. . 00
& asm_seq_region_id me=  assembly_exception_id 1 1
& cmp_seq_region_id —°\°\\ % seq_region_id _°\° & seq_region_id  coord_system_id
] 2> sequence 4 < ies_i
& asm_start \\\ < seq_region_start \\ : ) Tne , 7 : :Z:’:S—'d > table_name
) _li o
<»asm_end \\\ > seq_region_end \ [ /7 Overss % coord_system_id
< cmp_start \ \ | & exc_type Indexes // version
© karyotype_id % cmp_end \ \ - Lo 0 | @ seq_region_id 2 & rank <> max_length
o o T \\| & exc_seq_region_id mi & socuience , , Oatiin e
@ seq_region_id D ori < exc_seq_region_start Y
i Indexes - B Indexes Y Indexes
 so.regon.str ity |0 seq egion_ong ,
< seq_region_end Qo /
 band

< stain
Indexes

(" . D
"] gene_stable_id v

& gene_id —1\
. 00
& gene_id < stable_id |
(o] . .
S o i < attrib_type_id \\ < version |
seq_region_i

\ < value N\
< attrib_type_id ]

N < created_date

Indexes AN <> modified_date
< value © attrib_type_id - \ . ~
Indexes ~ < code

<> hame
& translation_id

< attrib_type_id
 value
Indexes

© seq_region_id ‘ > description
<> name Indexes

coord_system_id
0| h_ ’ B & transcript_id W
< lengtl ] ‘
Ind ° < attrib_type_id
ndexes

id

/ translation_id & value 4 g.ene_l
& transcript_id Indexes < biotype
<> seq_start < analysis_id
< start_exon_id <» seq_region_id

< seq_end < seq_region_start
@ translation_id @ end_exon_id
< stable_id Indexes

< version

<> created_date

© transcript_id <» seq_region_end

<> gene_id <» seq_region_strand
< analysis_id <> display_xref_id

& seq_region_id g source
status
< modified_date <> seq_region_start -
<> description
< seq_region_end )
< is_current
< seq_region_strand

< canonical_transcript_id

& exon_id N d!splay_xref_ld @ transcript_id <> canonical_annotation
; A\ < status " ) N
© exon_id - ! rank < interaction_type

descripti
& seq_region_id Indexes « description Indexes
<> seq_region_start

“is_current

N ) d <> canonical_translation_id
seq_region_en

< seq_region_strand
@ exon_id

< phase < transcript_id
* stable_id
<> end_phase v stable. < stable_id

< version )
< version

. _— < created_date
“ is_constitutive < created_date

<» modified_date N

/ meta_id

<> species_id
< is_current

» meta_key

<> meta_value
Indexes




