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failed_description_id INT(10)
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Colour legend
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<> description TEXT

<» gender ENUM(...)

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

% individual_type_id INT(10) >
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<> name VARCHAR(255)
<> description TEXT

¢ individual_type_id INT(0)

& seq_region_id INT(10)
<> seq_region_start INT

<> seq_region_end INT
< level TINYINT

% sample_id INT(10)
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"> flags SET('genotyped')
& source_id INT(10)
> validation_status SETY(...)
» consequence_types SET(...)
> variation_set_id SETY(...)

____________ N =<, class_attrib_id INT(10)
|) » somatic TINYINT(1)
| > minor_allele VARCHAR(50)
: > minor_allele_freq FLOAT
| > minor_allele_count INT(10)
____________ '(}\' —H, alignment_quality DOUBLE
| » evidence_attrib SET(...)
: > clinical_significance SET(...)
7] coord_system v | > display INT(1)
coord_system_id INT(10) :
> species_id INT(10) ! \lI/
» name VARCHAR(40) | I
> version VARCHAR(255) _: : :
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> consequence_types SETY(...)
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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 VARCHAR(60)

> motif_start INT(11)

> motif_end INT(11)

> motif_score_delta FLOAT
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» 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)




