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Recherche de motifs
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MEME discovers novel, ungapped motifs
(recurring, fixed-length patterns) in  your
sequences (sample output from sequences).

ik Motif Elicitat MEME splits variable-length patterns into two

Mu Em for or more separate motifs. See this Manual for
Version 5.5.7 more information.

Data Form

Perform motif discovery on DNA, RNA, protein or custom alphabet datasets.

Select the motif discovery mode
O Classic mode () Discrimi mode ()

Di

ial Enrichment mode

Select the sequence alphabet
Use sequences with a standard alphabet or specify a custom alphabet.

O DNA, RNA or Protein () Custom Aucun fichier sélectionné.

Input the primary sequences
Enter sequences in which you want to find motifs.

Type in sequences v

C—

Select the site distribution
How do you expect motif sites to be distributed in sequences?

v Zero or One Occurrence Per Sequence (zoops) 3 1 9
' pari

or A

| e 4 INS€

s One Occurrence Per Sequence (oops)
e

Any Number of Repetitions (anr)

Input job details
(Optional) Enter your email address.

(Optional) Enter a job description.

.

[ ¥ Advanced options [Resef] |

What should be used as the background model?
|0»order model of sequences v |

How wide can motifs be?

Minimum width: Maximum width:

How many sites must each motif have?

[~} Minimum sites: [~} Maximum sites: m:l
Can motif sites be on both strands? (DNA/RNA only)

["] Search given strand only.

Should MEME restrict the search to palindromes? (DNA only)
Look for palindromes only.

Should MEME shuffle the sequences?
[_) Shuffle the sequences.
Note: if the combined form inputs exceed 8OMB the job will be rejected

| start Search |

7 : lancer

1: sélectionner Tyf

Cmam——

e in séquences

2:insérer les séquences
sous un format fasta

électionnez le premier
ametre: zero or One occurrence
ny number of repetition

rer votre adresse email

— 6: indiquez la nature de votre

requéte

5 : sélectionnez le second
parametre: palindrome ou non

Version 5.5.7 Pi d d gy

to: edu Powered by Opal

Home Documentation Downloads Authors Citing

la requéte



Mails recus

meme-suite@uw.edu 18:32
MEME Submission Information (job appMEME_5.5.7174231916...

MEME Multiple Em for Motif Elicitation This is an auto-generated
response to your job submission. Your job ID is: appMEME_5.5.7...

meme-suite@uw.edu 18:32
MEME Submission Information (job appMEME_5.5.7174231914...

MEME Multiple Em for Motif Elicitation This is an auto-generated
response to your job submission. Your job ID is: appMEME_5.5.7...

meme-suite@uw.edu 18:32
MEME Submission Information (job appMEME_5.5.7174231911...

MEME Multiple Em for Motif Elicitation This is an auto-generated
response to your job submission. Your job ID is: appMEME_5.5.7...

meme-suite@uw.edu 18:31
MEME Submission Information (job appMEME_5.5.7174231910...

MEME Multiple Em for Motif Elicitation This is an auto-generated
response to your job submission. Your job ID is: appMEME_5.5.7...

Multiple Em for Motif Elicitation

This is an auto-generated response to your job submission.

Your job ID is: appMEME_5.5.717423191017981073139672

You can view your job results at: https://meme-suite.org/meme/info/status?

service=MEME&id=appMEME_5.5.717423191017981073139672

Job Details

Submitted
Expires
Description
(Primary)
Sequences
Background
Discovery Mode
Site Distribution
Motif Count
Motif Width

Tue Mar 18 10:31:41 PDT 2025
Sat Mar 22 10:31:41 PDT 2025
set_seq 0-1 no pal

A set of 17 DNA sequences, between 251 and 1251 in length (average
length 612.8).

A order-0 background generated from the supplied sequences.
Classic: optimizes the E-value of the motif information content
Zero or one occurrence (of a contributing motif site) per sequence.
Searching for 3 motifs.

Between 6 wide and 50 wide (inclusive).

Site web pour consulter le résultat

=

Résumé de la requéte lancée

=



Multiple Em for Motif Elicitation

| | Your MEME job is complete. The results should be displayed below.

Queue status: OPEN
Jobs running: 10 Job Details ...

Jobs waiting to run: 0

(»Motif Discovery | Results

(> Motif Enrichment } « MEME HTML output Cliquez sur ce lien pour voir les résultats
] ¢ MEME XML output

e MEME text output
] e MAST HTML output

(> utilities ] o MAST XML output
)
)
)

[ » Motif Scanning

[ » Motif Comparison

[ » Gene Regulation

[ » Manual o MAST text output
(> Guides & Tutorials
[ » Sample Outputs

> File Format

Status Messages

Reference e Parsing arguments
[bDatahases ] e Arguments ok
(»Download & Install | e Starting meme
[»Help ] meme sequences.fa —dna —-oc . —nostatus —-time 14400 -mod zoops -nmotifs 3 -minw 6 -maxw 50 -objfun classic -revcomp -markov_order @

e meme ran successfully in 31.1 seconds

[bAIternate Servers ] o Starting mast

(>Authors & Citing | mast meme.xml sequences.fa -oc . -nostatus
[ »Recent Jobs ] e mast ran successfully in 0.23 seconds
e Done

[‘-» Previous version 5.5.6 ]




Logo

Sites More Submit/Download

1 —

4.9e-038 17

S gy RERTRRRE — 0GOS
e AMAA

2. i 2.9e-002 -
3 ~ 2.7e+004 d
L c VUecs C o CC( C(_ G = <C _c ek e
Stopped because requested number of motifs (3) found. _ Détails
MOTIF LOCATIONS
O only Motif Sites [2] O Motif Sites+Scanned Sites [Z] O All Sequences [ Download PDF] [ Download SVG }
Name p-value [Z] Motif Locations [Z] Positions des motifs
1. FinalPeaks_15  2.16e-7 T m v sur les séquences
2. FinalPeaks_17 5.20e-5 :" (= |
3. FinalPeaks 21 5.07e-12 * ™ _
4. FinalPeaks_31 6.60e-8 T o
5. FinalPeaks_35  4.09e-15 T - =
6. FinalPeaks_46  2.50e-14 * u -
; +
7. FinalPeaks_61 4.09e-13 _ Pl
8. FinalPeaks_69  7.23e-7 ' -
9. FinalPeaks_89 1.52-5 T—m -
10. FinalPeaks_102  2.03e-9 ' —w -
11. FinalPeaks_98 1.19e-13 f | 8}
12. FinalPeaks_101 2.70e-14 * o -
13. Finé Capture d'écran -6 f—- o



Logo E-value Sites Width Submit/Download
il - 4.9e-038 17 2
2. 2.9e-002 17 =
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Stopped because requested number of motifs (3) found.

x 1
E-value: 4.9¢-038 7] Site Count: 17 Width: 21

Iz,

Standard | Reverse Complement

LOGO
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bi

%;éA A Ayi

=X
-

s 0w © ©~
- = e

Ag

Log Likelihood Ratio: 298 @ Information Content: 21.6

£z

Relative Entropy: 25.3 Bayes Threshold: 10.5754

—
-

Name [?] strand (7| start p-value sites [?]
12. FinalPeaks_101 + 395  5.64e-12 gagagccgtt TTATTACCTGATTAACATAAT gtggtagact
4. FinalPeaks_31 + 181 2.43e-11 catagctcta TTATTCTGTTTTTACCAGAAT tgtcaagaag ,
1. FinalPeaks_15 - 418 3.28e-11 CCGTGCTGAT TTGTTATGTCAAAAACATAAT CTGTGCTAGA Seq uences
7. FinalPeaks_61 - 492 1.71e-10 AATATCAATC TTATTACGTCTCTTACAGAAT GAACTCGGAC
3. FinalPeaks_21 + 583 1.95e-10 aggcctgagce CTTTTATGTCATTGACATAAT tgactctget _ eXa ctes
17. FinalPeaks_4 + 116  8.93e-10 catactgcct TTATTATGCCCTGAACACATT aaaaaggcca
5. FinalPeaks_35 - 322 8.93e-10 GACCGTAATG TTATTCTCTTCTAAACTAAAT GCATGAAGCT
11. FinalPeaks_98 - 304 1.24e-9 GCCATCTTCC TAATTACGCTGATGACATAAT CCACCTTCCG corres pon d ant
15. FinalPeaks_121 + 249 3.06e-9 tccggtgagg TTCTTATCCTGCTAGCAGAAA tcatcagtgt

N
6. FinalPeaks_46 + 352 4.06e-9 tcatggatgc ATATTACCCTATTTCCCAAAT caaggaaaca a ce |0g0



Pour FIMO et TOMTOM

Logo [7] E-value sites (7]  Width More

IITTA(T: . _ITAAC{\ AAI 4.9¢-038 17 21 T

[ .
2. ~§AnA ). 2.9e-002 17 8 1

1.

:
J
:

Stopped because requested number of motifs (3) found.



SUBMIT OR DOWNLOAD

Submit Motif Download Motif Download Logo

Submit to program
() Tomtom Find similar motifs in published libraries or a library you supply.

o [F1M0 " |Find mot occurrences n sequencedota |
(O MAST  Rank sequences by affinity to groups of motifs.
() GOMo Identify possible roles (Gene Ontology terms) for motifs.

O SpaMo Find other motifs that are enriched at specific close spacings which might imply
P the existence of a complex.

-S bmit . . -C |
— _ Cliquez sur submit (Gancel

Une nouvelle
fenetre apparait

Sélectionner
FIMO ou
TOMTOM



Pour FIMO

Queue status: OPEN
Jobs running: 8
Jobs waiting to run: 0

» Motif Discovery

» Motif Enrichment

» Motif Scanning

P Motif Comparison

» Gene Regulation

> Utilities

»Manual

» Guides & Tutorials

_ e

» Sample Outputs

» File Format
Reference

» Databases

»Download & Install

»Help

» Alternate Servers

» Authors & Citing

»Recent Jobs

Version 5.5.7
]

—| Data Submission Form |

Scan a set of sequences for motifs.

Input the motifs
Enter motifs you wish to scan with.

[ submitted motifs v |

|motif number 1 from meme.html |

Input the sequences
Specify sequences or select the database you want to scan for matches to motifs.

V]2 mmmmmm ] : sélectionn

—F 2:insérer les

format fasta

| Type in sequences

Input job details
(Optional) Enter your email address.

er Type in ségquences

séguences sous un

| émmmm 3 insérer votre adresse email

(Optional) Enter a job description.

mmmm 4 in

A

—_ I I I

S Previous version 5.5.6

Capture d'écran

de V

[ ¥V Advanced options [Reset]]

How should matches be filtered before output?
Match p-value <

Scan both strands? (DNA/RNA only)
(] Scan given strand only.

_ 5 : laisser d&
les paramet

What should be used as the background model?
[ Default background v

Should FIMO parse genomic coordj

6 : lancer la requéte

Parse genomic coordinates.

diquez la nature
lotre requéte

ns un premier temps
res par défaut




Pour FIMO

[ » Motif Discovery ]
[ » Motif Enrichment ]
[ » Motif Scanning ]

[ » Motif Comparison ]

Search one or more motifs against a motif database.

Input query motifs
Enter the motif(s) to compare to known motifs.

| Submitted motifs v |

|motif number 1 from meme.html |

Select a motif database or provide motifs to compare with.

Vl_

[ P Gene Regulation ]
[ » utilities ]
(>Manual ) Select target motifs
[ P Guides & Tutorials ] | Prokaryots DNA
[ »Sample Outputs ]

N:;ff:;rn'::t | Combined Prokaryotes

(] Allow alphabet expansion.

[ »Databases

[ > Download & Install
[ »Help

[ > Authors & Citing

Run immediately
Search with one motif (faster queue).

Input job details
(Optional) Enter a job description.

Example Output

MA0072

o TaCTCA

nnnnnnnnnnn

1: sélection

nnnnnnnnn

2: Puis combing

[ P> Recent Jobs

)
)
)
[ P Alternate Servers ]
)
)
]

[ S Previous version 5.5.6

Capture d'écran

3ind

- de v

[ V¥V Advanced options

[Reset] ]

Select the motif column comparison function
| Pearson correlation coefficient v |[7]

Set the significance threshold

[E-value v]<[10 |2

Activate complete scoring
Use Complete Scoring.

Scoring reverse complement motifs
(L] Do not score the reverse complements

t motifs.

Note: if the combin

Start Search ] [Clear Innut]

_ 4 : laisser dan

les parametre

nputs exceedB0ONH ANC RN AC@QUELE

ner prokaryotes DNA

>d procaryotes

iquez la nature
ptre requéte

S un premier temps
s par défaut




