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general TEXT
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refseqid VARCHAR(20) 1
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seq_id VARCHAR(12)
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culture_collection VARCHAR(50)
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number_contig INT(8)
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isolate_origin TEXT
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cmr_id VARCHAR(10)
gc VARCHAR(5)
gc_comment TEXT
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oral VARCHAR(80)
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shape VARCHAR(20)
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atcc_list_1 VARCHAR(14)
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phage_data_id INT(11)
phage_id VARCHAR(11)
Assembly_NCBI VARCHAR(50)
SRA_Accession_NCBI VARCHAR(100)
Submitters_NCBI TEXT
Release_Date_NCBI VARCHAR(50)
Family_NCBI VARCHAR(50)
Genus_NCBI VARCHAR(50)
Species_NCBI VARCHAR(100)
Molecule_type_NCBI VARCHAR(50)
Sequence_Type_NCBI VARCHAR(50)
Genotype_NCBI VARCHAR(5)
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USA_NCBI VARCHAR(10)
Host_NCBI VARCHAR(100)
Isolation_Source_NCBI VARCHAR(100)
Collection_Date_NCBI VARCHAR(100)
BioSample_NCBI VARCHAR(20)
GenBank_Title_NCBI VARCHAR(100)
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