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A comprehensive and accurate annotation for the grapevine T2T genome
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Addressing the opportunities and challenges of genomics methods in grapevine (Vitis vinifera L.)
requires the development of a comprehensive and accurate reference genome and annotation. We
aimed to create a new gene annotation for the PN40024 grapevine reference genome by integrating
the highly accurate and complete T2T assembly and the manually curated PN40024.v4 annotation.
Here, we present a novel workflow to enhance the annotation of the T2T genome by incorporating
past community input found in PN40024.v4. The pipeline's containerization will improve the
workflow's reproducibility and flexibility, facilitating its inclusion as a shared workflow on the Grapedia
portal, the grapevine genomics encyclopedia. The pipeline includes both structural and functional
annotation of genes, including INncRNAs and miRNAs. Moreover, we provide conversions between
different annotation versions, allowing the comparison and integration of various grapevine datasets.
To ensure transparency and traceability, we have modified the structure of the gene IDs, retaining
the Vitvi prefix but also referencing the genome version and annotation. This will allow us to handle
any gene model issues between different annotation versions and to easily distinguish the version
from the annotation in publications. The annotation workflow will soon be available on the Grapedia
portal (https://grapedia.org/), where it can potentially be applied to other cultivars. This annotation
version will also serve as the basis for the new grape gene reference catalogue, which will provide

a comprehensive and updated resource for grapevine genomics.
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