Ensembl Variation database schema 73
@ individual_id INT(10)
@ seq_region_id INT(10)
> seq_region_start INT(11)
> seq_region_end INT(11)

<> seq_region_strand TINYINT(4)
<> genotypes BLOB

*’
|

© allele_code_id INT(11)
< allele VARCHAR(60000)

* handle_id INT(10)
< handle VARCHAR(25)

* failed_allele_id INT(11)
% allele_id INT(10)
 failed_description_id INT(10)

¢ failed

@ variati

0 failed_

! allele_id INT(11) NN

- @ variation_id INT(11) F Ir

9 variation_id INT(11) Ié_ < subsnp_id INT(11) ‘I II
< subsnp_id INT(11) |I & allele_code_id INT(11) _ |4_])_ __________

<> genotypes BLOB |-

> genotype_code_id INT(11)

@ allele_code_id INT(11)

<> population_id INT(11)

< count INT(11)

< frequency_submitter_handle INT(10)

* variation_synonym_id INT(

|
|
|
|
|
|
|
< frequency FLOAT |
|
|
|
|
|
|
|

&
|
|
|
|
' |
i | >
 haplotype_id TINYINT(2) |, : % variation_id INT(10)
> phased TINYINT(2 Q Q )
¢ synonym_id INT(10) P @ : T T | | <> subsnp_id INT(15)
> bee— y————————<Ly-li !
@ individual_id INT(10) J l} | 1| ['| | @ source_id INT(10)
~
% source_id INT(10) T "P ______ '6 _____ TT _____________ JI - “T _____ : : <> name VARCHAR(255)
<> name VARCHAR(255) : : | | | || | < moltype VARCHAR(50)
5 | | | : ! synonym_id INT(10) : | : |
|
w | | : | | ¥ population_id INT(10) | | j | : *
I -—— Sy \'4
T | | | : % source_id INT(10) ] : : S —
| | | J
: ::: | | || name VARCHAR(255) } I i T
| Cliwavieia W | X
|
: ¥ individual_id INT(10) ”I ENN L | ! variation_id INT(10)
| R | % source_id INT(10)
I <> name VARCHAR(255) |
L — — — —4H & description TEXT 44| - name VARCHAR(255)
o der ENUM(..) <> validation_status SETY(...
gender
<> ancestral_allele VARCH.
< father_individual_id INT(10) B
< flipped TINYINT(1
<> mother_individual_id INT(10) PP t
1= 1 © class_attrib_id INT(10)
| @ individual_type_id INT(10)
| > somatic TINYINT(1)
| < display ENUM(...)
| > <> minor_allele VARCHAR(
- -
' R | I & minor_allele_freq FLOA®
+ F + | |
| | : I F—_——————— 4= <> minor_allele_count INT(*
 individual_type. id INT(0) : | : " : L INT(O : : | < clinical_significance SET
 name VARCHAR(255) | I population_genotype_id INT(10) | I : < evidence SET(...)
| | % variation_id INT(11) | I |
<> description TEXT | | S —— — — — —— e
| | < subsnp_id INT(11) | Ir T
>
g : : 2 genotype_code_id INT(11) : |
| | < frequency FLOAT | I
| ' , o - + 9
= 7 " < count INT(10) | .
' : . | | ¥ population_id INT(10) > ' public
| |
| | — ©name VARCHAR(255) [
1 L \
[SET— | e |
£ |
< description TEXT ~ |po— — — — 4
@ seq_region_id INT(10) H "
< collection TINYINT(1) @ variation_feature_
<> seq_region_start INT R .
q_region. @ individual_id INT(10) | e P fregs_from_gts TINYINT(1) _—————— ] < tagged_variation_{
< seq_region_end INT _ L - === — o
I > : ¥ population_id INT(10) < display ENUM(...) @ population_id INT(
'V
I g >
@ individual_id INT(10) | R
L N




structural_variation_id INT(10)

——————————— -+ failed_description_id INT(10) failed_structural_variation_id INT(11)
_ o H—— o supporting_structural_variation_id INT(1
" > description TEXT L — |« @ structural_variation_id INT(10)
—variation_id INT(11) I > % tailed_description_id INT(10)
on_id INT(10) | — =
_description_id INT(10) *
. T owowal verton ssmpie
—— | - )
\ | structural_variation_sample_id INT(10)
R R I
B \: . % structural variation_id INT(10)
AN
T 1 | ~ individual_id INT(10)
'_"If _______________________________ I"_\:" 1< & strain_id INT(10)
: ] source v II : >
e
| source_id INT(10) | | \4
| fH——— = ———-— F—_yr-——————- -
| | name VARCHAR(24) | | | F—————
S s P Lo | |
| 2 version INT _”___________________f’_l | | |
} > description VARCHAR(255) [ :- | L structural_variation_id INT(10)
| ] study v I N3y -
> url VARCHAR(255) H- - I | | » variation_name VARCHAR(255)
- ?”‘ > type ENUM('chip',Isdb) : study_id INT(10) : I| : L > alias VARCHAR(255)
|| © somatic_status ENUM...) -H-i | | @ source idINT(10) Lo % source id INT(10)
e
: > : > name VARCHAR(255) I & study_id INT(10)
s S
v : = 3 : |« * description TEXT | 1< 4 dlass_attrb_id INT(10)
( |
a0 : | : I 2 url VARCHAR(255) L > clinical_significance_attrib_id INT(10)
| 5 O ———-_ _ _ _ _ _ _ _ _ ________
: | : | | external_reference VARCHAR(255) i’ < > validation_status ENUM...)
|
S [ : :  study_type VARCHAR(255) :  is_evidence TINYINT(4)
: : I I " Ir ______ < somatic TINYINT(1)
| | |
| | I | = . | >
l L | Tttt/ T | | e —
| | =
2 o | | CHE— i
| b | : l | e —————— S
] : | I ] associate_study v | | attrib_id INT(11) ’_‘O_ ______ .
_________ ) |
ﬁ : : study1_id INT(10) | r—— _(_| -OH @ attrib_type_id SMALLINT(5) |4 i !
- | | study2_id INT(10) | | |5 value TEXT Lu ——————— B
| ]
| : > | : PR Oo——————— S——= \:,- -
| | | | L4 |
| v | '
| o i o
| I
| |
—_— Ab—_—_—————————— t———alb——-
) it I | I !
AR(255) | | | |
| —————— q | |
| | | | |
| + - l’ - !
v - |
| | CEFEE——
) ) |
50) : : attrib_type_id SMALLINT(5) : |
r H + ] study_variation v : /+\ > code VARCHAR(20) : : |
o | U T e
| . |l
- f ~ description TEXT
() O — e ——— _.I|) _________ | study_id INT(10) : phenotype_feature_id INT(11) N |
|
| J‘ g | | < phenotype_id INT(11) E—— |
> b B < % source_id INT(10) Pl=————— o ‘:\ ————— !
| | ] €
—% "] publication v : :  study_id INT(11) A "] coord
o > type ENUM(...)
publication_id INT(10) | | X coord_sy
iation_citation v . o i< > object_id VARCHAR(255) "o & phenotype_feature_id INT(11) 7
on_id INT(10) ~ title VARCHAR(255) j N . I I > attrib_type_id INT(11) » species_i
N enotype v Sis sianifi _ type.|
ation_id INT(10) > authors VARCHAR(255) phenotyp | | is-significant TINYINT(1) > name VA
- . phenotype_id INT(10) || & seq_region_id INT(11) » value VARCHAR(255) .
> > pmid INT(10) | - - > > version V
> stable_id VARCHAR(255 > i
» pmcid VARCHAR(255) sl (#99) *Q:K seq_region_start INT(11) S|— > rank INT
> name VARCHAR(50 > i |
| > year INT(10) (50) | | searegion_end INT(1T) | > attrib SE°
ion_feature v > > description VARCHAR(255) | | | <> seq_region_strand TINYINT(4) |
id INT(10) > : > :
) ——
feature_id INT(10) s — — — — — — — _{{\. ______________ ~ .
<
10) 4



Colour legend

' structural_variation_feature_id INT(10) ' meta_id INT(10) _
0
) @ seq_region_id INT(10) > species_id INT
>
[ > outer_start INT -~ meta_key VARCHAR(40) -
——— o seq_region_start INT > meta_value VARCHAR(255)
> inner_start INT > _
O
~inner_end INT
oo e s T metecoora < | Prenoypetaies
o 7 outer_end INT _ variation_set_structure v > table_name VARCHAR(40) -
» seq_region_strand TINYINT  variation_set_super INT(10) % coord_system_id INT(10)
@ structural_variation_id INT(10) variation_set_sub INT(10) > max_length INT _
> variation_name VARCHAR(255) > >
O
@ source_id INT(10) Source & study tables
T o Sitotalvaraion aes
@ class_attrib_id INT(10)
~ allele_string LONGTEXT ] variation_set v ’ Variation and other tables
~is_evidence TINYINT(1) ! variation_set_id INT(10)
i st TN S ame VARCHARY) Vraon et prion s
i ——— H
| > breakpoint_order TINYINT(4) I <. description TEXT
Variation set tables
' 2 length INT(10) : & short_name_attrib_id INT(10)
|  variation_set_id SET(...) | >
| | )
| > | j variation_set_structural_variation v
e
: \l( : | structural_variation_id INT(10)
)
: |’ T K | variation_set_id INT(10)
| ll | "] variation_set_variation ¥ | >
) : | : ' variation_id INT(10)
haY
| | \
- | | > ' translation_md5_id INT(11) _
____________ N ] ¢ ) )
: ' analysis_attrib_id INT(11) ' translation_md5_id INT(11)
Ir > prediction_matrix MEDIUMBLOB 2 translation_md5 CHAR(32)
| ] variation_feature v > >
____________ I e i { —
| : variation_feature_id INT(10)
| ] transcript variation v
| i e
R | __ _ | seq region startINT ' regulatory_feature_variation_id INT(11
N - Nd 1< ) INT 9 y- - - (1) ' transcript_variation_id INT(11)
| | ~ seq_region_end @ variation_feature_id INT(11) o ,
| | . . d TINYINT @ variation_feature_id INT(11)
_ I | + seq_region_stran H— > feature_stable_id VARCHAR(128) feat table._id VARCHAR(128)
T = feature_stable_i
b d INT(11) ! | ¢ verton N1 !—K * feature_type TEXT llele_string TEXT
> attrib_set_i . > allele_string
: | _ _ ] allele_string VARCHAR(50000) . allele_string TEXT _
@ attrib_id INT(11) N > somatic TINYINT(1)
| > variation_name VARCHAR(255) > somatic TINYINT(1)
> | ioht INT > consequence_types SET(...)
—EE—— | ~ map_weight > consequence_types SET(...) ds_start INT(11)
| > flags SET('genotyped') 7 odsstar
>
l »cds_end INT(11
. . _
____________ \l________|<9source_|dINT(10) - ‘ an
| o | > cdna_start INT(11)
cdna_end INT(11
| = consequence_types SET(...) | ‘ - an
I N . ' motif_feature_variation_id INT(11) | ~ translation_start INT(11)
| = variation_set_id SET(...) Ly
. A o & variation_feature_id INT(11) . translation_end INT(11)
system v r———— | T T~ —H < class_attrib_id INT(10)
L | X  feature_stable_id VARCHAR(128) ~ distance_to_transcript INT(11)
stem_id INT(10) | | | > somatic TINYINT(1)
- | . » motif_feature_id INT(11) ~ codon_allele_string TEXT
dINT(10) | I > minor_allele VARCHAR(50) H4
| | . | . allele_string TEXT > pep_allele_string TEXT
RCHAR(40) | | - minor_allele_freq FLOAT |
| . > somatic TINYINT(1) > hgvs_genomic TEXT
ARCHAR(255) | | 1 r — — — —I<< < minor_allele_count INT(10) |_|<
| | . . ~ consequence_types SET(...) 2 hgvs_transcript TEXT
| | | > alignment_quality DOUBLE
| | I evidence SET(..) -~ motif_name TEXT - hgvs_protein TEXT
r(... | - evil
() | : : - > motif_start INT(11) > polyphen_prediction ENUM(...)
>
: :;: 1 > motif_end INT(11) > polyphen_score FLOAT
€L T
F | j seq_region v > motif_score_delta FLOAT > sift_prediction ENUM(...)
":\ ______ H ' seq_region_id INT(10) in_informative_position TINYINT(1)  sift_score FLOAT
T » | 4

ol
| > name VARCHAR(40)

@ coord_system_id INT(10)
4



