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Research involving human participants, their data, or biological material
Policy information about studies with human participants or human data. See also policy information about sex, gender (identity/presentation),
and sexual orientation and race, ethnicity and racism.

Reporting on sex and gender

Reporting on race, ethnicity, or
other socially relevant groupings

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.

Field-specific reporting
Please select the one below that is the best fit for your research. If you are not sure, read the appropriate sections before making your selection.

Life sciences Behavioural & social sciences Ecological, evolutionary & environmental sciences
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Ecological, evolutionary & environmental sciences study design
All studies must disclose on these points even when the disclosure is negative.

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

www.ncbi.nlm.nih.gov/bioproject/PRJNA1010806]. The Illumina and Hi-C interaction mapping reads generated in this study for genome assembly polishing are
deposited in the NCBI BioProject under accession number PRJNA1010212 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA1010212]. The population sequence
capture array Illumina reads generated in this study have been deposited in the NCBI BioProject under accession number PRJNA1009225 [https://
www.ncbi.nlm.nih.gov/bioproject/PRJNA1009225]. The genome assembly of male and female Salix exigua have been deposited in the NCBI BioProject under
accession number PRJNA1009227 [https://www.ncbi.nlm.nih.gov/bioproject/PRJNA1009227] and PRJNA1009230 [https://www.ncbi.nlm.nih.gov/bioproject/
PRJNA1009230]

n/a

n/a

n/a

n/a

n/a

We mapped sex determination in Salix exigua and analyzed the movement of sex chromosomes in the genus.

We sampled 48 Salix exigua individuals - 24 males and 24 females - for mapping sex determination regions in the Rio Bonito
population. This sample size has been shown sufficient for mapping SDRs in many studies. We chose to sample S. exigua because it
represents a previously unsampled taxonomic section of Saix. The population sample is meant to represent sex chromosomes in the
species,

Plants were marked in the field and sampled arbitrarily along a linear transect following the bank of the Rio Bonito. Arbitrary
sampling was reasonable because we did not know the genotypes of individuals other than by knowing their sexes. To avoid sampling
the same clone, we collected from trees that were separated by >10m or were obviously different individuals because one was a
male and other other was a female. We sampled 24 males and 24 females. This sample size had been shown in previous studies
(Sanderson et al. 2021 Heredity) and in independent studies (Muyle et al. 2016 GBE) to be sufficiently large for detecting sex
determination regions with high power (0.8).

Field data were recorded on the sexes of individuals in a field notebook by Nan Hu and Haley Hale.

Leaf samples from 48 individuals were collected for sequencing in early April 2017. All samples were collected along a ~2 km transect.
Samples for genome assemblies were collected from the same population on October 20, 2018.

no data were excluded

The study question of identifying the sex chromosome does not require replicated studies. These GWAS studies are not usually
reproduced.

Genotypes were assumed to be randomly distributed among the collected samples. A posteriori analyses of genetic diversity
supported this assumption.

Not applicable. No studies with manipulated treatments that would require blinding ere preformed for this research.
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Field work, collection and transport

Field conditions

Location

Access & import/export

Disturbance

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

Materials & experimental systems

n/a Involved in the study

Antibodies

Eukaryotic cell lines

Palaeontology and archaeology

Animals and other organisms

Clinical data

Dual use research of concern

Plants

Methods

n/a Involved in the study

ChIP-seq

Flow cytometry

MRI-based neuroimaging

We collected during one day. It was sunny.

33º31'39.33"N 150º26'21.05"W on the Rio Bonito on Fort Stanton-Snowy River Cave National Conservation Area, Bureau of Land
Management USA

In 2017, Haley Hale obtained permission for sampling fromMichael McGee at the the main office at the Fort Stanton-Snowy River
Cave National Conservation Area, Bureau of Land Management (BLM) USA. No samples were imported or exported across national
borders. The BLM land where leaf tissues were collected has no restrictions on plant collecting.

We did not disturb the area.




