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How to browse on this website?

1/ First select a main trait on the drop-down menu « Traits », e.g. « Black Spot »

2/ Then you will have access to a new drop-down menu « Phenotypes », « Parameters » or
similar to more precisely select a phenotype of interest, e.g. « Blackspot - 3 years ». For some
phenotypes, GWAS was also performed on (binary: 0/1 around the indicated threshold value)

Phenotypes )

S MR »

3/ Then a pdf is expected to be open on the webpage. By default, the results shown are those
from the general model of GWASpoly. For more information regarding the GWASpoly model,
see slide 4 of this survival guide.

4/ To select any other model than the general model, a new drop-down menu (« Models »)
is then available. Select the « additive » model for instance (see also slide 4).



How to read the results? i Gene density (500kb Slidwin)

SNP density (only those with
MAF 2 0.05, 1Mb Slidwin)
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whole genome, here observed on the two
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Why so many different GWAS models ?

It is important to note that performing GWAS on a polyploid species generates an additional
degree of complexity regarding the genetic dominance of a given trait.

Note that even if all our 204 rose genotypes are not tetraploids, all were genotyped as
tetraploid (most are still truly tetraploids, the remaining genotypes are mostly diploid). At
each SNP, each individual has 5 possible classes of alleles B {0, 1, 2, 3, 4} depending on the
observed dosage levels of allele B, i.e. AAAA, AAAB, AABB, ABBB or BBBB.
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How to rapidly identify the most interesting genomic regions for each trait to focus on?
Main Trait (benzylalcohol)

Quantitative/qualitative phenotypic variation
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How to have access to more information that the circlize view shown on the website?

All the results are available on a dedicated github repository:
https://github.com/roseGWASbrowser/PopGen_GWAS_19thcentury_rosesl/tre
e/main/lGWAS/ALL_GWAS_RESULTS/

The organization of result directories mirrors the structure of the webS|te maklng it
easy to locate the different zip files containing the results. _ st

Concretely, each zip file includes:
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- Linear Manhattan plots for all models

TN2014.additive_P_value

- QQplots for all models

logqp p-value)

- Raw values (p-values, g-values, ...)

For most of the traits, this last repository also contains local &
density in associated SNPs (./raw_results/res _density...)
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Given the large amount of information available on the website and the GitHub
repository, some details may be missing and occasional errors may be
present. For any questions regarding the results, please feel free to email me:
thibault.leroy[AT]inrae[DOT]com



