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SILVA: The high-quality ribosomal RNA (rRNA) gene database

SILVA is a comprehensive resource of rRNA gene sequences spanning all three domains of life. Its primary purpose is to provide high-quality,
standardized, and aligned reference datasets, a taxonomic framework, and tools for classifying microbial diversity across various ecosystems.

SILVA is founding member of the German network for Bioinformatics (de.NBI) and ELIXIR Germany. In 2018, SILVA

was recognized as ELIXIR Core Data Resource, followed by the acknowledgment as Global Core Biodata Resource in 2023. EIM. S=1= Come
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SILVA will continue to reconcile 16S rRNA gene and genome-based
classifications by adopting the latest GTDB release. LPSN will serve
be used as the primary source of nomenclature for prokaryotes,
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SILVA's integration within DSMZ Digital Diversity

Adapting EukMap as TaxMap for LPSN Integrating Sraininfo Identifiers
As part of the UniEuk project, SILVA developed a taxonomic curation In the past, SILVA used Straininfo.net to indicate sequences derived
platform. This platform will be adapted as TaxMap to visualize the from type strains or cultured isolates. We will continue this feature
taxonomic hierarchy of LPSN. The development aims to facilitate SILVA based on the new Straininfo U [looveorassy
curation and improve users’ access to LPSN-derived taxonomy. service. Future integration willalso  (eeta, - e
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Screenshot from https://eukmap.unieuk.net/taxonomy seguence data. (https://straininfo.dsmz.de/strain/311029)
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