Fast diffusion of domesticated maize to temperate zones
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Supplementary Information

Supplementary table S1

Whole genome sequencing data for the TS, NSS and SS inbred lines used for dadi and MSMC.
Supplementary table S2

Performance of three different demographic models using data from the TS and NSS populations.
Supplementary table S3

IBD sharing distribution between individuals.

Supplementary fig. S1

Results from NSS (non-stiff-stalk), SS (Stiff Stalk) and TS (tropical/subtropical populations)
population structure analysis. Results for K=3 and K=4 are shown. Each individual’s genome is
represented by a vertical bar composed of colored sections, where each section represents the
proportion of an individual’s ancestry derived from one of the K ancestral populations. Individuals are
arrayed horizontally and grouped by groups as indicated.

Supplementary fig. S2

1D model-data comparison plots. In the top panel, the model is plotted in red and the data in blue. In
the bottom panel, the residuals between the model and data are plotted. The top plot shows the model
and data frequency spectra, whereas the bottom plots the residuals between the model and data. A,
Standard neutral model (snm) for TS; B, two epoch model for TS; C, three epoch model for TS; D,
Standard neutral model for NSS; E, two epoch model for NSS; F, three epoch model for NSS; G,
Standard neutral model for SS; H, two epoch model for SS; I, three epoch model for SS.
Supplementary fig. S3

Comparison of four demographic models with different migration patterns using dadi. (A) None
gene flow is simulated. (B) One-way gene flow is simulated (C) Symmetric gene flow is simulated (D)

Asymmetric gene flow is simulated. The log-likelihood and AIC value were presented for each model.



