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T-BAS: Data and metadata enriched analysis portal
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T-BAS: Data and metadata enriched analysis portal
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T-BAS: Data and metadata enriched analysis portal
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T-BAS: Data and metadata enriched analysis portal
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T-BAS: Tracking emerging Phytophthora species
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T-BAS: Easily add new sequences and metadata
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Integrate T-BAS and pathogen genomic surveillance on ~.
infestansinto the Plant Aid Database (PAdb)
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T-BAS: Public online or local version with license

Journal Submission Data Repositories (free and open)
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