Locate promoter sequence for a specific gene

1. Go to website UCSC: http://www.genome.ucsc.edu/,choose “Table
Browser”:
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2. Type into the gene information, click “get output”:
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My Data Help

Use this program to retrieve the data associated with a track in text format, to calculate intersections between ti
this application see Using the Table Browser for a description of the controls in this form, the User's Guide for g
tutorial for a narrated presentation of the software features and usage. For more complex queries, you may wal
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Gene Predictions v track: GENCODE v24 v addftustom tracks

v describe table schen
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file type returned:
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To reset all user cart settings (including custom tracks), click here.

2. Choose “genomic”:
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submit cancel

4. Choose “Promoter/Upstream by”, change to “2000 bases”, then click

‘get sequence’:
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GENCODE v24 Genomic Sequence

Sequence Retrieval Region Options:

Promoter/Upstream by 2poo bases
5' UTR Exons
CDS Exons
3' UTR Exons
Introns
Downstream by 1000 base
¢ One FASTA record per gene.
One FASTA record per region (exon, intron, etc.) with o

- Split UTR and CDS parts of an'exon into separate FA
Note: if a feature is close to the beglnnlng or end of a chron
chromosome. 4
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Sequence atting Options:
®* Exons in upper case, everything else in lower case.
CDS in upper case, UTR in lower case.
All upper case.
All lower case.
Mask repeats: ® to lower case toN

get sequence = cancel



5. The sequence from beginning to the first capital letter is the promoter
sequence.

Predict transcription factor binding site on given promoter sequence

1. go to website jaspar: http://jaspar.genereg.net/;

2. Search your gene such as TBX3 (human), the possible binding site will
be displayed ;

3. Click Scan, type the promoter sequence (FASTA type) into this region.
For example PLD1 promoter sequence, Click “scan’;

Examples: SPI1, P17676, ChiP-seq, Homo sapiens Advanced Options

1 profile(s) found Analyze selects iles

Please s;

Display| 10 v profiles Filter: atrix profiles on theleft side to add to your
form the following analysis.
D 12 nName Species Class. Family Logo
MA1566.1 TBX3 Homo sapiens T-Box factors TBX2-related factors . ]_ & Add to cart a
JREY) L1 HN

BR Scan n

Input a (FASTA-formatted) seq

< n > matrixmodels. (2 Load example s

Enter FASTA sequence here: (955 nucleotides left)

Showing 1 profiles of page 1 from 1 pages

4. Click “CSV” to download results, choose the possible binding sites
according score.


http://jaspar.genereg.net/

Total 21 putative site(s) were predicted with relative profile score threshold &

Show FASTA Sequence

Display| 10 v profiles
Filter:

Matrix 1D Name B T — Relative score 1¥  SequencelD Start End Strand Predicted sequence
MA1566.1 TBX3 10.831 0.960361764321 PLD1 470 479 + CAGGTGTGAG
MA1566.1 TBX2 8.31373 0.857431301934 PLD1 1517 1526 - GAAGTGTTAT
MA1566.1 TBX2 T.74044 0.8830505620 PLD1 567 576 - TAAGTGTCAC
MA1566.1 TBX3 7.23403 0.870439837637 PLD1 661 670 + TACGTGTGTG
MA1566.1 TBX3 7.01705 0.865015591515 PLD1 1875 1884 - GGGGCGTCGL
MA1566.1 TBX3 6.99837 0.864348463788 PLD1 1850 1899 - GCGGTGCCAG
MA1566.1 TBX3 6.5468 0.863255180769 PLD1 1584 1583 - GAGGTGACAT
MA1566.1 TBX2 6.66525 0.856321868515 PLD1 887 896 + GCTGTGTGAC
MA1566.1 TBX2 6.66526 0.856321868515 PLD1 1482 1471 + GCTGTGTGAC
MA1566.1 TBX3 6.37353 0.848928001998 PLD1 455 464 + ABAGTGTTGG

Showing 1 to 10 of 21 entries
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