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© failed_allele_id INT(11)
& allele_id INT(10)
< failed_description_id INT(10)

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

¢ handle_id INT(10)
<> handle VARCHAR(25)

@ 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

© subsnp_id INT(11)

& variation_id INT(11)

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

< allele_code_id INT(11)

<> population_id INT(11)

< frequency FLOAT

<> count INT(11)

< frequency_submitter_handle INT(10)

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

< haplotype_id TINYINT(2)
<> phased TINYINT(2)

© variation_synonym_id IN
< variation_id INT(10)

|| | < subsnp_id INT(15)
i< .
& source_id INT(10)
<> name VARCHAR(255)
<> moltype VARCHAR(50)

|
 synonym_id INT(10) |
& population_id INT(10) L
& source_id INT(10)
<> name VARCHAR(255)
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 synonym_id INT(10) >
< individual_id INT(10) |\
< — _ q—
& source_id INT(10)
<> name VARCHAR(255)
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* variation_id INT(10)
@ source_id INT(10)
— — | v name VARCHAR(25¢
<> validation_status SE1
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<> ancestral_allele VAR
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A L | < flipped TINYINT(1)
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(e — 55— — — — | ©class_attrib_id INT(1(
VARCHAR(2
2 name VARCHAR(255) | % somatic TINYINT(1)
<> description TEXT

<> minor_allele VARCH,
<» gender ENUM(...)

< father_individual_id INT(10)

<> minor_allele_freq FL(

[
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I
! | ————— > + | <> minor_allele_count IM
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—————— I::] failed_description_id INT(10) failed_structural_variation_id INT(11)

_ _y] © description TEXT R |<| @ structural_variation_id INT(10)
: | 2 < failed_description_id INT(10)
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A — ? structural_variation_id INT(10)

¥ supporting_structural_variation_id INT(10)
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rehin! Tedb” - —— == -0
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|I » somatic_status ENUM(...) | - | : | |3 | > alias VARCHAR(255)
| > data_types SET(...) H | I study_id INT(10) | | TTTTTTTTOT |)_ —H < source_id INT(10)
| < || % source_id INT(10) I . | )
[ Py — | O study_id INT(10)
| " | | |©name VARCHAR(255) | - i< od ttrib_id INT(10)
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v : | :IF EIS |l < description TEXT | | o o
| | | | | url VARGHAR(255) | | > clinical_significance SET(...)
IT(10) | | | | | ‘ _,O_';_ N Nr =< alidation_status ENUM(...)
| | | | |  external_reference VARCHAR(255) | | . i TINYINT()
Is_eviaence
| I | | I > study_type VARCHAR(255) [ o \: < ‘
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¢ structural_variation_feature_id INT(10)
& seq_region_id INT(10)
> outer_start INT
1~ —I< » seq_region_start INT
| > inner_start INT
: <»inner_end INT
|  seq_region_end INT
I ~ outer_end INT
| » seq_region_strand TINYINT
I < structural_variation_id INT(10)
: > variation_name VARCHAR(255)
!. % source_id INT(10)
- —r—— —1< & study_id INT(10)
: & class_attrib_id INT(10)
| > allele_string LONGTEXT
:  is_evidence TINYINT(1)

 table_name VARCHAR(40)
& coord_system_id INT(10)

¢/ meta_id INT(10)
> species_id INT
» meta_key VARCHAR(40)

> meta_value VARCHAR(255)

~ max_length INT
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] variation_set_structure v

7 variation_set_super INT(10)
¥ variation_set_sub INT(10)

Colour legend

Source & study tables

‘ Variation and other tables ‘

IS > somatic TINYINT(1) »
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> breakpoint_order TINYINT(4) € 4
.  variation_set_id SET(...)
Variation set tables
> @ o N
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| / variation_set_id INT(10)
| 2> name VARCHAR(255)
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v < 1 analysis_attrib_id INT(11) S —H  translation_md5 CHAR(32)
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: : & seq_region_id INT(10)
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: | © seq_region_strand TINYINT L= — ' regulatory_feature_variation_id INT(11) ! transcript_variation_id INT(11)
| || @ variation_id INT(10) : & variation_feature_id INT(11) % variation_feature_id INT(11)
I N  allele_string VARCHAR(50000) | > feature_stable_id VARCHAR(128)  feature_stable_id VARCHAR(128)
: ||'  variation_name VARCHAR(255) | _j < feature_type TEXT > allele_string TEXT
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© individual_type_id INT(0)
<» name VARCHAR(255)
<> description TEXT

scher < mother_individual_id INT(10) B

< individual_type_id INT(10)
<> display ENUM(...)

<> has_coverage TINYINT(1)
Indexes

Indexes

< individual_id INT(10)
< population_id INT(10)
Indexes

© display_group_id INT(10)
< display_priority INT(10)
<» display_name VARCHAR(255)
Indexes
& seq_region_id INT(10)
<> seq_region_start INT

<» seq_region_end INT
<> level TINYINT

< individual_id INT(10)
Indexes
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/' population_genotype_id INT(10)

<> population_id INT(10)
<> count INT(10)
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& variation_id INT(11)
& subsnp_id INT(11) P
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< frequency FLOAT
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* population_id INT(10)

<> name VARCHAR(255)

< size INT(10)

<> description TEXT

< collection TINYINT(1)

< fregs_from_gts TINYINT(1)
< display ENUM(...)

< display_group_id TINYINT(1)

super_population_id INT(10)
sub_population_id INT(10)

Indexes

1 variation_id INT(10)
1 publication_id INT(10)

< clinical_significance ¢
<> evidence_attrib SET(
Indexes

< variation_f

<> tagged_va
< population
Indexes
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| publication v

publication_id INT(10)

> title VARCHAR(255)

» authors VARCHAR(255)

v > pmid INT(10)

> pmcid VARCHAR(255)

> year INT(10)

> > doi VARCHAR(50)

» ucsc_id VARCHAR(50)
>

_variation_feature v
eature_id INT(10)
riation_feature_id INT(10)
_id INT(10)
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] study_variation v

variation_id INT(10)
study_id INT(10)

"] phenotype
phenotype_id INT(10)

> stable_id VARCHAR(255)

> name VARCHAR(50)

> description VARCHAR(255)
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] coord_system v :
coord_system_id INT(10) |
species_id INT(10) -
name VARCHAR(40)
version VARCHAR(255)
rank INT
attrib SET(...)
| 2

] seq_region
seq_region_id INT(10)
___________ O# | <» name VARCHAR(40)
& coord_system_id INT(10)
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gs SET('genotyped')

& source_id INT(10)

> validation_status SET(...)

» 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 SET(...)

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

> consequence_types SET(...)

‘V

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(...)

> motif_name TEXT

> motif_start INT(11)

> motif_end INT(11)

> motif_score_delta FLOAT

» in_informative_position TINYINT(1)

>
S

> somatic 1INYINI(1)
> consequence_types SET(...)

> 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
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