NodMutDB Database Schema and Data Curation Model

A. Gene/mutant schema

gene

gene_id: NUMBER(9)

gene_symbol: VARCHAR2(20)
primary_locus: VARCHAR2(20)
gene_name: VARCHAR2(100)
gene_function: VARCHAR2(500)
gene_location: VARCHAR2(500)
specie_id: NUMBER(5)
specie_type: NUMBER(1)
gh_accession: VARCHAR2(20)
primary_locus_source: VARCHAR2(100)
extra_info: VARCHAR2(500)
curation_flag: NUMBER(1)

taxon_name: VARCHAR2(100)

specie
specie_id: NUMBER(5)
taxon_id: NUMBER(9)

specie_type: NUMBER(1)

gene_mutant

gene_id: NUMBER(9)

mutant_id: NUMBER(9)
mutation_location: VARCHAR2(500)
extra_info: VARCHAR2(500)

external_link
gene_id: NUMBER(9)
external_id: VARCHAR2(30)
external_database_id: NUMBER(5)

external_database
extermnal_database_id: NUMBER(5)

database_name: VARCHAR2(100)
full_db_name: VARCHAR2(100)
db_url: VARCHAR2(1000)

Sm_annotation_ptt
locus: VARCHAR2(20)

start_pos: NUMBER(15)

end_pos: NUMBER(15)

strand: VARCHAR2(1)

length: NUMBER(9)

gi: NUMBER(9)

gene_name: VARCHAR2(50)
COG_categ_code: VARCHAR2(20)
COG_id: VARCHAR2(20)
gene_product: VARCHAR2(500)

gene_reference

gene_id: NUMBER(9)
reference_id: NUMBER(9)
| extrainfo: VARCHAR2(500)
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reference ‘

reference_id: NUMBER(9)

authors: VARCHAR2(2000)
title: VARCHAR(1000)
year: NUMBER(4)

locator: VARCHAR(250)
pubmed _id: VARCHAR(20)

pseudo_2D_gel

mutant
mutant_id: NUMBER(9)

mutant_symbol: VARCHAR2(50)
allele_symbol: VARCHAR2(50)
mutant_group: VARCHAR2(20)
phenotype: VARCHAR2(2000)
mutant_description: VARCHAR2(1000)
allelism: VARCHAR2(1000)
mutagenesis_method: VARCHAR2(100)
development_stage_id: NUMBER(9)
true_1st_stage affected: NUMBER(1)
target_single_gene: NUMBER(1)
specie_id: NUMBER(5)

specie_type: NUMBER()
external_url_link: VARCHAR2(250)
allele_order: NUMBER(5)
phenotype_brief: VARCHAR2(200)
mutant_class: VARCHAR2(100)
curation_flag: NUMBER(1)
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mutant_synonym
mutant_id: NUMBER(9)
mutant_synonym: VARCHAR2(50)

mutagenesis

mutagenesis_method: VARCHAR2(100)

description: VARCHAR2(1000)
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mutant_class
mutant_class: VARCHAR2(100)
description: VARCHAR2(250)
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mutant_reference

mutant_id: NUMBER(9)
reference_id: NUMBER(9)

Lextra_info: VARCHAR2(500)

locus: VARCHAR2(20)

COG_function

mw: NUMBER(20,10)

log_mw: NUMBER(20,10)

pl: NUMBER(10,8)

start_5_end: NUMBER(15)
end_3_end: NUMBER(15)
common_name: VARCHAR2(500)

function_code: VARCHAR2(1)

function: VARCHAR2(250)

development_stage

dewvelopment_stage_id: NUMBER(9)

dewvelopment_stage: VARCHAR2(250)
description: VARCHAR2(2000)
abbreviation: VARCHAR2(50)

dev_stage_reference

dewelopment_stage_id: NUMBER(9)
reference_id: NUMBER(9)




B. Curation schema

curator

curator_id: NUMBER(9)

user_name: VARCHAR2(50)
password: VARCHAR2(20)
first_name: VARCHAR2(30)
middle_initial: VARCHAR2(10)
last_name: VARCHAR2(30)
title: VARCHAR2(100)
email: VARCHAR2(250)
phone: VARCHAR2(30)

fax: VARCHAR2(30)
address: VARCHAR2(500)
permission_id: NUMBER(1)
active_flag: NUMBER(1)

curator_task

curator_id: NUMBER(9)
gene_id: NUMBER(9)

status: NUMBER(1)
completion_date: DATE
assign_date: DATE
curation_type_id: NUMBER(1)
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permission
permission_id: NUMBER(1)

permission: VARCHAR2(50)
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curation_history

curation_type

curation_type_id: NUMBER(1)

curation_type: VARCHAR2(50)

curator_id: NUMBER(9)
table_name: VARCHAR2(30)
record_id: NUMBER(9)
curation_time: DATE

notes: VARCHAR2(2000)
submitter: VARCHAR2(50)
submission_date: DATE
curation_type_id: NUMBER(1)




C. Data curation model

Literature
Curation

Public
Submission

——

Symbiosis
related genes

Assigned to

v

curators to curate
mutants for each gene

Literature
Curation

Public
Submission

— e/

A RRKRRKRERE

Mutants of
each gene

Literature

Verified/entered
by curators

AT
N 4

NodMutDB

Entered/updated by Database
an assigned curator

—

Verified/updated by \_/

a senior curator

Auto-uploaded from
PubMed or manually
entered by a curator



