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- TF centric submissions are based on a specific Transcription Factor from which you want to annatate binding sites
CRE tentric submissions are annotations of a Cis Regulatory Element (CRE] from which you have experimental evidence of a role in gene regulation (oinding or other)

Submit ta Project: | Pleiades genes ¥

I OVERVIEW [ TF centric submissions ][ CRE centric submisssions ][ cancel ]
' XML FORMAT
GFF FORMAT Create A New Project
Name |
CONTACTS Status restricted v |
Desgcription
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Re-enter Admin Password | |

Create New Project
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Describe your Cis Regulatory Element

& genomic Sequence O Attificial Sequence

CRE genome location data
Enter lere unicue genome identification parameters in clwomosame coordinates.

The chromosome coordinates should be eomect for the current Ensembl release and the respectve genome build.
The best way to setthose 1s through the ‘'Get chromosome coordinates' bution,

Sequence

name (apllanal}{ I quality'| B \e.|
[ |

start| end| |

:hrumusume| |slrand

arganism
Gene IDE | Gane DBI EnsEMBEL gane ID ~

Gene Description (optional)

Represenlalive Transcript (omional}: -Trans:rlpt DB | EnsEMBL transcript 1D .\'_E|

Transeription Stard Reagion Start (opfionaly : i Transcriphion Start Region End (optional) .

Get Chromogsome Coordinates

Artificial Sequence data

SeQUEnCE

CONSINAC name |

commnent

Transcription factor/complex binding to this CRE (if known)

[ Add TF Interaction Evidence |

Interaction Evidence with an unknown factor (e.g. nuclear extract)

Add Interaction Evidence |

Other Experimental Evidence for a Role of this CRE in Regulating Gene Expression

["Add Experimental Evidence |
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Gene ID | | Gene DB | EnsEMBL gene 1D b

approzimate position of the element relative to the most comtnon transcription start site

SEQUENCE

[ Submit ][ Feset ]
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Fene symbol S100E

Gene EMNEGO0000160307 (Ensembl)
Gene 6280 (EntrezGene)

Species: hotno sapiens

Please choose the appropriate combination (franseript, position, sequence) and chck
the submit button

EMSTON000Z291700 -702(46848722) TATGGLCAGGTAGACCAGATAGCACT TAGGCTGLATGH|
ENSGO0000TE0307 -702{46848722) TATGGCCAGG TAGACCAGATAGCACT TAGGCT GCATGH]

submit H cancel ]

|
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Experimental Evidence for a role in regulating Gene Expression

Method Name | Selectfrom existing methods o

OR Enter a New Method:
New Method MName |

New Method Description

If the experiment is not /n vifre, enter the cell/'tissne information below.

Cell Mame| | OR‘ Selectfrom existing cell names v.|

Cell Statusl primary Vi

Tissue i | OR| Selectfrorm existing tissue names

Organism (e.g. Homo sapiens) | |

e

Reference (Publded IT) describing this specific experiment |

Comments concerning this specific experiment

Explain specific conditions (if any). Please do not fill anything if not applicable.

Develo Tire/ Timey

Ezxzactly iU ‘ OF: Range-start | Range-end [

Scale | minutes ¥

Description

Physiological conditions

Cendition Cencentration/Quantity/Stage Scale

Environmental Conditions

Chemical compound Concentraton/Cuantity 1 Scale

Effect description

O qualitative
@ quantitative

quantitative |
scale !_percem .

ualitative | 1o

i

Il

&
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UBC/CMMT | Brain Resources

] UCSC | J NCBI | ) ENSEMBL |_) TFCAT/PAZAR/PLEIA.,

Ontologies | ] Genomics Resources >
Describe your Mutation

Original Sequence

1 ACAGCTGGAC TTCTCCTTCC TCAGGCTGGC TGGAGGCTTC AGCAAGGGGE
51 CACACCGTCC ACACGCCTCT GTAARACAGC GTTCGAACGG GACATCTCTA
101  AGGCATCGTC CAACTCTGAG AGTCTGTGAC CTTCCACCCT GGGGTGGAGE
151 GRAAGGCCTT GGGATACAGT CCACACATCA CGTTTTCCCC TAARAGTACC
201 ACCCGTTTTA GTCCCTGCAG ACACTGGCCT CAGCAGCTTC TCTGAGGCAG
251 CCCCGTTGAG CCCAGGGCTG ACCACAGACA AGCACTACTG TCCACAGAAC
301 TTCACGCCCA GTGGGGCCAG ACTTGGAGGA TGGUAGAGGL GAGALGCTCC
351 AGGGGCCTCT CCATTAGALL CCAACTTGCA GGCCACTTAA TCTCCTATGC
401 TCAGCCTGTA CTTGGAAGCT GCTTGTTCTT GGCTGCACAT TTGCTTTGTT
451 TGALATCAATT AATCCAAGTC TCTCTCCTCT CCCCACCCCC AACCTTGCCT
501 TTAGGGTGAC ATCAATATTC ATGTAATAAR GARATCGCAC AMARAGCTGA
551 CTCCCCACTT CCTGCCCTAC AGGCCCTTTT TTCTTCCTCA GCCCATGTGC
601 AATCCTGGCT CCCAGCAAGT CCCCGGGGCT GCTTGGTCAL TGCAGCCCTG
651 TGTGCAGGCC TGGCAGCCCT GCCACCCCCG CCTTCGGCTC CCATTGGCTG
701 CCACGGCCTG CAGTGGGCTG CACCAGGGTT CATCCATCCT CCCTGGGCAG
751 AGGGAATAAG AGGCTGCCTC TGCCCACCAG TCCTGCCGCC CAGGACCCGO
B01 AGCAGAGACG ACGCCTGCAG CAAGGAGACC AGGAAGGGGT GAGACAAGGHL
851 AGAGGTGAGA AAGAGCCAGG CCAAGAGGAC GCTCAGGLAG AAATGGTTCT
901 TTTCTTTTGG GTGGAACGGA ATGGAGGGGT AGAAMCTAAG TGGTAGCTTA
951 ARAAGCCCCT TTAGGACALT TGGCAGCATT TCAGAAGTGT CAATAGGATG
1001 ATGTGTTTTA ATCTCCACAT TACTGCTGCT TTGTGGACAC CTGACTGCAT
1051 CAGCCCTAGA CAGCTAGAGG TGTGTTTTGC CATAMRATCAG AGARACGTCH
1101 GGTTTCATGG CCCAGAAGTG ATTGTTGACA TTTTCCCAGC GGTACTACAL
1151 ATACTGCCTC TTCTGTAACT ATTTGAAGAG TARAGATTTT GCTTCCCACT
1201 GGGGCTARAR ATGATGGAGAL ACCTAATGCT AGTTTAGTCC TATATCATAL
1251 ATAAATGCTT CCCTTTTCTC CTTATATTTC TTCCACCGCC CTGGGTAAGT
1301 AACTCTTCAG TTTTCCAGTT TCCCTCAGTT TGAAGTGCCA GGGTCCCCAC
1351 AGCCCCAGGA CGCCACTCAG AAATTACGTA ACAATTACAL ATARLTTGGG
1401 TCAAAGARAT CGGGGTTTTG GTGGGTTTTA ACTTTCCTCA GTCTCACAGT
1451 TTCTCAGGGA GGTCGAACCC CTTCTTTAGA GGGATC

Mutation Information

Mutant Name (optional) | |

Deletion
Enter the coordinates of the region(s) deleted from the origmal sequence;
| 7‘(use nucleotide numbering scheme displayed above: eg 130-500,1000-1500)

Pomt Mutation
Enter the coordmate(s) of the mutated mucleotide(s), relative to the ongmal sequence, followed by the mutant mucleotide:
| i(use nucleotide numbenng scheme displayed above: e.g 544,55T,53G)

Ci s (if any) [ |

Check the resulting Mutant Sequence

Method used to make the mutation

Method Name | Selectfrom existing methods o

OR Enter a New Method:
Hew Method Hame |

Mew Methed Description

Eeference (PubMed I describing this mutant

Effect of this mutation on the expression

O ealitative
@ emantitative

quantitatve |

scale | parcent v
qualitative v
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77 UCSC 7 MCBI 7 ENSEMBL ) TRCAT/PAZAR/PLEIA... |7 UBC/CMMT | Brain Resources | Ontalogies ) Genomics Resources >

WAL hkbp e pazar . infojcgi-bin/swW1) TRcomplesx.cgi V| @ Go “Q, ‘

~
If the exact TF is unknown, you can describe a biolegical sample used (e.g. nuclear extract) 4
Sarmple Type | |

Sample Cell Hame OR| Selectfrom existing cell names |

Satnple Cell Status L_ (=]

Sample Tissuel EOR‘ Selectfrom existing tissue names %

Sample Organism (e.g. Homeo sapiens) [ |

Sample Develop Time/Timep
Ezactly 0 OF. Range-start ‘D |Ra.uge-end |D ‘
Scale _7 L]

Satnple Time Description

Interaction type between the sample and this sequence

O eualitative
@ equantitative

quantitative |
|
scale | percent ¥

Method Name ‘ Select from existing methods B

OR Enter a New Method:

Hew Method Name

Mew MMethod Description

If the experiment is not /n vifro, enter the cell/tissue information below.

Cell Mame [ 0R| Selectfrom existing cell names %

Cell Status [E[[naiy v

Tissue | ORI Selectfrom existing tissue narmes v

S

Crgatism (e.g. Homo sapiens) |_ |

Reference (Publied IDV) describing this specific experiment |

Comments concerning this specific ezperiment

‘A
(v
[l
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177 UCSC ) NCEI |7 ENSEMBL | ) TRCAT/PAZARIPLEIA... | ) UBC/CMMT | ) Brain Resources | ) Ontologies | ) Genomics Resources

TF complex components

@ Select from my TFs:

‘Se\ecﬁrom existing TFs s

OEnter a new TF:

TF complex name i J

Pubmed (if published) |
TF ‘ | TF Database |!
class i J ORI

Farrily | |or |

modifications (Optional) |

Interaction type between the TF complex (factor) and this sequence

O qualitative
® quantitative

cuantitative
scals | percent v

qualitative

Method Mame ‘ Selectfrom existing methods v

OR Enter a New Method:
New Method Name |

Mew Method Description

If the experinent is not /i vifre, enter the cell/tissue information below.

Cell Wae | | OR| Selectiom ssisting call names |

Cell Status ‘ primary VI

Tissue | ‘ ORI Selectfrom existing tissue names ¥

Organistm (e.g. Homo saplens) | ‘

Reference (Publed IDY describing this specific experiment |

Comments concerning this specific experiment
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