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genomes data

genes data

homologies data

alignement data

data for the management of private access

annotation data - schema micado

data for managing updates to the database

elements

element_id
organism_id
type
size
accession
description
mdate
date_seq
version
CONSTRAINT

integer
integer
character
integer
varchar
character
TIMESTAMP
character
integer
element_type

<pk>
<fk1>

<fk2>

alignments

alignment_id
alignment_param_id
score
pairs
orientation_conserved
orthologs
homologs
mismatches
gaps
total_gap_size
q_first_gene_position
q_last_gene_position
q_size_kb
s_first_gene_position
s_last_gene_position
s_size_kb
q_start
q_stop
s_start
s_stop

integer
integer
double
integer
boolean
integer
integer
integer
integer
integer
integer
integer
double
integer
integer
double
integer
integer
integer
integer

<pk>
<fk>

alignment_pairs

alignment_id
q_gene_id
s_gene_id
type

integer
integer
integer
integer

<fk1>
<fk2>
<fk3>

alignment_params

alignment_param_id
q_organism_id
q_element_id
s_organism_id
s_element_id
ortho_score
homo_score
mismatch_penalty
gap_creation_penalty
gap_extension_penalty
min_align_size
min_score
orthologs_included
mdate
comp_anal_result_description_id

integer
integer
integer
integer
integer
double
double
double
double
double
integer
double
boolean
timestamp
integer

<pk>
<fk1>
<fk2>
<fk3>
<fk4>

neighbors

gene_id
organism_id
element_id
left_gene_id
left_distance
right_gene_id
right_distance

integer
integer
integer
integer
integer
integer
integer

<fk1>
<fk3>
<fk2>
<fk4>

<fk5>

genes

gene_id
organism_id
element_id
name
strand
start
stop
residues
feature_id

integer
integer
integer
character
integer
integer
integer
text
integer

<pk>
<fk2>
<fk1>

organisms

organism_id
species
strain
substrain
taxon_id
ispublic

integer
character
character
character
integer
boolean

<pk>

homologies

q_organism_id
q_element_id
q_gene_id
q_length
s_organism_id
s_element_id
s_gene_id
s_length
identity
score
e_value
rank
q_first
q_first_frac
q_last
q_last_frac
q_align_length
q_align_frac
s_first
s_first_frac
s_last
s_last_frac
s_align_length
s_align_frac

integer
integer
integer
integer
integer
integer
integer
integer
double
double
double
integer
integer
double
integer
double
integer
double
integer
double
integer
double
integer
double

<fk1>
<fk2>
<fk3>

<fk4>
<fk5>
<fk6>

 
ORIGAMI

(2012/09 - AGJ)

suivi_maj

date_maj
accession
type_maj

DATE
VARCHAR(32)
CHAR(1)

<pk>
<pk,fk>

sequences

accession
ncbi_taxid

VARCHAR
integer

<pk>
<fk>

features

accession
code_feat

varchar
integer

<pk,fk>
<pk>

dna_loc

accession
code_feat

varchar
integer

<pk,fk>
<pk,fk>

prot_feat

accession
code_feat

varchar
integer

<pk,fk>
<pk,fk>

qualifiers

accession
code_feat
code_qual

varchar
integer
integer

<pk,fk>
<pk,fk>
<pk>

locations

accession
code_feat
code_loc

varchar
integer
integer

<pk,fk>
<pk,fk>
<pk>

dna_seq

accession varchar <pk,fk>

keywords

accession varchar <pk,fk>

comments

accession varchar <pk,fk>

accessions

accession
old_accession

varchar
varchar

<pk,fk>
<pk>

articles

accession
num_art

varchar
integer

<pk,fk>
<pk>

taxo_names

ncbi_taxid
name
type

integer
varchar
varchar

<pk,fk>
<pk>
<pk>

taxo

ncbi_taxid integer <pk>

user_info

user_id
labo
nom
prenom
session_id
login
password

integer
varchar(255)
varchar(50)
varchar(50)
varchar(100)
varchar(100)
varchar(100)

<pk>

groupe_info

groupe_id
organism_id
libelle
acces_type

integer
integer
varchar(50)
varchar(10)

<pk>
<fk>

user_groupe

user_id
groupe_id

integer
integer

<fk1>
<fk2>


