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NHTerpupoBaHHbie MHCTPYMEeHTbI MofeKyMISIPHOro Hrosiora

- -
m UGEME - [Waorkflow Designer - New schema] - | = | = D
04 _ =
0 o n bl B ¢ p st [ W I | =) I o % 100% ~ Elementstyls Runmode. Scripting mods.
Elements | Samples | Property Editor
Name fiter: Element name: \rite Genbank
‘ F—e i Write Sequence : Writes all supplied sequences to file(s)
[ s g J in selected format.
oo .
Build Frequency Matrix To configure the parameters of the element go to
"Parameters” area below.
% Build SITECON Model e
£ Build Weight Matrix Reads i STTECON e -
:Zq:?j:?{:% faom s Search for TFBS with ]@ annotations Write Genbank || |=| Parameters
g fa, SITE
Z Convert Frequency Matrix o Save al Mame Value

Z Read Frequency Matrix

%) Read SITECON Model

L Read Weight Matrix

22 Search for TEBS with SITECOM
% Search for TFBS with Weight I
L Write Frequency Matrix

% Write SITECON Model

Z Write Weight Matrix

(=

Utils ]

Custorm Elements with Script |

m

7
/

/

Sitecon model

Read SITECON
model

Read model(s)
from the list of
files

For each sequence from Read
sequence, search transcription
factor binding sites {TFES) with all
profiles provided by Read
SITECON model,.

Recognize sites with similarity
80%, process both strands.
Qutput the list of found regions
annotated as misc_feature.

L

sequences from
Read sequence to
negative mrk.gb.

L}

m

o) 2:Tasks || L 3:Llog

Accumu...bjects
Decum...ormat

Split sequence

genbank

Output file D:/dev/QT/Test ...negative_mrk.gh
Existing file

|=| Input data

Set of a..otations  <List of values>

Sequence Sequence (by Read sequence)
Location <empty>

Mo active tasks 5’ [
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[ - UGENE - [Expert Discovery]

(U]
EoHEH &b h = BB &
Treme - NM_000014 | 5,11969_neq? [dna) B ", L1 Ccg T T, B # =
4 [E] Sequences 20 40 6080 100 120 140 160 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 4830 500]=
> 4k Positive = =
> = Negative |t 20 40 &0 (30 100 120 140 180 180 200 220 240 260 280 300 320 340 360 380 400 420 440 460 430 500
>/ Contral
4 4 Markup 1 — B =
s B3 MOTIFS GEGCAACGTATAGCGTTGAACARGCGACATCATCACAAGTAGAAGC TACAGATCCCTTTGCAGCTTTCATTACA
> £3 UGENE ANNOTATION 12 4 6 & 10 12 14 16 18 20 22 24 26 23 30 32 34 35 33 40 42 44 45 43 S0 52 54 56 58 60 62 64 66 68 70 7274
4 -~ Complexsignals | [T — DY —
> B3 11 €% NM_000014 | 5,11969_negD [dnal &, . ce TS T, Em & = 2
<62 20406020100 120140160 180 200 200 240 260 260 300320 340 360 300 400 420 440 460 4505002
> & MNewsSignall52 i
> © NewSignal150 1 20 40 60 (80 100 120 140 160 180 200 220 240 260 230 300 320 340 360 330 400 420 440 460 480 500
> & MNewSignal78
> & NewsSignal52 1 ] | =
> & NewSignald0 GUTGTTTACTTAGTCTARGCTCTTGRAATGCTGTGTTTGATATTTGCGGTCTCATAGCCACGTATACATACCTTTT
> & NewSignal0 12 4 6 & 10 12 14 18 18 20 22 24 25 28 30 32 34 35 33 40 42 44 48 48 50 52 54 56 58 60 B2 B4 B8 68 70 7274
> & MNewSignal151 o —TT— v
-8 :ewsig"a:;'m €5 NM_000128 | 12,6442 [dna] R P llcr TR T, B & = @ 2 ¥
4 B MewSignalé 120 40 60 80 100 120 140 160 180 200 230 240 260 280 300 320 340 360 380 400 420 440 460 480 5uu|@

4 2.5 Distance from 0 to 10 taking into account order
@ "AAAATA" from family "MOTIFS"
& "AAAMAT" from family "MOTIFS"

m

ﬁ | P o) lgc S
Editor
Mame MewSignald
Description
General information
1 20 40 &0 80 100 120 140 160 180 200 220 240 230 280 300 320 (340 350 380 400 420 440 450 480 500
Probability 48.7179% (19/39) | |
b b
Pos. coverage 6.99588% (17 /243 ) AGCGTCACCTGAAGGGARACTGACTGGGCRAAGAGT CBGGCTCTTRGGEGCTGTCT%TACTTTQCTTCCCRTCCG
260 265 270 275 280 285 280 295 300 305 310 5 320 325 330 333
Meg. coverage 0.781893% (19 /2430 * [—T— =
Fisher 1.24281e-10 Name : Value =
ul 0715335 i (9 Auto-annotations [Megative | NM_000014 | 51... |—|
- @ Auto-annotations [Megative | NM_000014 | 51... i
<|“- R e .
| U 2 Tasks || L 3:Log No active tasks ‘&' ]
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Actions

0 ri=
==

Settings  Tools

O L

Window Help

Items
« B Sequences
> 4 Paositive
[ = Negative
I/ Control
4 4E Markup
I Ex MOTIFS
I E3 UGEME ANNOTATION
4 -~ Complexsignals
I
rl

Recognition Bound:

[Dpﬁmize Recognition Bnund]

Information

Probability of negative sequence recognition:

on
&2
I & MewSignall52
i & NewSignall50
I & MewSignal78
b & NewSignal52
I & NewSignal80
=1} NewSignal)
I & NewSignall51
I & NewSignall49
[> MewSignall
4 & NewsSignal6
4 5.5 Distance from 0 t
& "AAAATA" fr
T AAAAAT" fr
=Ml Cim mal OE
Editor
Mame MewSignald
Description
General information
Probability 48.7179% (19
Pos. coverage 6.99588% (17
Meg. coverage 0.781893% (1
Fisher 1.24281e-10
Y ul 0.715335
| () 2: Tasks || L 3:Log |

Probability of positive sequence rejection:

Recognition Graph

<rm-=—-gugoTT

21,600

- — 1

0.000411523

0.473251

Minimum Bound: 0 =

[Remlmlate Graph 'u'alues]
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Bound Step:
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Receiver operating characteristic

True positive rate
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