taxo_names prot_feat
ORIGAMI ncbi_taxid integer <pk,fk> accession varchar <pk,fk>
(2012/09 - AGJ) name varchar <pk> features /code_feat integer <pk,fk> dna_loc
e varchar <pk> ion varchar <pk,fk>
code_feat integer <pk,fk>

accession varchar <pk,fk>
code_feat integer <pk>

ncbi_taxid integer <pk> qualifiers

accession varchar <pk,fk>

dna_seq code_feat integer <pk,fk>
- 1 code_qual integer <pk>
accession varchar <pk,fk> I~ accession VARCHAR <pk> locations genes data

ncbi_taxid integer <fk> ion varchar <pk,fk>
keywords code_feat integer <pk,fk>
- code_loc integer <pk>
accession varchar <pk,fk>
homologies data
accession varchar <pk,fk>
articles

accessions

varchar <pk,fk>
accession varchar <pk,fk> num_art integer <pk>
old_accession varchar <pk>

data for the management of private access

homologies

g_organism_id integer <fk1>
g_element_id integer <fk2>
g_gene_id integer <fk3>
q_length integer

s_organism_id integer <fk4>
s_element_id integer <fk5>

s_gene_id integer <fk6>
s_length integer
neighbors genes identity double
gene_id integer <fk1> gene_id integer  <pk> score double
organism_id integer <fk3> organism_id integer  <fk2> e_value double
element_id integer <fk2> element_id integer  <fk1> rank integer
left_gene_id integer <fk4> name character q_first integer
left_distance integer strand integer q_first_frac double
user_info right_gene_id integer <fk5> start q_last integer
user_id integer <pk> right_distance integer stop q_Ia_st_frac fmuble
labo varchar(255) i q_aI!gn_Iength integer
nom varchar(50) feature_id  integer q_gllgn_frac .double
prenom varchar(50) s_f!rst integer
= s_first_frac double

session_id varchar(100) s_last integer
login varchar(100) s_las! frac dougle

password varchar(100) N a
\ s_align_length integer

s_align_frac  double
user_groupe

user_id integer <fk1>
groupe_id integer <fk2>

groupe_info /

groupe_id  integer <pk>
organism_id integer <fk>
libelle varchar(50)

acces_type varchar(10)




