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Colour legend

Other tables

Variation set tables

{ j variation_set_structural_variation v I

] protein.function_predictions_sttro v
< translation_md5_id INT(11)
& analysis_attrib_id INT(11)
< attrib_type_id INT(11)
~ position_values BLOB

translat|on _md5_id INT(11)
> translation_md5 CHAR(32)
>

C_
! transcript_variation_id BIGINT

< variation_feature_id INT(11)

> feature_stable_id VARCHAR(128)
> allele_string TEXT

> somatic TINYINT(1)

1INT(10) ¢ structural_variation_feature_id INT(10)
B Tmew v Tmemcoord v
I > outer_start INT
< - / meta_id INT(10) > table_name VARCHAR(40)
» seq_region_start INT
© 58q_region_ > species_id INT > coord_system_id INT(10)
i tart INT
P g e > meta_key VARCHAR(40) > max_length INT
i INT
: 2 inner_end > meta_value VARCHAR(255) >
 seq_region_end INT L
>
: ~ outer_end INT e
| > seq_region_strand TINYINT
: < structural_variation_id INT(10)
| > variation_name VARCHAR(255)
| Ir — % source_id INT(10) , i
: | & study_id INT(10) "] variation_set_structure v
| : & class_attrib_id INT(10) ¥ variation_set_super INT(10)
- _! | > allele_string LONGTEXT 1 variation_set_sub INT(10)
| > is_evidence TINYINT(1) >
: » somatic TINYINT(1) !
- ?_K > breakpoint_order TINYINT(4)
| > length INT(10)
: > variation_set_id SET(...) p ‘
| variation_set v
| > allele_freq FLOAT j -
|  allele_count INT(10) / variation_set_id INT(10)
___l Ml J° name VARCHAR(255)
—_—— I 1
| — > description TEXT B
I \4 \4 -
I | | <> short_name_attrib_id INT(10)
| o= >
| I :
1 | N
¥ structural_variation_id INT(10)
7 - _|
| M i
| | | 1 variation_set_id INT(10)
Loy
| Lo
__________ o . .
Ir | ] variation_set_variation ¥
| l 1 variation_id INT(10)
: I ? variation_set_id INT(10)
| ! > T
& | |
: T |
| [
|
|
11) | | 1
| I *
| SMALLINT(5)
>
— I | ! variation_feature_id INT(10) ¥ analysis_attrib_id INT(1 1)
EIS : :  seq_region_id INT(10) > prediction_matrix MEDIUMBLOB
| | | > seq_region_start INT
I ' » seq_region_end INT
__Il\_____,.l\____,r_H_J q_region_
| | | = seq_region_strand TINYINT
| )
: | | 2 allele_string VARCHAR(50000) | ! regulatory_feature_variation_id INT(11)
—_d—-———=al——A : _» ancestral_allele VARCHAR(50) : % variation_feature_id INT(11)
o _l_ o \L_ _ ('_ < = variation_name VARCHAR(255) | > feature_stable_id VARCHAR(128)
4 ) "
- | 1 | & map_weight INT I_ —|<& < feature_type TEXT
-\ | | (I < flane QET'mannhmadn e e




Ense| -7 Ndme VAHUMAF(220) -~ h 112 (part 4 of 6)
<> description TEXT >l |
< gender ENUM(...) |
< father_individual_id INT(10) [{O |
<> mother_individual_id INT(10)
% individual_type_id INT(10) HO-—

| g gt s e ey |

<» name VARCHAR(255)

i
|

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

|
| [
| |
| |
| |
| |
| |
. >i
S : : & subsnp_id INT(11) 4 r‘
* | | & genotype_code_id INT(11) | |
I | I | & frequency FLOAT 4 Q
:L : : & population_id INT(10) Pl————
| o

: : <> count INT(10) L — o / population_id INT(10)  variation. id INT

 individual_type_id INT(0) P — < name VARCHAR(255) 1 publication_id IN

<> size INT(10; .
< name VARCHAR(255) : : - - \'\id ) t'( ?rEXT <> data_source_att
. escription

< description TEXT | | I i
| | I < collection TINYINT(1)
| : | T 1 fregs._from_gts TINYINT(1)
: | : : < display ENUM(...)

_______________ | | | I~~~ =~ 'H % display_group_id TINYINT(1)
i I | | >
[ ' ' T —
| | | ¥
% sample_id INT(10) : : : ————— 0

< population_id INT(10)

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

< super_population_id INT(10)
< sub_population_id INT(10)

& seq_region_id INT(10) >
<> seq_region_start INT E H

seq_region_endINT B|l—— — — — — — — — — —

% level TINYINT
% sample_id INT(10)




L

> display INT(1)

]

10)
IT(10)
rib SE...

>
I

> clinical_significance SETY...)
> evidence_attrib SET(...)

‘lema 112 (part 5 of 6) |

>

‘T publication v
publication_id INT(10) |
 title VARCHAR(400)
> authors VARCHAR(255)
> pmid INT(10)
> pmcid VARCHAR(255)
> year INT(10)
> doi VARCHAR(80)
> ucsc_id VARCHAR(50)
| 4

& variation_id INT(11)

|
L < attrib_id INT(11) —

> value VARCHAR(255)

' phenotype_id INT(10)
> stable_id VARCHAR(255)

> name VARCHAR(50) -

~ description VARCHAR(255)
> class_attrib_id INT
| 4

* submitter_id INT(10)

> description VARCHAR(255)

4
\_________ 4

H

¥ phenotype_id INT(11)

' accession VARCHAR(255)
> mapped_by_attrib SETY(...)
> mapping_type ENUM(...)

' phenotype_feature_id INT(11)
& phenotype_id INT(11)
<> source_id INT(10)

A< & study_id INT(11)

> type ENUM(...)

> 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)
& attrib_id INT(11)

E3
|
1
I>|

]
4

—_——————— e — — — —

>
—

e ——
! attrib_type_id SMALLINT

» code VARCHAR(20)
> name VARCHAR(255)
> description TEXT

& phenotype_feature_id INT(11)
—|< < attrib_type_id INT(11)
> value VARCHAR(255)




-serrbl Variation Patabase schema MY T gy Py
Gl | | : % source_id INT(10) W
\ | | : I » consequence_types SET(...) |
% —_————
\ ;! » variation_set_id SET(...) :
__________ N
(| <. class_attrib_id INT(10) I
> | : » somatic TINYINT(1) :
o : | > minor_allele VARCHAR(50) L
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