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property _group_content

property_id: INTEGER [ PFK ]

property _id: INTEGER [PK T

a_key: VARCHAR(100)
a_value: VARCHAR(100)
a_type: VARCHAR(50)
group_value: INTEGER [ FK]
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property_group_id: INTEGER [ PFKe

admin_infos

model_version: VARCHAR(50) [[PK]

creation_date: DATE
update_date: DATE

run

run_id: INTEGER [ PK]

analyst: VARCHAR(50)
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identification_id: INTEGER [ FK
run_owner: VARCHAR(50)

raw_filename: VARCHAR(255)
spectrometer_type: VARCHAR(30)
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name: VARCHAR(50) [ PK]

quanti_component_id: INTEGER [ PFK ]
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protein group id: INTEGER [FK ] Jl peptide_match_count: INTEGER | | | | original_query_id: INTEGER | ion_parent_intensity; DOUBLE id: INTEGER [ PK]
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