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Supplemental Figure 1. Schema for Arabidopsis MPSS database. 
The database is designed with two major sets of tables, one that contains the genomic 
annotation and genomic signature information and a second that contains the MPSS expression 
data. These genomic and expression data are linked through the “tag_master” table. The tables 
and fields are shown for each of the two major sets of tables. The lines connecting tables 
indicate one-to-one (simple lines) or one-to-many (branched lines) relationships.  
 
 

source_master
_id int *
source_code char(20) *
name varchar(255)
notes text
url_home varchar(255)
url_chromosome varchar(255)
url_annotation varchar(255)

chromosome_master
_id int *
chromo_code char(4)
filename_chromo varchar(255)
filename_anno varchar(255)
date_chromo datetime
date_anno datetime
source_code char(20) 
notes text
length int
length_raw int
count_ambiguity int
centromere_location int
status tinyint

chromosome_sequence
chromosome_id int *
chromosome longtext

gene_master
_id int
chromosome_id int
strand enum('w','c')
coding_start int
coding_end int
name char(32)
gene char(32)
title varchar(255)
type char(32)
notes varchar(255)

gene_position
gene_id int
variant_id int
start_coord int
end_coord int

tag_master
_id int
tag char(20)

source_code
_id/chromosome_id

_id/chromosome_id

_id/contig_id
gene/gene, 
gene_secondary

_id/tag_id

Genomic data

tag_position
_id int
tag_id int
chromosome_id int
position int
strand enum('w','c')
class char(1)
gene char(32)
exon_position tinyint
class_secondary char(1)
gene_secondary char(32)
exon_position_secondary tinyint

z_hits
_id int
source_code char(4)
tag_id int
hits  int

_id/tag_id

library_info
_id int
lynx_code char(20)
code  char(3)
name  char(255)
title char(255)
anchor  char(10)
organism char(30)
ecotype  char(10) 
release_date date
RNA_extract_method char(10)
sample_source char(255)
create_date datetime
tag_length int
notes text
method char(20)
sum_raw_stepper_2  double(17,0)
sum_raw_stepper_4  double(17,0)
distinct_tags int(11)
sig_rel int(11)
sig_not_rel int(11)
not_sig_rel int(11)
not_sig_not_rel int(11)
total_tag int(11)

_id/library_id

run_info
_id int
run_id int
run_name char(50)
library_id tinyint
raw_value int
stepping int
note txt

expression_raw
tag_id int
frequency int
confidence int

Expression data

library_master
_id int
tag_id int
library_id tinyint
t_norm
f_norm

build_info
_id tinyint
build_id tinyint
library_id tinyint
create_date
datetime
note text

run_master (new)
_id int
run_id int
tag_id int
raw_value int
library_id tinyint
stepper int

summary
_id int lib5_norm int hits tinyint
tag_id int lib6_norm int chromosome_id tinyint
tag char(20) lib7_norm int strand enum(’w’,’c’)
stepping_chosen tinyint lib8_norm int class tinyint
reliable tinyint lib9_norm int gene char(32)
significant tinyint lib10_norm int class_secondary tinyint
lib1_norm int lib11_norm int gene_secondary char(32)
lib2_norm int lib12_norm int
lib3_norm int lib13_norm int
lib4_norm int lib14_norm int

_id/library_id

_id/library_id

_id/library_id

_id/run_id

_id/tag_id

_id/tag_id

_id/tag_id

_id/tag_id

tag_master
_id int
tag char(20)

 


