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Study description

Research sample

Sampling strategy

Data collection

Timing and spatial scale

Data exclusions

Reproducibility

Randomization

Blinding

Did the study involve field work? Yes No
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used in this study are available in the Sequence Read Archive under accession code PRJNA476679 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA476679],
PRJNA596843 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA596843], PRJNA544491 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA544491], PRJNA492239
[https://www.ncbi.nlm.nih.gov/bioproject/PRJNA492239], PRJNA528431 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA528431], PRJNA544491 [https://
www.ncbi.nlm.nih.gov/bioproject/PRJNA544491], PRJNA439156 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA439156], PRJNA663409 [https://
www.ncbi.nlm.nih.gov/bioproject/PRJNA663409] and PRJEB22687 [https://www.ncbi.nlm.nih.gov/bioproject/PRJEB22687]. The raw sequence data of previously
published re-sequenced accessions used in this study are available in the Genome Sequence Archive (http://bigd.big.ac.cn/gsa) under accession number CRA003763
[https://ngdc.cncb.ac.cn/gsa/browse/CRA003763] and CRA001873 [https://ngdc.cncb.ac.cn/gsa/browse/CRA001873]. The whole-exome capture dataset is available
at http://wheatgenomics.plantpath.ksu,edu/1000EC/. The Chinese Spring wheat reference genome (IWGSC RefSeq v1.0) is publicly available at [https://wheat-
urgi.versailles.inra.fr/Seq-Repository/Assemblies].

We generated a pan-ancestry map by applying an ancestral genomic introgression block dissection method, IntroBlocker, to a
resequencing dataset of 386 tetraploid/hexaploid wheat accessions.

We collected the whole genome re-sequencing data of a panel of 393 interploidy wheat accessions comprising 7 diploid accessions (5
Aegilops tauschii with DD genome and 2 Aegilops longissima with SS genome), 158 tetraploid accessions (Triticum turgidum with
BBAA genome) and 228 worldwide hexaploid accessions (Triticum aestivum with BBAADD genome). This collection was selected to
represent the diversity of evolutionary stages and geographic distribution of polyploid wheat.

No sample size calculated was performed. We collected as many wheat whole genome re-sequencing data publicly available as we
could and we sequenced as many accessions as we could afford. This diverse collection covered the major evolutionary stages of
polyploid wheat, including wild emmer wheat, domesticated emmer wheat, free threshing tetraploid wheat, etc.

Whole-genome resequencing data of 16 accessions were generated in this study, and the other 377 accessions were collected from a
total of 8 sources. Genomic DNA was extracted from young leaves of 16 accessions following a standard CTAB protocol by Sun group.
DNA libraries were constructed by Novogene and sequenced with the Illumina Hiseq Xten PE150 platform. The data collected and
generated in this study were analysed together.

Samples were planted and sequenced at the seedling stage in 2018.

No data excluded.

Not directly applicable, as this study focused on characterizing the existing patterns of genetic diversity and there is no experiments
involved. All the computational replications were included in the results.

Randomization does not directly apply to the characterization of genetic diversity. However, it does apply to some of the
computational analyses conducted. Details of these cases are described in the methods and adhere to widely accepted standards. For
example, 1000 accession pairs were randomly chosen to characterize the genetic distance distribution (e.g. Fig. 1b).

Not applicable. This study focuses on genomic data of plant and no analyses required being blind to groups.




