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M EM E Use this form to submit DNA or protein sequences ~
Multlple Em for Motif Elicitation to MEME. MEME will analyze your sequences for H I Ia M H O D M a

similarities among them and produce a description

Version 4.3.0 (motif) for each pattern it discovers.
— Data Submission Form | Cn eﬂ'yeT 3anoJIHUTb:
Required
Your e-mail address: How do you think the occurrences of a 1 . E mal |
| single motif are distributed among the
Re-enter e-mail address: sequences? ~
8 o poc s 2. 3arpys3unTb hannc
® Zzero or one per sequence
Please enter the sequences which you believe share one or © Any number of repetitions M OCJ—I eﬂo BaTen bH OCTﬂ

more
‘l;r:loatllfasa‘l;rzsequences may contain no more than 60000 MEME will find the optimum width of each M |/| B FASTA—d)O p M aTe
: tif within the limits you specify here:
total in any of a large number of formats. mo Ui _
5 Minimum width (== 2) Unn paste B TEKCTOBOE
Enter the name of afile containing the sequences here: 50 Maximum width {== 300)

Ins actual sequences hers Sample Protsinnput Sequences) 3. YKasaTtb, CKOSbKO pas3
HangeHHbIN 610K
MOXKET BCTPEeYaTbCs B
Setor 3alaHHOM

Descrpion ofsou semences: y BblpaBHMBaHUU

Enter the name of a file containing a

background Markov model:

MEME will find the optimum number of sites for each motif I [ O6z0p.. ] Gloa: [ O‘D‘ M H

within the limits you specify here:

Minifnum sit_es (==2) DNA-ONLY OPTIONS ° OT H y_|'| =i D'O (@) p' HOIO

Maximum sites (== 300) (lgnored for protein searches)

[] shuffle sequence letters L] search given strand only o J-I I-O60€ YACIT10 pa3

7 Look for palindromes only

Start search ] [ Clear Input ]

Version 4.3.0 Please send comments and questions to: meme@nbcr.net Powered by Opal
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BN MOTIF 1 width = 46 sites = 3 Ilr = 370 E-value = 1.1e-034
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Information Content a
1789 (bits) 1
s | SEQUENCE
177.7 (hits) 2
o LOGO
With SSC:[EPS][PNG] AR e © R g - A A A R R R R R R R LR AR R R R R IogllkellhOOd
NAME START  P-VALUE SITES .
N056_DROGR 303 500e.57 LEGLRGVCALL LQE F CLVCANVYLT HNSQGFA DDIEAFVLQVECRKRWRLY DAPSPHDVLAL rat I O( LLR)
NOé66_CULQU 328 592e-56 LPGVYEMNVE LQEFF CMTGSHFYLT HSQCFA DDIEAFVLQVECRK WKLY SPRTALSEVLA
MINA_PONAB 153 1.36e-45 KDELWRIQEK LECYFGSLVGSHRVYIT AGSQGL DDVEVFILQLEGEK WRLY HPTVPLAREY

Motif 1 block diagrams

Lowest
Name -value

Motifs

NO66_DROGR |5‘99e-$7

[NO66_CULQU  [5.92¢-56 |

[MINA_PONAB [136e-45

1
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Motif 1 in BLOCKS format

[ viewBLOCK 1 | [ View FASTA 1 | [ View Raw 1 |

Submit BLOCK 1 | to BLOCKS multiple alignment processor.

Motif 1 position-specific scoring matrix

Yiew PSSM 1

MAST PSSM 1 | Scan sequence databases for the best maich in each sequence using MAST.

Motif 1 position-specific probability matrix

Yiew PSPM 1

FIMO PSPM 1 | Scan sequence datahases for all maiches with this motif using FIMO.

Motif 1 regular-expression

L[QE][EC] [FHY]F[HG][CS]LM][VT] G{SAIN[VF]Y [LI TP [PA] [NG]SQG[FL][AP]PHYDD [IV]E[AV]F[VILQ[VL]EG[REJK[HR] W{RK]LY

E-value
p-value

PSSM
(position-spec
ific scoring
matrix

PSPM
(position-spec
ific probability
matrix)
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| ViewPSSM 1 | PSSM
M5 1 PSSM 1 (position-specific scoring matrix)

-276/-201|-435|-395| -91 |-381|-330| 21 |-364|312 | 48 |-358/-384-288-298-360-253 -99 -249 -239
-191|-252/-142| 60 |-350|-286/| -44 |-249|-171/-257|-124|-154|-295| 389 |-145|-231/-209|-284|-286-318
-270/ 164 -161 344 -395-321-319 -291/-303 -399 -312 -251/-427-236 -310 -316 -294|-330 -427 -371
-182/-128 -264|-276 264 |-269 242 -125/-266 -169|-108 -182|-310-204|-205 -205 -210/-181 -3 | 360
-319/-179 -422 -448 454 -397 -348 -145 -444 -144 -149 -379 -413 -426 -416 -333 -363/-237 -153 -21
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L, MAST

Motif Alignment & Search Tool
Use this form to submit motifs to MAST to he used in searching a sequence
Version 4.3.0 databhase.

View PSSM 1 |

MAST PSSM 1

— Data Submission Form |

Required

Your e-mail address:

|zano|ya@ya.ru I Sequence database to search--select one of the following:

Re-enter e-mail address:

[zanolya@ya.ru | | Asupported database: ]
| Protein Data Bank {(peptide and nucleotide) @
?rtrmurFASTA sequence file (1000000 sequence characters maximum):

MAST will search using | O6z0p.. |Clear

your previously

provided motif(s): Sample DNA database.

MEME motifs from

sequences in file
'pasted sequences’.

Optional

Description of your motifs:

| [[] scale motif display threshold by sequence length

[J search nucleotide database with protein motifs
Display sequences with £-value below: P

lgnore motifs if £-value above: | use all motifs [

[ use individual sequence composition
in £- and p-value calculation

[ Start search ] [ Clear Input ]

. Motif file name: MEME motifs from sequences in file pasted_sequences.
. Number of motifs: 1

. Total motif columns: 46

. Motif alphabet: PROTEIN

. Database to search: Protein Data Bank (peptide and nucleotide) (pdb.aa)
. Displaying sequences with E-value < 10

. Motif display threshold: motif p-value < 0.0001




OcHoOBHbIe pe3ynbraTbl MAST

SECTION III: ANNOTATED SEQUENCES

® The positions and p-values of the non-overlapping motif occurrences are shown above the actual sequence for each of the high-scoring sequences from Section I
e A motif occurrence is defined as a position in the sequence whose match to the motif has POSTTION p-walue less than 0.0001 as defined in Section IT.
® For each sequence, the first line specifies the name of the sequence.
e The second (and possibly more) lines give a description of the sequence.
® Following the description line(s) 15 a line giving the length, combined p-value, and E-value of the sequence as defined in Section T
® The next line reproduces the motif diagram from Section IT.
® The entire sequence is printed on the following lines.
o Motif occurrences are indicated directly above their positions in the sequence on lines showing
o the motif number of the occurrence,
© the position p-value of the occurrence,
O the best possible match to the motif, and
o columns whose match to the motif has a positive score (indicated by a plus sign).

ESD 7g162738146[pdb|1VRB|A
Chain &, Crystal Structure Of Putative Asparaginyl Hydroxylase (2636534) From Bacillus Subtilis At 2.60 A& Resolution(s

® pdb|1VEB[B Chain B, Crystal Structure Of Putative Asparaginyl Hydroxylase (2636534) From Bacillus Subtilis At 2.60 A Resolution/®!
® pdb|1VRB|C Chain C, Crystal Structure Of Putative Asparaginyl Hydroxylase (2636534) From Bacillus Subtilis At 2.60 A Resolution/!
e pdb|IVEB|D Chain D, Crystal Structure Of Putative Asparaginyl Hydroxylase (2636534) From Bacillus Subtilis At 2.60 A Resolution

LENGTH = 342 COMBINED P-VALUE = 1.77e-05 E-VALUE = 0.78
DIAGRAM: 131-[1]-165
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