property_groupconkent

propetky
property_id: INTEGER. [ FE ]

a_key: YARCHAR{10O)
a_walue: VARCHAR100)
a_bvpe: YARCHAR(SO)
group_walue: INTEGER [ FK ]
description: YARCHARZ55)

protein_group_content_properties

SpJproperty_id: IMTEGER [ PFK ]
property_group_id: INTEGER. [

PFK ]

property_group

run_properties

4]

property_group_id: INTEGER [ PFK ]
run_id: INTEGER. [ PFK ]

¥

property_group_id: INTEGER [ PK ]

property _group_id: INTEGER. [ PFK ]
protein_group_content_id; INTEGER [ PFK ]

protein_group_conkent

protein_group_content_id: INTEGER [ PK ]

protein_group_id: INTEGER. [ FK ]
—-chprotein_accession: VARCHAR(SO) [ FK ]
validation_mask: INTEGEFR.

score; DOLUELE

coverage: DOUBLE

is_master: BOOLEAN

match_count: INTEGER
peptide_group_id; INTEGER. [ FE ]

Fbe—

_'_______

protein
accession; YARCHARISD) [PK ]

description: YARCHAR(1024)
length: IMTEGER.

mass: DOUBLE

pi: DOUEBLE

sequence; YARCHAR(Z147483647)

i

protein_group_conkenk_match

protein_group_content_id: INTEGER [ PFK ]
match_id: INTEGER. [ PFE ]

—H
|
|
|
|
|
|
|

identification_properties

name: YARCHAR(SO)
description; YARCHAR(Z5S)

ae]praperty _group_id: INTEGER [ PFK ]

protein_group_properties

properky_group_id: INTEGER [ PRK ]
protein_group_id: INTEGER [ PFK ]

protein_group

pratein_group_id: INTEGER. [ PK ]

context_id: INTEGER [ FK ]
validation_mask: INTEGER

peptide_group

|peptide_gr0up_id: INTEGER. [ PK ]

f

- 1

match

3

peptide_properties
property _group_id: INTEGER. [ PFK ]
peptide_id: INTEGER [ PFK ]

h=
identification_id: INTEGER [ PFK ]

run

run_id: INTEGER [ PK ]

ckjpeptide_group_id: INTEGER [ PFK ]
peptide_id: INTEGER. [ PFE ]

match_id: INTEGER. [ PK ]

protein_accession: YARCHAR(SD) [ FK ]
peptide_id: INTEGER [ FK]

start: INTEGER
stops INTEGER
score: DOLEBLE
state: YARCHAR{SO)

| peptide

Fun_skop:

identification_id: INTEGER. [ FE ]
run_owner: YARCHAR(SD)

analyst; YARCHARISO)
raw_filename: YARCHAR(ZS5)
spectrometer_bype: WARCHAR{S0)
spectrometer_name: YARCHAR(20)
Ic_rnethod: WARCHAR{SO)
ms_method: VARCHAR(SO)
run_date:
duration: INTEGER
run_skark:

sample_name: WARCHARISD) [ FE ]

sample

admin_infos
rodel_version: YARCHARISD) [ PK ]

creation_date: DATE
update_date: DATE

— — —}{sample_name: YARCHAR(SO) [ PK ]

project_name: YARCHAR(SO)
study_name: YARCHAR(SO)

IMTEGER

|
|
DATE |
|
INTEGER. |

e -

identification
identification_id: INTEGER [ PK ]

g
oy
3 context - identification
spnkexbzpropeities Context_id: INTEGER [ PFK ]
property_group_id: INTEGER. [ PFK ] identification_id: INTEGER [ PFK ]
context_id: INTEGER [ PFE ]
i Lo
TG |
| :
| context
— — — —|— — — ——{context_id: INTEGER [FK ] —|—————]
parent_conkext_id: INTEGER. [ FE ] |
name: VARCH&R(SDYD | T T T T/ —
| —4description: YARCHAR(255)
| conkext_type: WARCHAR{10O)
peptide _group_content | T
L | quety
] I —Hquery_id: INTEGER [ PK ]

spectrurn_id: INTEG]

original_query_id: INTEGER.
identification_id: IMTEGER. [ FK ]

description: WARCHAR(1024)

ER [FK ]

peptide_id: INTEGER. [ P ]
———

charge: INTEGER
missed_cleavage: INTEGER
calculated_mass: DOUBLE
experimental_mass: DOLUBLE
ion_parent_inkensity: DOUELE
retention_time: DOLUBLE

context_id: INTEGER [ FE ]
score: DOUBLE
original_rank: INTEGER,
query_id: INTEGER. [ FK ]

cequence: YARCHAR(Z147483647)

spectrum

ion_parent_rnass:
ion_parent_intens

charge: INTEGER.

initial_id: INTEGER.

retention_time: DOLBLE

DOUBLE
ity DOLBLE

peptide_ptm

|
|
|
|
|
|
I spectrumn_id: INTEGER [ Pk ]
|
|
|
|
|

(-

id: INTEGER. [ FK ]

peptide_children
parent_peptide_id: INTEGER [ PFK ]
child_peptide_id: INTEGER, [ PFK ]

ptrn_namme: WARCHAR(SD) [ FK ]
— —cfpeptide_id: INTEGER. | FK |
location: INTEGER

I

a}_

ptm

description_id: INTEGER. [ F ]
resultfile_url: VARCHAR{Z00)
queries_count: INTEGER.
submitted_queries_count: INTEGER
search_context_id: INTEGER [ FK ]

fixed_ptm

| description
description_id; INTEGER [ PK ]

| user_name: WARCHAR(SO)

| user_email: YARCHAR(E0)

| search_date: DATE

| search_title: YARCHAR(ZO00)
sourcefile_bype: YARCHAR{SO)

| ourcefile_url: YARCHAR(Z00)

|

|

|

search_settings_id: INTEGER [ FE ]

ion_search
earch_settings_id: INTEGER [ FFK ]

=41
=]

ma_prokein_mass: DOUELE
min_protein_mass: DOUBLE
protein_pi: DOUBLE

msms_search

|

T'

pkrn_name: YARCHARISDY [ PFE ]
search_settings_id: INTEGER. [ PFE ]

ptr_indesx: INTEGER
pkrn_tvpe: YARCHAR(SD)

i

taonomy: YARCHARISO)

searched_seq_count: INTEGER
max_missed_cleavages: INTEGER
peptide_mass_error_tolerance: DOUBLE

peptide _mass_error_tolerance_unic: WARCHAR(SO)
quantitation: YARCHAR{SO)

Sfsearch_settings_id: INTEGER [ PFK ]
search_settings
oot 1 S - Fragment_error_tolerance: DOUBLE
Fr T h_satt d: INTEGER [ PK error_ :
B Fekd } Fragment_error_tolerance _unit: YARCHARISO)
software_name: WARCHAR{SO) }
zoftware_version: YARCHAR(SO)
database_id: INTEGER [ Fk ] Ee-—

Enzyme

name: WARCHAR{SD) [ PK ]
L ]

used_enzyme
enzyme_name: YARCHARISD) [ PRE ]

variable_ptm

—

name: VARCHAR{SO) [ PE ]l—'—
1

cplptm_name: YARCHAR(SO) [ PFK ]
search_settings_id: INTEGER [ PFK ]

ptr_indesx: INTEGER
ptm_type: YARCHAR(SO)

database

rh_settings_id: INTEGER [ PFK ]

database_id: INTEGER [ PE ]

sequence_count:

name: YARCHAR(SO)
release: WARCHARL100)
location: WARCHAR] 100)

IMTEGER,




