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File #1. VCF File
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Input

Genome Wide Association Studies (GWAS) examine the association between SMPs and traits. Please select
the parameters to run your GWAS.

To start, you will need to provide a VCF file and a TSV file containing phenotype data. The VCF file is a result
of the variant calling process and may have been filtered, while the TSV file includes sample names and
phenotype information.

VCF File ‘ owse ‘6

‘ Jhome/enrique/gwas/melon.vef.gz ‘

Phenotypic Traits File ‘ Browse ‘ (7]

‘ Jhome/enrigue/gwas/phenotypes.tsv ‘

Figure 1. Main Input Files Wizard
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https://manual.omicsbox.biobam.com/user-manual/omicsbox-modules/module-genetic-variation/variant-calling/
https://manual.omicsbox.biobam.com/user-manual/omicsbox-modules/module-genetic-variation/variant-filtering/
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https://www.ncbi.nlm.nih.gov/pmc/articles/PMC6001694/
https://www.cell.com/ajhg/fulltext/S0002-9297(07)60735-6
https://www.cell.com/ajhg/fulltext/S0002-9297(07)60735-6
https://www.ncbi.nlm.nih.gov/pmc/articles/PMC2795940/

2. Covariate Matrix
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Figure 3. Covariate Matrix®OmicsBoxMPCA. B> FIUIFRIREIDEIC L TEDIFESNTVETD,
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https://journals.plos.org/plosone/article?id=10.1371/journal.pone.0019416
https://www.frontiersin.org/articles/10.3389/fpls.2019.01794/full
https://www.frontiersin.org/articles/10.3389/fpls.2019.01794/full
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OmicsBox ® GWAS
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