Ensembl Variation database schema 111

¢ allele_code_id

< allele VARCHAR(60000)

: failed_allele_id INT(11)
< allele_id INT(10)
< failed_description_id INT(10)

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

INT(11)
' failed_va

& sample_id INT(10)
% seq_region_id INT(10) |
 seq_region_start INT(11)

2 seq_region_end INT(11)
= seq_region_strand TINYINT(4)
> genotypes BLOB

< variation_id INT(11)
<> subsnp_id INT(11)
> genotypes BLOB

<> phased

> genotype_code_id INT(11)
< allele_code_id INT(11)

% haplotype_id TINYINT(2)

< variation_
< failed_de

» allele_id INT(11)
& variation_id INT(11)

<> subsnp_id INT(11)

& allele_code_id INT(11)
<> population_id INT(11)
= frequency FLOAT

> count INT(11)

< frequency_submitter_handle INT(10)

TINYINT(2)

 synonym_id INT(10)
< individual_id INT(10)
< source_id INT(10)

> name VARCHAR(255)

} _____

—Qu———— D
|
o

¢ variation_synonym_id IN

|
> : % variation_id INT(10)
*‘ | <> subsnp_id INT(15)
____rP_ _____ TA.______:::)_ _____ zp| & source_id INT(10)
| | | <> name VARCHAR(255)
| | Jsampe v
| || 7 sample_id INT(10) | #
. ‘~I" _____ Y14 individual_id INT(10) e Sy L R, G S _
| I <> name VARCHAR(255) Il -
: L <> description TEXT X T N B
I Ir_|7 ______ I<\>s,tudy,id|NT(10) kr___% _______Ir___l? _______________
: | <> display ENUM(...) | | |
| . < has_coverage TINYINT(1) ,_hlb S O (O | G * synonym_id INT(10)
I : : <> variation_set_id SET(...) | | \1| [ & sample_id INT(10)
: I > | ' I I =19, source_id INT(10)
I : : —— : : ! synonym_id INT(10) I : > name VARCHAR(255)
: I T T | | < population_id INT(10) : | >
| [ | I : : % source_id INT(10) | : l—‘
| : : : : | | | % name VARCHAR(255) : ________________
I Il | | ' ' >
| I [ | J JI *‘ |
| : b A ————— — F—————— D — —
|
T +

¢ individual_id INT(10)

A I

|
P
Al
|
|
|

¢ allele_synonym_id INT(10)
< variation_id INT(10)
5 have aenomic VARCHAR(RNN)




* failed_description_id INT(10)

———————— | > description TEXT l—_——————— - - ———— - / failed_variation_feature_id INT(10)

> L —|< & variation_feature_id INT(10)

B e \  failed_description_id INT(10)
EESETNR S LT ]
|
|

¥ structural_variation_id INT(10)

¥ supporting_structural_variation_ic

———iH
‘v

riation_id INT(11) ¢ failed_structural_variation_id INT(11) -
_id INT(10) _——— — — —|<& & structural_variation_id INT(10) _I
'scription_id INT(10) < failed_description_id INT(10) |
> > : ) \
\4 | - ;
5 15_ | © structural_variation_sample_id INT(10)
_— ) —— ———— e e e Y —_—— e
I I | I\_ & structural_variation_id INT(10)
| I : [T 1<, sample_id INT(10)
: : | | : > zygosity TINYINT(1)
|
| | ' | | >
| souwce v | | -
: » source_id INT(10) : | | :
- — 3 — — —H & name VARCHAR(24) - —————— D +—--|-> ————————
|| > version INT : | | |
L > description VARCHAR(400) |4 | I IB-
—>—— - ——— - —— — —_—————_———Prm——————— e —— — —
i % url VARCHAR(255) ] \i"‘? ] | 'i )
{ > type ENUM(chip!,Isdb) ll : : | ]I |
~ N _ _ ] somatic_status ENUM(...) | _ _ _ _ _ _ _ _ _ 1{) _____ ~lr ; _____ i_ e : ¢ structural_variation_id INT(10)
r -
|  data_types SET(..) I 1 L { L > variation_name VARCHAR(255)
| < e :*I _____ I“__I7—__“([ — "1~ —H % alias VARCHAR(255)
| * = 5 I : | | : | % source_id INT(10)
————— 7 L | | ' study_id INT(10) : | I : | | < study_id INT(10)
- | : | L | < @ source_id INT(10) -|O-| | : | | I_ —|< @ class_attrib_id INT(10)
IT(10) | | : -\:r > name VARCHAR(255) : | | : = clinical_significance SET(...)
: : | | ~ description TEXT | : : | > validation_status ENUM(...)
(I | : > url VARCHAR(255) L | | J > is_evidence TINYINT(4)
: | : | - 1 external_reference VARCHAR(255) o — |7 _____ v _I;_ - _\IT - > somatic TINYINT(1)
| { | | | > study_type VARCHAR(255) I : | | > copy_number TINYINT(2)
> . Lo > | | ' | > '
— . L | | ! | R |
o La )] 5 | I 5 Y |
_______ e s | | | |
_____ | |
N L 1 l [ S I | |
____rI\___.'p_ | P+ 4+ e i 1 r ——=3 1
SN | | | p
PP —% S | IR
| | | | ) | | |
| | [ | ¥ study1_id INT(10) jm e d_ e —On  attrib_id INT(
| l il I| 1 study2_id INT(10) | | | lI | | & attrib_type_id
: I : | > : : f————— JI‘— l%— A +1 % value TEXT
1 — |
————————————————— A | | —
b oo b =Y
' variation_id INT(10) | | Jl | | l J | II :
44|  source_id INT(10) H JIJ 3 © dﬁl \Dﬁ—ﬁl TS Y
> name VARCHAR(255) | : L T i —JI‘ —————————————————— h=—1
> flipped TINYINT(1) S I Pl I I | | f———————————— - :
A
- < class_attrib_id INT(10) | : : : : 1 | 1
> somatic TINYINT(1) : | | | | | [ :
e - — —_—— — ——e— ) —— e —— — B
> minor_allele VARCHAR(50) P9 ‘:" ‘:’ ”l" ":’ :’
—H4 & minor_allele_freq FLOAT : : | | | ————— ——— e
> minor_allele_count INT(10) | — — — — — — — 1 ‘_‘ I | ! ! ! x ‘_




¢ structural_variation_feature_id INT(10)
> & seq_region_id INT(10)
 outer_start INT
= seq_region_start INT
> inner_start INT
~inner_end INT
= seq_region_end INT
> outer_end INT
= seq_region_strand TINYINT
& structural_variation_id INT(10)
> variation_name VARCHAR(255)
< source_id INT(10)
< study_id INT(10)
& class_attrib_id INT(10)
> allele_string LONGTEXT
= is_evidence TINYINT(1)
> somatic TINYINT(1)
-—= _I)_I< > breakpoint_order TINYINT(4)
| > length INT(10)
: > variation_set_id SET(...)
| > allele_freq FLOAT
: > allele_count INT(10)

'] variation_set_structure v |

Colour legend

 meta_id INT(10)
> species_id INT
© meta_key VARCHAR(40) > max_length INT

 meta_value VARCHAR(255) >
O
>

> table_name VARCHAR(40)
> coord_system_id INT(10)

Other tables

1 variation_set_super INT(10)
1 variation_set_sub INT(10)

»

] variation_set v

* variation_set_id INT(10)

> name VARCHAR(255)

m

O iption TEXT " <t

2 description Variation set tables
<> short_name_attrib_id INT(10)

>

] variation_set_structural_variation v

¥ structural_variation_id INT(10)

___|——‘ >
L
I N4 \4
| | |
| | r——-
| [
1 (N
1 vy
[ : II
N W B

|
|
1
4
|
|
|
|

-1
|
[
i
Y

1 variation_set_id INT(10)

4
"] variation_set_variation v
e (T
? variation_set_id INT(10) < translation_md5_id INT(11)
& analysis_attrib_id INT(11)
& attrib_type_id INT(11)

> position_values BLOB

4

' translation_md5_id INT(11)
 translation_md5 CHAR(32)

¥ analysis_attrib_id INT(11)
> prediction_matrix MEDIUMBLOB

>
—

>
Y

| SMALLINT(5)
| |
> ' '
—— | | ' variation_feature_id INT(10)
o) ' :  seq_region_id INT(10)
: : |  seq_region_start INT
_ 1:\_ S S _+_|4_ +3 seq_reg!on_end INT
| | | = seq_region_strand TINYINT
| I | % variation_id INT(10)
: : : > allele_string VARCHAR(50000)
SR U [ —— > ancestral_allele VARCHAR(50)
I ' I l > variation_name VARCHAR(255)
'_ _“f’_ T \:)' -7 _I/_K  map_weight INT
-\ | | [ . flane QET'manntunad’

' regulatory_feature_variation_id INT(11)

< variation_feature_id INT(11)
> feature_stable_id VARCHAR(128)

! transcript_variation_id BIGINT
& variation_feature_id INT(11)

> feature_stable_id VARCHAR(128)
> allele_string TEXT
> somatic TINYINT(1)



s ndame vVARUMAR(ZDD)

<> description TEXT

< gender ENUM(...)

< father_individual_id INT(10)
<> mother_individual_id INT(10)
< individual_type_id INT(10)

¢ individual_type_id INT(0)
<» name VARCHAR(255)
<> description TEXT

>——1
10—,

>—1

& seq_region_id INT(10)

<> seq_region_start INT

<> seq_region_end INT
< level TINYINT
& sample_id INT(10)

© population_genotype_id INT(10)
& variation_id INT(11)

< subsnp_id INT(11)

<> genotype_code_id INT(11)

<> frequency FLOAT

< population_id INT(10)

g e_ge e -

<» name VARCHAR(255) |

S —— S S
| |
| |
+ Q

<> population_id INT(10) Pl———— _
<> count INT(10) I_ . _oH © population_id INT(10)
> <> name VARCHAR(255)
— o size INT(10)
T T T T T T T ] <> description TEXT
: < collection TINYINT(1)
| T Mo fregs_from_gts TINYINT(1)
' : < display ENUM(...)
_____ : [ |~ — ——— =14 display_group_id TINYINT(1)
L s
| | | *
% sample_id INT(10) : : : l———- Q

1 variation_id INT(
1 publication_id IN

<> data_source_atti

& super_population_id INT(10)
& sub_population_id INT(10)

© display_group_id INT(10)
< display_priority INT(10)
< display_name VARCHAR(255)




> clinical_significance SET(...)

< variation_id INT(11)

—H < evidence_attrib SET(...) O _ < attrib_id INT(11) |— =] —
> display INT(1) | > value VARCHAR(255) :
|
>
Y ' —’ '
| \ ) |
| |
lpublication v |
| |
! publication_id INT(10) - \:,.|<
i > title VARCHAR(400) |
- > authors VARCHAR(255) |
IT(10) > pmcid VARCHAR(255) * phenotype_id INT(10) |
rib SE... > year INT(10) > stable_id VARCHAR(255) i' WA
S > doi VARCHAR(80) > name VARCHAR(50) 104
| > ucsc_id VARCHAR(50) ~ description VARCHAR(255)
| 2 > class_attrib_id INT

' submitter_id INT(10)

> description VARCHAR(255)

4
\_________ 4

>

] phenotype_ontology_accession
¥ phenotype_id INT(11)
' accession VARCHAR(255)
> mapped_by_attrib SET(...)
> mapping_type ENUM(...)

I 1

| |

| |
i il
A A

' phenotype_feature_id INT(11)

> phenotype_id INT(11)

<> source_id INT(10)

& study_id INT(11)

_ type ENUMC(...)

> object_id VARCHAR(255)

> is_significant TINYINT(1)

& seq_region_id INT(11)

> seq_region_start INT(11)

> seq_region_end INT(11)

> seq_region_strand TINYINT(4)
>

> attrib_set_id INT(11)

i ———
' attrib_type_id SMALLINT

. > code VARCHAR(20)
@ attrib_id INT(11) > name VARCHAR(255)
| 2
ey | description TEXT
———
_H —

< phenotype_feature_id INT(11)
<> attrib_type_id INT(11)
> value VARCHAR(255)

—_——

T
Jd

F—_———————

| 4
e




®)

MYy S gy P
< source_id INT(10)
> consequence_types SET(...)
> variation_set_id SET(...)
> class_attrib_id INT(10)
» somatic TINYINT(1)
> minor_allele VARCHAR(50)
> minor_allele_freq FLOAT
> minor_allele_count INT(10)
> alignment_quality DOUBLE
> evidence_attrib SETY(...)
> clinical_significance SET(...)
> display INT(1)

———————— (I— _(_I<
> | :
- | |
b
b
Lo

i<
|
|
|
] coord_system v :
coord_system_id INT(10) |
> species_id INT(10) |
> name VARCHAR(40) :
> version VARCHAR(255) |
> rank INT :
> attrib SET(...) |
S
+ I
| |
L———— I
1L o1
A T

] seq_region

| 2
.4
\4
[
|
|
|
|
r————— Jd
|
|
|
|
1
3
v

seq_region_id INT(10)

_____ —QOk| ©» name VARCHAR(255)

& coord_system_id

INT(10)
>

—_——— e — ]

> allele_string 1EX1
> somatic TINYINT(1)
> consequence_types SET(...)

motif_feature_variation_id INT(11)
& variation_feature_id INT(11)
> feature_stable_id VARCHAR(128)
» motif_feature_id INT(11)
> allele_string TEXT
> somatic TINYINT(1)
> consequence_types SET(...)
> binding_matrix_stable_id VARCHAR(60)
> motif_start INT(11)
> motif_end INT(11)
> motif_score_delta FLOAT

» in_informative_position TINYINT(1)

>
e

> consequence_types Sk (...)

> cds_start INT(11)

> cds_end INT(11)

> cdna_start INT(11)

> cdna_end INT(11)

> translation_start INT(11)

|<| <> translation_end INT(11)

> distance_to_transcript INT(11)
> codon_allele_string TEXT

> pep_allele_string TEXT

> hgvs_genomic TEXT

> hgvs_transcript TEXT

> hgvs_protein TEXT

> polyphen_prediction ENUM(...)
> polyphen_score FLOAT

> sift_prediction ENUM(...)

> sift_score FLOAT

> display INT(1)

4
S



