SalMotifDB database schema for Atlantic salmon

] front_tfblast v "] front_ssalatacsegm... ¥ | front_motif v ] front_ssalatacsequ... ¥ ] front_ssalpredict... ¥
id INT(11) id INT{11) id INT(11) id INT(11) id INT(11)
> gseqid_blastp VARCHAR(255) > start INT(11) 2 mid INT(11) > start INT(11)  matchid INT{11)
» sseqid_blastp VARCHAR(50) 2 stop INT(11)  motifid VARCHAR(255) 2 stop INT(11)  predictedtf VARCHAR(S)
 pident DOUBLE  score DOUBLE > link VARCHAR(255) 1 score DOUBLE 1< & accessionid_id INT(11)
> length INT{11)  distance INT(11) IH  spacies LONGTEXT > distance INT(11) & geneid_id INT{11)
 mismatch INT(11) > length INT{11) | |t vARCHAR(50) > length INT(11) < motifid_id INT{11)
> gapopen INT{11) P strand VARCHAR(1) | | & source VARCHAR(50)  strand VARCHAR(1) »
 gstart INT(11) > sequencematched LONGTEXT >‘| 2 hitinPop INT({11) H | < sequencematched LONGTEXT W
> gend INT(11) > pvalue DOUBLE > fdrmean DOUBLE I< . pvalue DOUBLE ] front_ssalmotifs v
> sstart INT(11) _» qvalue DOUBLE - 44| < fdrmedian DOUBLE » gqvalue DOUBLE id INT(11)
 send INT(11) » peakstart INT(11) > cluster VARCHAR(50)  peakstart INT(11) > start INT(11)
2 evalue DOUBLE » peakend INT(11) > hitinPopAtacLiver INT(11) L4« peakend INT{11) 2 stop INT(11)
 bitscors DOUBLE > pdistance INT(11) > hitinPopUnmasked INT(11) > pdistance INT{11)  score DOUBLE
 matchid INT(11) | < plength INT(11) > hitinPopMasked INT(11) > plength INT(11) > distance INT(11)
Zintersect INT{11) < geneid_id INT{11) L > hitinPopUnmaskedAtacLive. .. < geneid_id INT{11)  length INT(11)
2 similarity INT{11) <> motifid_id INT{11) 2 centralmotifid VARCHAR(255) <> motifid_id INT(11) < *» strand VARCHAR(1)
% uniond INT{11) 2  centraltf VARCHAR(255) » | . sequencematched LONGTEXT
Zrank INT(11) N: i| > ncluster INT(11) y | 2 pvalue DOUBLE
& geneid_id INT{11) I |I > centralmid INT(11) I | » qualue DOUBLE
< motifid_id INT(11) L > | I & geneid_id INT{11)
> I II I | < motifid_id INT{11)
N o -
] front_ticonserveddomain v ] front_ssalconservedd... ¥ ] front_gene v ' A ¥
id INT(11) id INT(11) id INT(11) ] front_ssaimotifsunmasked ¥ II
' gseqid_fpdb_cod VARCHAR(255)  gseqgid_ssal_cdd VARCHAR(255) > gid INT(11) id INT(11) II
» sseqid_fpdb,_cdd VARCHAR(50)  sseqid_ssal_cdd VARCHAR(50) » accession VARCHAR(50) & start INT(11) II
> pident DOUBLE > pident DOUBLE » chrstart INT{11) |y | @stopINTOY) !
> length INT(11) > length INT{11) > chrend INT(11) & score DOLBLE |
> mismateh INT(11) > mismatch INT(11) 1 genestart INT(11) » distance INT(11) I
 gapopen INT{11) > gapopen INT{11) < geneend INT(11) > length INT(1 1) |
> gstart INT(11) > gstart INT(11) > genelength INT(11) & simnd VARCHAR(1) I
> gend INT(11) 5i{ & gend INT(11) > genestrand VARCHAR(1) | | © sequencematched LONGTEXT |
> sstart INT(11) > sstart INT(11) Pl | & nobiid vARCHAR(50) 2 pvalue DOUBLE I
> send INT(11) > send INT(11) I > nebigeneid INT(11) 2 qualue DOUBLE |
> evalue DOUBLE > evalue DOUBLE — k4 | ©> genesymbol VARCHAR(50) @ geneid_id INT(11) |
 bitscore DOUBLE  bitscore DOUBLE I > genename VARCHAR(50) © metifid_id INT(11) I
S indik INT(11) > indx INT(11) | | bictype LONGTEXT > J
> rank INT(11) > rank INT(11) I > geneid VARGHAR(50) F= Slli T
4 accessionid_id INT{11) » pradictedtt VARCHAR(5) | | transcriptid LONGTEXT |
<> motifid_id INT(11) % accessionid_id INT(11) || % product LONGTEXT |
»> & genaid_id INT(11) ll“_ » exception LONGTEXT I
>  note LONGTEXT |
» proteinid LONGTEXT - -
»» chromosome VARCHAR(50)
> pstart INT{11)
> pend INT(11)




