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- 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

"Data availability statement" section: 
1. The raw DNA sequencing data of the QTN library are deposited in the GenBank under the bioproject accession number PRJNA623686. 
2. A web-based version of RiceNavi is available in the website http://www.xhhuanglab.cn/tool/RiceNavi.html (supporting most browsers including Chrome, Firefox, 
and Safari, but not IE). In this web-based application, all functions in RiceNavi (QTNmap, QTNpick, Simulation and SampleSelect) can be accessed with user-friendly 
graphical interfaces.  
 
The software package we developed is included in "Code availability statement" section: 
3. The source code of of RiceNavi is available in both our lab web (http://www.xhhuanglab.cn/tool/RiceNavi.html) and the GitHub repository (https://github.com/
xhhuanglab/RiceNavi.git).

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

For a reference copy of the document with all sections, see nature.com/documents/nr-reporting-summary-flat.pdf

Life sciences study design
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Sample size "GWAS in eight rice cohorts and QTG effect estimation" of "Online Methods" section: 
The genotype and phenotype data used was generated from this study and also collected from seven other cohorts. The eight rice cohorts 
included a total number of 17,376 accessions and 270 trait replicates. 

Data exclusions No samples were excluded in the analysis.

Replication For the QTN library, phenotyping was conducted on three replicates for each line.

Randomization Randomization is not involved in this study, because we used all the rice QTN information in public literatures, and we collected the genotypic 
and phenotypic data of all the rice accessions in the eight GWAS cohorts .

Blinding Online Methods section: A double-blind test was performed, in which each sample was smelled and replicated two times. The fragrance level 
was recorded as 1 (non-basmati fragrance) and 2 (basmati-specific fragrance), respectively.
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