Family and clan information

| family v
1D VARCHAR(7) | family_clans ¥
) NAME VARCHAR(64) —ﬁ auto_clan INT(4)
DES VARCHAR(256) fam VARCHAR(7)
1PR VARCHAR(3)
ANOINT(11)
ALN INT(11)
AID DOUBLE #
ATL DOUBLE
» DNOINT(11)
DLN INT(11) "] family_literature_references ¥
e fam VARCHAR(7)
DL DOLELE auto_lit INT(10)
PRID DOLBLE comment TINYTEXT
- RTLDOUBLE order_added TINVINT(4)
» type VARCHAR(45)
structures INT(10)
interactions INT{10)
comment LONGTEXT
species_full INT(10) ] literature_references ¥
seq_ful INT(11) auto_lit INT(10)
» containHuman SMALLINT(6) pmid INT(10)
. title TINYTEXT
i author TINYTEXT
A joumal TINYTEXT
| family_seq v
» fam VARCHAR(7)
© seq_name VARCHAR (64)

» uniprat_id VARCHAR(E)
» embi_id VARCHAR(16)
organism_id INT(11)

—— ———-H- jhmn-nny

j clans
auto_clan INT(4)

» clan_acc VARCHAR(S)

» clan_id VARCHAR(40)
pravicus_id VARCHAR(75)
clan_description VARCHAR(100)
clan_author TINYTEXT

» deposited_by VARCHAR(100)
clan_comment LONGTEXT

» updated TIMESTAMP
created DATETIME
version SMALLINT(S)
number_structures INT(8)
number_zrchs INT(8)
number_spedes INT(8)
number_sequences INT(8)
competed TINYINT(1)

| clan_lit_refs ¥
auto_clan INT(10)
auto_lit INT(10)
order_zdded TINYINT(4)
comment TINYTEXT

(*) some of the column names in the family table correspond to the notation used in PANDIT (see here).

Markov codon model estimates
j modell ¥
fam VARCHAR(7)
» llog DOUBLE
] modei2 ¥  tlzn DOUBLE
fam VARCHA . k DOUBLE i
llog DOUBLE » p0 DOUBLE
tlen DOUBLE » v DOUBLE
* k DOUBLE ) vil DOUBLE j (£ v
» PO DOUBLE o1 DOUBLE 1D VARCHAR(7)
» p1 DOUBLE » NAME VARCHAR(84)
» v DOUBLE H H DES VARCHAR(256)
» vl DOUBLE IPR VARCHAR(3)
) v2 DOUBLE » ANO INT(10)
p2 DOUBLE "] modelo ¥ ) ALN INT(10)
Pvzlus DOUBLE fam VARCHAR(7) » AID DOUBLE
H CHAR(1) » llag DOUBLE » ATL DOUBLE
» tlen DOUBLE » DNO INT(10)
k DOUBLE » DLN INT(10)
vi DOUBLE » DID DOUBLE
"] models ¥  tdn DOUBLE ) DTL DOUELE
fam VARCHAR(7) | | tds DOUBLE RID DOUBLE
) llog DOUBLE » vi_clean DOUBLE RTL DOUBLE
 tlzn DOUBLE fype TINYTEXT
k DOUBLE structures INT(10)
) PO DOUBLE y PP interactions INT(10)
p DOUBLE comment LONGTEXT
, q DOUBLE fam VARGHAR(?) species_full INT(10)
v DOUBLE log DOLBLE seq_full INT(11)
p1 DOUBLE * tlen DOUBLE ) containHuman SMALLINT(S)
k DOUBLE
Pvalus DOUBLE , p DOUBLE
H CHAR(1)

g DOUBLE

| sites_positsel ¥
fam VARCHAR(7)
site INT(10)
nonsyn_prob DOUBLE
nansyn_bf DOUBLE
duzl_prob DOUBLE
dual_bf DOUBLE
dual_ds DOUBLE
dual_dn DOUBLE
dual_w DOUBLE
dual_dn_ds DOUBLE
m2_NEB_prob DOUBLE
m2_BEB_prob DOUBLE
mS_NEB_prob DOUBLE
m8_BEB_prob DOUBLE

| modelhyphy ¥
fam VARCHAR(7)
ns_logL DOUBLE

» ns_mean DOUELE

» ns_CV DOUELE

> ns_vi_mean DOUBLE

> ns_vi_COV DOUBLE

» dual_logl DOUBLE

» dual_NSynmezan DOUB...
dual_NSynCV DOUBLE
duzl_w_mean DOUBLE

» dual_vi_OV DOUBLE




Interactions, PDB links, Gene ontologies and KEGG pathways

! 1D VARCHAR(7)
 NAME VARCHAR(64)
" DES VARCHAR(256)
) IPR VARCHAR(3)
 ANOINT(11)

& ALN INT(11)
> AID DOUBLE
» ATL DOUELE
 DNOINT(11)
» DLN INT(11)

» DID DOUBLE
> DTL DOUBLE
2 RID DOUBLE
2 RTL DOUBLE
) type VARCHAR(45)
o structures INT(10)
* interactions INT(10)
" comment LONGTEXT
© species_full INT(10)
0 seq_full INT{11)

) containHuman SMALLINT(6)

© fam VARCHAR(7)

© pdb_id VARCHAR(S)

! chain VARCHAR (4)

» pdb_res_start MEDIUMINT(S)
 pdb_res_end MECIUMINT(S)
) seq_start MEDIUMINT(S)

" seq_end MEDIUMINT(S)

Gene expression data

! id VARCHAR(64)

) name VARCHAR(45)

) description TEXT

" gene_type_id TEXT

© spacies_id INT(10)

) unipret_id VARCHAR(6)

© id VARCHAR(32)
" name VARCHAR(45)
> description TEXT
0 left_bound INT(10) H#

© right_bound INT(10)
 level INT(10)

) specie_id INT(10)

) metastage_id VARCHAR (45)

© id VARCHAR(32)

 name VARCHAR(150)

) description TEXT

o start_stage_id VARCHAR(32)
> end_stage_id VARCHAR(32)

| > hag_id VARCHAR(15)

: . hog_confidence VARCHAR (45)
|

—_———a

- hog_reference TEXT
.

| bgee_.

. parent_id VARCHAR(15)

. descent_id VARCHAR (15)
) rel_typs VARCHAR(45)

© fam VARCHAR(7)
! gene_id VARCHAR(64)

! anat_str_id VARCHAR(32)
! stage_id VARCHAR(32)

! ID VARGHAR(7)
) NAME VARCHAR(64)
) DES VARCHAR(256)
) IPR VARCHAR(S)

O ANOINT(11)

 ALN INT(11)

» AID DOUELE

» ATL DOUELE

& DNOINT(11)

» DLN INT(11)

» DID DOUELE

> DTL DOUELE

7 RID DOUBLE

 RTL DOUBLE

) type VARCHAR(45)
* structurss INT(10)

. intzractions INT(10)
*» comment LONGTEXT
. species_full INT(10)
 seq_ful INT(11)

* containHuman SMALLINT(8)

! fam VARCHAR(10)
! path_id VARCHAR(37)

! id INT(11)
 name VARCHAR(255)

) term_type VARCHAR(55)
) acc VARCHAR(255)
 is_obsdlete INT(11)

& is_roct INT[11)
& is_relation INT(11)

) t1 VARCHAR(S)
) £2 VARCHAR(S)
3 VARCHAR(S)

m

© kegg_id VARCHAR(36)
! fam VARCHAR(10)

Mmoo

© kegg_id VARCHAR(38)
) name VARCHAR(84)
) chr VARCHAR(E)

) pos VARCHAR(4)

) g VARCHAR(35)

| kegg_bprd_

! kegg_id VARCHAR(16)
© hped_id VARCHAR(16)

__| hupa_hprd_tissue_expression

© hprd_id VARCHAR(15)
! tissue VARCHAR (256)
m _hprd_ o o

© hprd_id VARCHAR(16)
© tissue VARCHAR(256)



Disease and disorders

1D VARCHAR(7)

+ NAME VARCHAR(64)
) DES VARCHAR(256)
) IPR VARGHAR(S)
 ANOINT(11)

 ALN INT(11)

» AID DOUELE

» ATL DOUELE

» DNOINT(11)
 DLN INT(11)

» DID DOUELE

> DTL DOUELE

» RID DOUELE

 RTL DOUBLE

) type VARCHAR(45)
 structures INT(10)
) interactions INT[10)
. comment LONGTEXT
- species_full INT(10)
0 seq_full INT(11)

» containHuman SMALLINT(6)

© kegg_id VARCHAR(35)
© entrez_id VARCHAR(38)

© kegg_id VARCHAR(35)
) name VARCHAR(64)

) chr VARCHAR(E)

) pos VARCHAR(64)

g VARCHAR(36)

) disease VARCHAR(150)
 locusnumber VAR CHAR (32)
7 id INT(11)

/ IDINT(11)
) Assaciation CHAR(1)
- disease_class VARCHAR(15)

 MeSH_disease_terms TEXT
 chromosom VARCHAR(2)
 chr_band VARCHAR(32)

) DNA_start VARCHAR(16)
) DNA_end VARCHAR (16)
 reference TEXT
 PubmedID TEXT
 RefSeq TEXT

 population VAR CHAR (128)
- submitter TEXT

 joumal TEXT

 title TEXT

> rs_number TEXT

) OMIM VARCHAR (32)

) GAD_CDC VARCHAR(8)
 year VARCHAR(4)
 condusion TEXT

2 study_info TEXT

o env_fador TEXT

" disease_gens_id INT(11)

- disease_class_code VARCHAR(12)




