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For manuscripts utilizing custom algorithms or software that are central to the research but not yet described in published literature, software must be made available to editors and
reviewers. We strongly encourage code deposition in a community repository (e.g. GitHub). See the Nature Research guidelines for submitting code & software for further information.
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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

based demographic inference based on the site frequency spectrum) as well as msprime v.0.4.0 (coalescence simulations) and SLiM v. 3.3.2
(forward simulations) together with custom software in java v. 1.8.

Some of our custom software relied on java v. 1.8 (https://github.com/HancockLab).

For reconstructing histories of FRI and FLC variants we used RELATE v1.1.2 (estimate genealogical trees) and CLUES (estimate selection
coefficient).

For quantitative genetic analysis (including GWAS) we used plink v. 1.90b3.45 and GEMMA v. 0.94 (genome-wide association) and R v.
1.2.5033.

All statistical analyses were done using R v.1.2.5033. Specific usage is described in Methods and Supplementary Methods

Data availability statement is included in the mansucript file and reads as follows:

All data generated in this study are included in this article and its Supplementary Materials files. The raw sequencing read data generated in this study have been
deposited in the European Nucleotide Archive (ENA) under accession code PRJEB39079 (ERP122550; https://www.ebi.ac.uk/ena/browser/view/PRJEB39079). In
addition, previously published sequence data were used from ENA project ID PRJEB24044 (https://www.ebi.ac.uk/ena/browser/view/PRJEB24044) and ENA project
ID PRJNA273563 (https://www.ebi.ac.uk/ena/browser/view/PRJNA273563). All sequences were aligned against the Arabidopsis TAIR reference assembly
GCA_000001735.1 (ENA; https://www.ebi.ac.uk/ena/browser/view/GCA_000001735.1). The genomic variant calls have been deposited in the European Variation
Archive (EVA), under project accession number PRJEB44201 (ERZ1886920; https://www.ebi.ac.uk/ena/data/view/PRJEB44201). Source data are provided with this
paper.

Sample sizes are described in the relevant figure legends. No statistical approach was used to determine sample size in advance of this study,
but sizes were based on previously published population genetic and trait-mapping studies. The sample sizes used were adequate to identify
significant differences in flowering time and fitness between experimental groups. Samples were selected to maximize variation and thus to
achieve a result that represented actual differences between populations.

For population genetic clustering analyses, we obtained the maximum possible number of genomes from Morocco and 1001 genomes
populations and down-sampled where needed to obtain equal sample numbers among regional groups (for NJ tree and Chromopainter).
When computing the joint site frequency spectra for demographic and population genetics analyses, we down-sampled the two CVI
populations to 40 samples each and the Moroccan clade to 54. At every site in the genome, accessions were chosen among the ones with
non-missing information at the specific site, in order to minimize loss of variants due to missing data.

For the phenotyping experiment in the natural populations under CVI conditions, we grew the maximum number of plants possible in our
chamber. This included 174 representative accessions from Santo Antão and 129 representative accessions from Fogo, and all sequenced
accessions from Morocco (n=64). We also included mutants and controls for specific candidate genes (Col-0, Col-0 FRI-Sf2, and Col-0 FRI-Sf2
flc-3), in four replicates. F2 populations have different sizes (n=488, 636 and 598; as in Methods). For the phenotyping experiment in
simulated Moroccan conditions, we used 64 Moroccan accessions, 4 representative accessions from each of the CVI islands, all in 4 replicates.
For the RNA expression experiment, three replicates for each genotype were used. For the complementation test experiment, we phenotyped
4 replicates of each parental line (Col-0 FRI-Sf2 flc-3, F3-2, F9-2, F13-8, F10-1-3) and 8 of each F1.

No data were excluded from the initial set of 335 accessions, nor from the phenotypic experiments.

For population genetic clustering analyses (NJ tree, Chromopainter), we repeatedly down-sample each genetic cluster to a uniform sample
size in order to determine repeatability within the data set.

For demographic inference with MSMC v.2, we used a total of 63 combinations of eight accessions from each island. For the split to Morocco,
we used 357 combinations (separately for the High Atlas, South and North Middle Atlas Moroccan populations). For splits within Santo Antão,
we used 12 combinations. We used different combinations of sets of samples in order to determine repeatability within the data set.

For demographic inference with dadi, we identified the model with the best support using the Akaike information criterion (AIC), and for each
resulting best model, we calculated confidence intervals for parameters using 100,000 bootstrapped data sets and the Godambe Information
Matrix.

For the dNeu/dSel and DFE analyses, we bootstrapped the data 500 times for each population, in order to quantify the spread around the
point estimates for these statistics.

In the phenotyping experiment under simulated CVI conditions, accessions from Cape Verde natural populations were grown in four replicates




