Additional file 7 --- Relational diagram of the Transcript_Ortho SQL database.
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idGene: INT
baseNameV: VARCHAR
caracteristic: VARCHAR
score: VARCHAR
frame: VARCHAR
geneBiotype: VARCHAR
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sourceGld: VARCHAR
transcript: VARCHAR
posTStart: VARCHAR
posTEnd: VARCHAR
strand: "+"|"-"
exon_utrStart: INT

exon_utrend: INT
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idSpecies: INT
nameSpecies: VARCHAR

typeGeneSet

idSet: INT
nameSet: VARCHAR
description: VARCHAR
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idTranscript: INT
idCDS: INT
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idTranscript: INT
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chr: INT

posStart: INT
posEnd: INT
strand: "+"|"-"

geneName: VARCHAR
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sourceGld: VARCHAR
groupGld: INT
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dgroupGld: INT
opggort: INT
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utrFound: BOOL

transcriptUsed: BOOL

idTranscript: INT
sourceTld: VARCHAR

posStart: INT
posEnd: INT
exonNb: INT
transcriptName: VARCHAR

state: "known"|"predicted"”

transcriptBiotype: VARCHAR
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idTranscript INT idintron: INT
idIntron INT I posStart: INT
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intronInTNb: INT
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pairTOrtho

transcriptSource: VARCHAR
transcriptTarget: VARCHAR

groupGld: INT
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idTranscript: INT
idValidation: INT
idSource: INT
nbSpecificJunction: INT

nbSpecificJunctionFound: INT

poskEnd: INT
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idValidation: INT
nameMethod: VARCHAR

description: VARCHAR
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idSource: INT
nameSource: VARCHAR

typeSoure: VARCHAR
remark: VARCHAR




