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@ individual_id INT(10)

& seq_region_id INT(10)
- seq_region_start INT(11)

> seqg_region_end INT(11)

> genotypes BLOB

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

¢ synonym_id INT(10)
@ individual_id INT(10)
@ source_id INT(10)

> name VARCHAR(255)

» seq_region_strand TINYINT(4)
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' individual_type_id INT(0)
~ name VARCHAR(255)
> description TEXT
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@ seq_region_id INT(10)
> seq_region_start INT
» seq_region_end INT
2 level TINYINT

@ individual_id INT(10)

meta_id INT(10)
> species_id INT
~ meta_key VARCHAR(40)
~ meta_value VARCHAR(255)
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 table_name VARCHAR(40)
 coord_system_id INT(10)
-~ max_length INT
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Colour legend

Source & study tables

’ Variation and other tables ‘

Variation set tables

j variation_set_structural_variation v
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~ prediction_matrix MEDIUMBLOB

' regulatory_feature_variation_id INT(11)

& variation_feature_id INT(11)

~ feature_stable_id VARCHAR(128)
~ feature_type TEXT

= allele_string TEXT

- 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(...)

> motif_name TEXT

> motif_start INT(11)

~ motif_end INT(11)

> motif_score_delta FLOAT

~in_informative_position TINYINT(1)
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= translation_md5 CHAR(32)

' transcript_variation_id INT(11)
@ variation_feature_id INT(11)

~ feature_stable_id VARCHAR(128)
> allele_string TEXT

> somatic TINYINT(1)

> consequence_types SET(...)
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2 cds_end INT(11)

> cdna_start INT(11)

2 cdna_end INT(11)

~ translation_start INT(11)

2 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




