) calculated at the genome-wide scale (left), in fq4
5% outliers (middle) and regions with introgression signal (fy +dxy, right) are shown in boxplots on
the right panel of each comparison.
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Figure S$15. Introgression signal between domesticated (DMA) and wild P. vulgaris subpopulations.
fg values in 5kb non-overlapping windows of each chromosome are represented in Manhattan plots
on left panels; the red threshold lines show the top 5% fy outliers in each comparison, and strong
signals of introgression (fy +dxy) are highlighted in green. The directionality of genomic flux
corresponds to: DMA towards Center (a), DMA towards West (b), DMA towards North (c), DMA
towards South (d). Absolute genetic divergence (dxy) calculated at the genome-wide scale (left), in
fq 5% outliers (middle) and regions with introgression signal (fy +dxy, right) are shown in boxplots on
the right panel of each comparison.
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Figure S16. Introgressed PCG. The number of genes encoded in each introgressed block is

represented in scatter plots. Coloured lines: linear (red) and local (blue) regressions.
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Figure S17. Introgression signal between P. pseudovulgaris and P. vulgaris subpopulations. fy
values in 5kb non-overlapping windows of each chromosome are represented in Manhattan plots
on left panels; the red threshold lines show the top 5% f4 outliers in each comparison, and strong
signals of introgression (fd+dxy) are highlighted in green. The directionality of genomic flux
corresponds to: AH towards DMA (a), AH towards WMA (b), AH towards AND (c), AN towards AH
(d). Absolute genetic divergence (dxy) calculated at the genome-wide scale (left), in fy 5% outliers
(middle) and regions with introgression signal (fy +dxy, right) are shown in boxplots on the right

panel of each comparison.
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Figure S18. Genome-wide nucleotide diversity () across P. vulgaris subpopulations.
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Figure S19. Introgression signal between Phaseolus spp. and P. vulgaris | P. pseudovulgaris
subpopulations. fy values in 5kb non-overlapping windows of each chromosome are represented in
Manhattan plots on left panels; the red threshold lines show the top 5% fAd outliers in each
comparison, and strong signals of introgression (fy +dxy) are highlighted in green. The directionality
of genomic flux corresponds to: P. dumosus/P. costaricensis towards AH (a), P. dumosus/P.
costaricensis towards WMA (b), P. coccineus towards AH (c), P. coccineus towards WMA (d).
Absolute genetic divergence (dxy) calculated at the genome-wide scale (left), in fy 5% outliers
(middle) and regions with introgression signal (fy +dxy, right) are shown in boxplots on the right
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multi-organism reproductive process
regulation of response to stimulus
root system development
post-embryonic organ development
regulation of protein metabolic process.
single organism reproductive process

on of post. .

-

0123

-log(p-value) regulation of aevsopmemal process.

cellular protein metabolic process Developmental
response to light stimulus

reproductive process processes
reproductive system development

reproductive structure development
developmental process involved in reprod... o)
leaf development

response to stimulus

protein metabolic process

protein modification by small protein co...

protein phosphorylation

positive regulation of biological proces...

cell development -
response to inorganic substance

response to chemical

immune system process

response to auxin Stress
response to organic substance response
response to endogenous stimulus

response to water

response to water deprivation

post-embryonic development -
regulation of biological process

seed development

fruit development

cellular macromolecule catabolic process

embryo development ending in seed dorman...
embryo development

cellular catabolic process

transmembrane transport

nucleotide metabolic process
nucleobase-containing small molecule met...
cation transmembrane transport

inorganic cation transmembrane transport
inorganic ion transmembrane transport

ion transmembrane transport

cellular response to endogenous stimulus

cellular response to hormone stimulus

hormone-mediated signaling pathway Stress
response to cadmium ion response
cellular response to organic substance

cellular response to chemical stimulus

macromolecule localization

cellular macromolecule localization

cell wall organization or biogenesis

response to oxidative stress

cellular localization

organonitrogen compound biosynthetic pro...

cellular component organization or bioge...

cellular component organization

cellular response to stimulus

nucleoside monophosphate metabolic proce...

Ml |
Im

ATP metabolic process
carbohydrate derivative metabolic proces...
regulation of catalytic activity

regulation of molecular function

purine ribonucleoside triphosphate metab...

purine nucleoside triphosphate metabolic... Energy
purine ribonucleoside metabolic process
organonitrogen compound metabolic proces... sources

purine nucleotide metabolic process
purine ribonuclectide metabolic process
ribose phosphate metabolic process
ribonucleotide metabolic process
nucleoside triphosphate metabolic proces.
ribonucleoside triphosphate metabolic pr.
purine-containing compound metabolic pro...
purine nucleoside metabolic process
nucleoside metabolic process
ribonucleoside metabolic process o
glycosyl compound metabolic process
cell wall organization
external encapsulating structure organiz...
single-multicellular organism process
multicellular organismal process
multicellular organismal development
response to abiotic stimulus
single-organism developmental process
anatomical structure development
developmental process
macromolecule modification
protein modification process
cellular protein modification process
flower development

tive shoot system
system development
tissue development
phyllome development
anatomical structure morphogenesis Developmental
skin development
epidermis development processes
epithelium development
cellular developmental process
cell differentiation
organ development
shoot system development

|

—
o) k7]
2 )
] =
(&)

North
South

Figure S20. Enriched categories among PCGs introgressed from wild MA subpopulations into
domesticated genotypes.
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Figure S21. Enriched categories among PCGs introgressed between wild MA subpopulations.
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