*** Gene Ontology ***: (updated last: 06/04/2014)
New MySQL version once a month (around the 20th)

http://archive.geneontology.org/latest-lite/
The database export was prepared from a mysql db - you should have no problem importing it:
· Download go_<date>-seqdblite-tables.tar.gz to ISIS
· wget <file_name>

· tar –zxvf go_<date>-seqdblite-tables.tar.gz

· cd <releasedir>

· drop database GO_Pipeline;

· echo “create database GO_Pipeline” | mysql –u mhonig –p

· cat *.sql | mysql –u mhonig –p GO_Pipeline
· mysqlimport –u mhonig –p –L GO_Pipeline *.txt
· copy ‘term’ table to annotation_feature database
· drop table ‘GO_term’

· rename ‘term’ table to ‘GO_term’
*** ChEBI *** (updated last – 6/04/2014)
ftp://ftp.ebi.ac.uk/pub/databases/chebi/generic_dumps/generic_dump_3star.zip
ftp://ftp.ebi.ac.uk/pub/databases/chebi/generic_dumps/generic_dump_allstar.zip
ftp://ftp.ebi.ac.uk/pub/databases/chebi/generic_dumps/mysql_create_tables.sql
$ unzip generic_dump_allstar.zip

$ unzip generic_dump_3star.zip

$ gunzip *.sql.gz

$ mysql -u mhonig -p ChEBI < compounds.sql

$ mysql -u mhonig -p ChEBI < autogen_structures.sql

$ mysql -u mhonig -p ChEBI < structures.sql

$ mysql -u mhonig -p ChEBI < default_structures.sql

$ mysql -u mhonig -p ChEBI < chemical_data.sql

$ mysql -u mhonig -p ChEBI < database_accession.sql

$ mysql -u mhonig -p ChEBI < names.sql

$ mysql -u mhonig -p ChEBI < names.sql

$ mysql -u mhonig -p ChEBI < ontology.sql

$ mysql -u mhonig -p ChEBI < references.sql
$ mysql -u mhonig -p ChEBI < vertice.sql

$ mysql -u mhonig -p ChEBI < relation.sql
*** Uniprot (ISIS): *** (latest version: )
[protein] 02/2014 (swissprot)
· wget ftp://ftp.uniprot.org/pub/databases/uniprot/current_release/knowledgebase/complete/uniprot_sprot.dat.gz
· gzip -cd uniprot_sprot.dat.gz | perl uniprot_protein.pl > protein.sprot
· wget ftp://ftp.uniprot.org/pub/databases/uniprot/current_release/knowledgebase/complete/uniprot_trembl.dat.gz
· gzip -cd uniprot_trembl.dat.gz | perl uniprot_protein.pl > protein.trembl
· mysql –u mhonig –p –e “use Uniprot; truncate table protein; alter table protein drop index primary_acc_idx;”
· mysqlimport -u mhonig -p -L Uniprot protein.trembl
· mysql –u mhonig –p –e “use Uniprot; update protein set db_name = ‘trembl’;”

· mysqlimport -u mhonig -p -L Uniprot protein.sprot
· mysql -u mhonig -p -e "use Uniprot; create index primary_acc_idx on protein (primary_acc);"
· rm protein.trembl protein.sprot

[seq_data] 02/2014
· gzip -cd uniprot_trembl.dat.gz | perl uniprot_sequence.pl > seq_data.trembl
· mysql –u mhonig –p –e “use Uniprot; truncate table seq_data; alter table seq_data drop index primary_acc_idx;”

· mysqlimport -u mhonig -p -L Uniprot seq_data.trembl

· gzip -cd uniprot_sprot.dat.gz | perl uniprot_sequence.pl > seq_data.sprot
· mysqlimport -u mhonig -p -L Uniprot seq_data.sprot
· mysql -u mhonig -p -e "use Uniprot; create index primary_acc_idx on seq_data (primary_acc);"
[gene] 01/2014 (swissprot)
· gzip -cd uniprot_sprot.dat.gz | perl uniprot_gene.pl > gene.sprot
· gzip -cd uniprot_trembl.dat.gz | perl uniprot_gene.pl > gene.trembl
· mysqlimport -u mhonig -p -L Uniprot gene.trembl
· mysqlimport -u mhonig -p -L Uniprot gene.sprot
· mysql -u mhonig -p -e "use Uniprot; create index primary_acc_idx on gene (primary_acc);"
[ac_numbers] 02/2014

INSERT INTO ac_numbers (primary_ac, sp_id)


SELECT DISTINCT primary_acc, sp_id


FROM protein; 

· CREATE UNIQUE INDEX primary_acc_spid_uniq_idx ON ac_numbers (primary_ac, sp_id);

[feature_entry] 02/2014
· gzip -cd uniprot_sprot.dat.gz | perl uniprot_feature.pl > feature_entry.sprot
· mysql -u mhonig -p -e "use Uniprot; truncate table feature_entry;"
· mysql -u mhonig -p -e "use Uniprot; alter table feature_entry drop index primary_acc_idx;"
· mysqlimport -u mhonig -p -L Uniprot feature_entry.sprot
· mysql -u mhonig -p -e "use Uniprot; create index primary_acc_idx on feature_entry (primary_ac);"
[species] 02/2014.

[idmapping_uniprot]

[hgnc_sequence]


CREATE TABLE hgnc_sequence AS
SELECT map.uniprot_acc, map.db_acc, seq.sequence_data

FROM idmapping_uniprot map, seq_data seq

WHERE map.uniprot_acc = seq.primary_acc

ORDER BY map.db_acc;

*** Annotation_Feature *** (latest version: )
[PDB_Entries] 06/2014.
$ wget http://iris.physics.iisc.ernet.in/text/entries.txt
· delete the first two lines from entries.txt
· truncate the existing table PDB_Entries

$ mysqlimport -u mhonig -p -L annotation_feature PDB_Entries.txt
[SCOP] 06/2009 (current).
$ wget http://scop.mrc-lmb.cam.ac.uk/scop/parse/dir.des.scop.txt_1.75.

$ mysqlimport -u mhonig -p -L annotation_feature --columns scop_id,family_id,domain_name,range SCOP.txt

SQL> update SCOP

set pdb_id = substring(range,1,4) 

where range like '%:';

SQL> update SCOP

set range = substring(range,6)

where range like '%:'

and trim(domain_name) <> '-';

SQL> update SCOP

set pdb_id = substring(range,1,4)

where trim(domain_name) <> '-' and pdb_id is null;

SQL> update SCOP

set range = substring(range,6) 

where trim(domain_name) <> '-' 

and trim(range) not like '%:';
[PDB_to_UniProt] 06/2014.
$ wget http://www.bioinf.org.uk/pdbsws/pdbsws_res.txt
$ sed -e 's/  */\t/g' pdbsws_res.txt > PDB_to_UniProt.txt
-- truncate table
-- drop index

$ mysqlimport -u mhonig -p -L annotation_feature PDB_to_UniProt.txt
$ mysql –u mhonig –p –e “use annotation_feature; create index pdb_id_idx on PDB_to_UniProt (pdb_id);”
======================================================*=
======== goa_uniprot_comp (latest: 04/2011): =======*=
======================================================*=
$ wget ftp://ftp.ebi.ac.uk/pub/databases/GO/goa/UNIPROT/gene_association.goa_uniprot.gz
###  “goa_uniprot_comp”  ###

$ mysql –u mhonig –p –e “use annotation_feature; truncate table goa_uniprot_comp; drop index dbidentifier_idx;”

$ mysqlimport -u mhonig -p --ignore-lines=1 annotation_feature /tmp/goa_uniprot_comp.tab
$ mysql -u mhonig -p -e "use annotation_feature; create index dbidentifier_idx on goa_uniprot_comp (db_identifier);"

===============================================================

================= InterPro to GO (latest: 04/2011) =====
===============================================================

$ wget ftp://ftp.ebi.ac.uk/pub/databases/interpro/interpro2go
$ cut -f5,8 gene_association.goa_uniprot | grep 'InterPro:' > interpro_entries.txt
$ awk -F">" 'BEGIN {OFS="\t"};  {split($1,interpro,":"); split($2,go,";"); split(interpro[2],ipr_id," ");} {print ipr_id[1],go[2];}' interpro2go.1 > GO_to_interpro.txt
$ mysqlimport -u mhonig -p -L annotation_feature GO_to_interpro.txt
[PDB_to_EC] 06/2014.
$ wget http://www.bioinf.org.uk/pdbsprotec/mapping.txt
-- first remove all the unnecessary spaces

$ sed -e 's/  *//g' mapping.txt > pdb_to_ec.txt

-- then replace the bars with tabs

$ sed -e 's/|/\t/g' pdb_to_ec.txt > PDB_to_EC.txt
$ awk 'BEGIN {FS="\t"; OFS="\t"} {print $1,$6,$2,$3,$4,$5}' PDB_to_EC.txt > PDB_to_EC.tab

· empty existing table, change order of columns, drop index

$ mysqlimport -u mhonig -p -L –-ignore-lines=2 annotation_feature PDB_to_EC.txt
$ mysql –u mhonig –p –e “use annotation_feature; create index pdb_id_idx on PDB_to_EC (pdb_id);”
[Chain_to_EC_SPLIT] 06/2014.
CREATE TABLE Chain_to_EC_SPLIT

SELECT pdb_id, chain_id, ec_id,

SUBSTRING_INDEX(ec_id, '.', 1) AS EC_1, 

SUBSTRING_INDEX(SUBSTRING_INDEX(ec_id, '.', 2), '.', -1) AS EC_2,

SUBSTRING_INDEX(SUBSTRING_INDEX(ec_id, '.', 3), '.', -1) AS EC_3,

SUBSTRING_INDEX(ec_id, '.', -1) AS EC_4,

res1, res2, sprot_id

FROM PDB_to_EC;
