
abundance

abundance_id INT(10)

reference VARCHAR(300)

otid VARCHAR(11)

domain_id INT(10)

phylum_id INT(10)

klass_id INT(10)

order_id INT(10)

family_id INT(10)

genus_id INT(10)

species_id INT(10)

subspecies_id INT(10)

notes TEXT

level VARCHAR(12)

max VARCHAR(10)

BM_mean VARCHAR(11)

BM_10p VARCHAR(11)

BM_90p VARCHAR(11)

BM_prev VARCHAR(11)

BM_sd VARCHAR(11)

KG_mean VARCHAR(11)

KG_10p VARCHAR(11)

KG_90p VARCHAR(11)

KG_prev VARCHAR(11)

KG_sd VARCHAR(11)

HP_mean VARCHAR(11)

HP_10p VARCHAR(11)

HP_90p VARCHAR(11)

HP_prev VARCHAR(11)

HP_sd VARCHAR(11)

TD_mean VARCHAR(11)
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Indexes

domain

domain_id INT(11)

domain VARCHAR(300)

Indexes

extra_flat_info

flat_info_id INT(11)

otid INT(11)

NCBI_pubmed_search_count VARCHAR(10)

NCBI_nucleotide_search_count VARCHAR(10)

NCBI_protein_search_count VARCHAR(10)

NCBI_genome_search_count VARCHAR(10)

NCBI_taxonomy_search_count VARCHAR(10)

NCBI_gene_search_count VARCHAR(10)

NCBI_genomeP_search_count VARCHAR(10)

create_info TEXT

update_date DATETIME

Curator VARCHAR(50)

modifier VARCHAR(10)

Indexes

family

family_id INT(11)

family VARCHAR(300)

Indexes

genomes

seq_id VARCHAR(12)

otid INT(11)

culture_collection VARCHAR(50)

status VARCHAR(25)

sequence_center VARCHAR(256)

number_contig INT(8)

combined_length INT(15)

flag INT(3)

oral_pathogen TINYINT(1)

isolate_origin VARCHAR(200)

ncbi_bioproject VARCHAR(30)

ncbi_genome_id VARCHAR(10)

ncbi_biosample VARCHAR(20)

genbank_accession VARCHAR(100)

cmr_id VARCHAR(10)

gc VARCHAR(5)

genbank_assembly VARCHAR(200)

atcc_medium_number VARCHAR(25)

non_atcc_medium VARCHAR(25)

16s_rrna TEXT

16s_rrna_comment TEXT

type_strain VARCHAR(10)

oral VARCHAR(80)

number_of_clones_6_06 VARCHAR(10)

air_or_anerobe VARCHAR(10)

shape VARCHAR(20)

gram_stain VARCHAR(10)

atcc_list VARCHAR(14)

other_internal_names VARCHAR(200)

flag_explanation VARCHAR(50)

4 more...

Indexes

genus

genus_id INT(11)

genus VARCHAR(300)

Indexes

image_name

image_name_id INT(11)

otid INT(11)

image_name VARCHAR(100)

Indexes

klass

klass_id INT(11)

klass VARCHAR(300)

Indexes

order

order_id INT(11)

order VARCHAR(300)

Indexes

otid_prime

otid INT(11)

otid_name VARCHAR(20)

taxonomy_id INT(8)

warning INT(8)

ncbi_taxon_id INT(11)

status VARCHAR(10)

Indexes

phylum

phylum_id INT(11)

phylum VARCHAR(300)

Indexes

ref_strain

reference_strain_id INT(11)

otid INT(11)

reference_strain VARCHAR(100)

Indexes

reference

reference_id INT(11)

otid INT(11)

pubmed_id INT(15)

journal VARCHAR(150)

authors VARCHAR(200)

title VARCHAR(200)

auto_id VARCHAR(10)

Indexes

rrna_sequence

rrna_sequence_id INT(11)

otid INT(11)

rrna_sequence VARCHAR(100)

Indexes

site

site_id INT(11)

otid INT(11)

site VARCHAR(20)

Indexes

species

species_id INT(11)

species VARCHAR(255)

Indexes

subspecies

subspecies_id INT(11)

subspecies VARCHAR(300)

Indexes

synonym

synonym_id INT(11)

otid INT(11)

synonym VARCHAR(100)

Indexes

taxon_info

taxon_info_id INT(11)

otid INT(11)

general TEXT

prevalence TEXT

cultivability TEXT

disease_associations TEXT

phenotypic_characteristics TEXT

Indexes

taxon_refseqid

taxon_refseq_id INT(11)

otid INT(11)

refseqid VARCHAR(20)

seqname VARCHAR(50)

strain VARCHAR(128)

genbank VARCHAR(30)

seq_trim9 BLOB

seq_trim28 BLOB

seq_aligned BLOB

seq_trim28_end BLOB

status VARCHAR(20)

site VARCHAR(100)

order INT(11)

flag VARCHAR(100)

Indexes

taxonomy

taxonomy_id INT(11)

domain_id INT(11)

phylum_id INT(11)

klass_id INT(11)

order_id INT(11)

family_id INT(11)

genus_id INT(11)

species_id INT(11)

subspecies_id INT(11)

Indexes

type_strain

type_strain_id INT(8)

otid INT(11)

type_strain VARCHAR(30)

Indexes


