
expression

gene_id VARCHAR(50)

sample VARCHAR(100)

tissue VARCHAR(50)

study VARCHAR(50)

read_count INT(11)

expression FLOAT

species VARCHAR(50)

individual VARCHAR(50)

Indexes

gene

gene_id VARCHAR(50)

name VARCHAR(50)

chromosome VARCHAR(50)

strand VARCHAR(50)

start INT(11)

end INT(11)

biotype VARCHAR(50)

species VARCHAR(50)

Indexes

neighborlnc

notlnc_geneid VARCHAR(50)

notlnc_genename VARCHAR(50)

neib_geneid VARCHAR(50)

neib_genename VARCHAR(50)

relative_posi INT(11)

neib_chromosome VARCHAR(50)

neib_strand VARCHAR(50)

neib_start INT(11)

neib_end INT(11)

neib_biotype VARCHAR(50)

species VARCHAR(50)

Indexes

overlapqtl

gene_or_trans_id VARCHAR(50)

gene_or_trans_name VARCHAR(50)

qtl_id INT(11)

trait_id INT(11)

species VARCHAR(50)

Indexes

qtl

qtl_id INT(11)

name VARCHAR(255)

chromosome VARCHAR(50)

strand VARCHAR(50)

start INT(11)

end INT(11)

feature VARCHAR(50)

trait_id INT(11)

trait_title VARCHAR(255)

species VARCHAR(50)

Indexes

transcript

transcript_id VARCHAR(50)

name VARCHAR(50)

gene_id VARCHAR(50)

chromosome VARCHAR(50)

strand VARCHAR(50)

start INT(11)

end INT(11)

length INT(11)

exon_number INT(11)

species VARCHAR(50)

biotype VARCHAR(50)

Indexes

neighborgenes

gene_id VARCHAR(50)

neib_geneid VARCHAR(50)

neib_genename VARCHAR(50)

relat_position INT(11)

neib_chromosome VARCHAR(50)

neib_strand VARCHAR(50)

neib_start INT(11)

neib_end INT(11)

neib_biotype VARCHAR(50)

species VARCHAR(50)

Indexes

exon

transcript_id VARCHAR(50)

exon_index INT

start INT(11)

end INT(11)

Indexes

sequence

transcript_id VARCHAR(50)

nucleotide_seq TEXT

Indexes

Administrator
打字机
Additional file 2. Entity-Relation diagram of the ALDB database.
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