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Why not Vector NTI

* All support for Vector NTI software will end on December 31, 2020.
No substitute is planned.

: Select your Vector NTI Software

® D ata Ex po rt : | (® Vector NTI Advance (O Vector NTI Express (O Vector NTI Express Designer
elect your Vector atabase \
* Vector NTI Data Export Tool | ettt 0 v st
* Alternative software
Start data export Stop data export Quit

* UGene, Geneous, Benchling, SnapGene;



Key Features of UGENE

* Free cross-platform genome analysis suite
* Creating, editing and annotating nucleic acid and protein sequences
* Plasmid construction and annotation

e Restriction enzyme finder with integrated REBASE restriction enzymes
list

* PCR in silico

* Multiple sequence alignment:
* ClustalW, ClustalO, MUSCLE, Kalign, MAFFT, T-Coffee



Key Features of UGENE

* Open reading frame finder

e Auto Plasmid Annotation :

* annotate functional elements of the given sequence

e promoters, terminators, origin of replication, known genes, common primers and other
features.

e 3D Structure viewer for PDB and MMDB files, anaglyph view support




Key Features of UGENE

* Protein secondary structure prediction with GOR IV and PSIPRED
algorithms

e Constructing dotplots for genome sequences
* Local and NCBI BLAST search

* mMRNA alignment with Spidey

* Contigs assembly with CAP3



GenBank Files Fasta Files

. ..LOCUS 3K1V_A 34bp RNA linear SYN 10-OCT-2012
. ... DEFINITION Chain A, Structure Of A Mutant Class-I Preq1. ¢ > S e q —_ n a m e
. ... ACCESSION 3K1V_A

. .VERSION 3KIV_A 1260656458 e Ot g gt gca t gca t gt
. ...SOURCE  synthetic construct

. ... ORGANISM synthetic construct

. other sequences; artificial sequences.

. ... REFERENCE 1 (bases 1 to 34)

. ... AUTHORS Klein,D.J., Edwards,T.E. and Ferre-D'Amare,A.R.
. ... TITLE Cocrystal structure of a class | preQ1 riboswitch

. ...COMMENT  SEQRES.

. ... FEATURES Location/Qualifiers

. ... source 1..34

. /organism="synthetic construct"

. /mol_type="other RNA"

. /db_xref="taxon:32630"

. ... misc_binding 1..30

. /note="Preq1 riboswitch"

. /bound_moiety="preQ1"

. ... ORIGIN

. 1 agaggttcta gcacatccct ctataaaaaa ctaa



Annotations Editor

‘# murine NC_001363 sequence

HE 040335.1 »  [NP_SeTijF 59774 WE 020336.1 [P

—_—
' terminal re
sl o RS

500

E}E'-‘;A CAAR A A TAGG T AL G TAGC T TAACTARACSCCACTTTGCAR
12 4 6 2 10 12 14 16 18 20 22 24 26 28 30 32 34 36 33 40 42 44 46 48 S50 52 54 57

MName Value note
Y Auto-annotations [murine.gb | NC_001353] I . . Column with
& @ NC_001363 features [murine.gb] _‘b Objects with annotations "\ qualifier
=@ cos (@, 9 values
O cos GIDIIPE 1042,,2658
O chs join(2970..3413,3412..3873) Predicted B GeneMark; artific
O cos 3875..4999

O cos Annotation 5043..5203 Predicted by GeneMark
= misc_feature I:EI/

= O misc_feature 2..590 &' terminal repeat
note Qualifier's &' terminal repeat

O misc_feature name and valile 5245..5833 F terminal repeat
@ source 0, 1)




asmid Annotation
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Plasmid Annotation

M mew Project* UGENE

File | Actions Settings Tools Window Help
= % (Goto position...

Copy/Paste

Add
Analyze
Align
Claning

Fetch sequences from remote database
Export
Remove

Edit

Close active view

Ctrl+G
3

Crl+W

ACE
SW
|
2
=

PR YW

> 3¢ W] B &

A

x @

+
Find pattern... Ctrl+F
Find pattern [Smith-\Waterman]... Ctrl+Shift+F
Find ORFs...

Find annotated regions...
Annotate plasmid...

Build dotplot...

Find repeats...

Find tandem repeats...

Analyze with query schema...

Find restriction sites...

Query MCBI BLAST database...
Find HMM signals with HMMERZ.
Find HMM signals with HMMERS3...
Find TFBS with SITECON...

Find TFBS with matrices...

Primer3...

Find high DMA flexibility regions...
Predict secondary structure...
Query with local BLAST...

Query with local BLAST+...

T7_promoter
M13 reverse primer
EcoRV ™

pDONR221
4762 bp

mmB_T2 terminator

h‘nBj“lJexminator

“M13_pUC_fwd_primer
M13_forward20_primer

BamHI ’

“atiR2
attP

FRY

Sall



Cloning

| Mew Project* UGENE
ile  Actions Settings Tools Window Help
= % Goto position... Ctrl+G By Eg (& l:l
: C Past 3
: opy/Paste [0 Stort Page
g Add v &
2
:_I Analyze » -
E Align 4
Claning D Digest into fragments...
Export 5 Construct malecule...
Remove 5 Create fragment...
Edit L4 T —
2 bp |
Close active view Ctrl+W 2
% sl new mal 1
el Restriction Sites Conserved Snnotations Chutput
Target Bequence; pDONREZZL lrInB_'.
Available enzymnes: melected ENZTES!
BamHI: 1 cut(s) k Add - )amHI T1 1o
Dral : 2 cut(s) EcoRV U fv
EcoRl: 1 cut(s) o wrard 20
EcoRV : 1 cut(s) Remme
Pstl - 1 cut(s)
Sall : 3 cut(s) Clear
Smal : 1 cut(s) Selection
] ¥mal : 1 cut(s)
. |
400 [+]
[ Circular malscule
—-+—+ ——
o 8 0K Cancel Help R

orf

Fragment 1 !

M13 reverse_primer A
T7_promoter k
repeat_unit ’
repeat_unit :
repeat_unit )
aR2

SalI.

pDONR221

4762bp

“"mleTLterminator

Fragment 3
Dral

\rranTlfterminator
] ~Ml37pUC7fw<Lpn'mer
~r<3pea’t7unit

. M13_forward20 primer

. ~repeatfunit

attR2

attP
repeat_unit

Fragment 2 ’
ccdB



Lol 0

& Go to position... Ctrl+G .
i1 Select sequence region... Ctrl-+A Construct Molecule ? x
A, New annotation... Ctrl+M Ca o I Ouput |
Copy/Paste 4 Available fragments (core length - length without sticky ends): /\
Calact 3 pDOMR221 (pDOMR221 fasta) Fragment 1 [core length - 4302 bp]
pDOMR221 (pDOMRZ221.fasta) Fragment 2 [core length - 452 bp]
Add > pDOMR221 (pDOMR221.fasta) Fragment 1 [core length - 3595 bp] g all |
pDONR221 (pDOMNR221 {asta) Fragment 2 [core length - 1163 bp]
Analyze r KX904528 (homologous.gh) Fragment 1 [core length - 8317 bp]
Align > KX904529 (homologous.gh) Fragment 1 [core length - 8504 bp] From Project |
Export r Construct molecule...
Edit r Create fragment... New molecule contents:
I
Remowve LA 5 Fragment |3 | Inverted
i AA'I'I' (Fwd) pDOMR221 (pDOMR221 fasta) Fragment 1 [coref@n... GATC (Rev O no
‘_f_’.a_:l] Rulers... vl bk Fwd) pDOMR221 (pDOMNR221 fasta) Fragment 2 [core len... AATT (Rev) O no
. . pDOMR221 (pDOMRZ21.fasta) Fragment 1 [core len... GATC (Rev O na
AL | LA g = N Fowd)  pDOMR221 (pDOMR221.fasta) Fragment 2 [care len... Blunt O ne
Construct Molecule ! x GATC (Fwd) KX904528 (homologous.gh) Fragment 1 [core lengt...  GATC (Rev) O no
Corstrction | Ouput | - Blunt KX804529 (homalogous.gh) Fragment 1 [core lengt... Blunt 1 na
ps
Available fragments (core length - length without sticky ends): ! I I ﬂ
pDOMR221 (pDOMR221 fasta) Fragment 1 [core length - 4302 bp] Add Tp | Down I Remove I Edit I Clear Al I
pDOMR221 (pDOMNR221 fasta) Fragment 2 [core length - 452 bp]
pDOMR221 (pDOMNR221 fasta) Fragment 1 [core length - 3595 bp] I :
6DONR221 (0DONR221 fasta) Fragment 2 [core length - _sum | Bl s i e il
KX904528 (homologous.gb) Fragment 1 [core length - 6 - i n " .
KX804529 (homologous.gb) Fragment 1 [core length - 6504 bp] From Project | b 5o . oo el mye g
" Make circular
)4 Cancel Help
New molecule contents:
Fragment | Inverted
pDOMR221 (pDOMR221 fasta) Fragment 2 [core len... O ne
pDOMR221 (pDOMR221 fasta) Fragment 1 [core len... O ne
KX804528 (homologous.ghb) Fragment 1 [core lengt... O no

_Up | Down | Remove | Edit| Clearall

v Annotate fragments in new molecule
[~ Force "blunt" and omit all overhangs
[v Make circular

)4 I Cancel




rep_origin

Xmal
KX904528 Fragment 1
B KX904528 rep_origin g
6321 bp
Pt

misc_recomb

T
Fragment 1

ccdB

regulatory ’

misc_recomb

new_mol
11083 bp

Fragment | Fragment |

T7_promoter
MI3_reverse_primer %
EcoRV

“pDONR221 Fragment 2

atiR2

cat”

Fragment 2

PDONR221
4762bp

PDONR221 Fragment 1

rnB_T2_terminator

Fragment 2
Dral

‘rmB_T1_terminator
M13_pUC_fwd_primer
M13_forward20_primer

BamHI

Yoot
attR2

7 \
Fragment 1 Fragment 1



Chromatogram Viewer
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Contigs assembly with CAP3

 CAP3 (CONTIG ASSEMBLY PROGRAM Version 3) is a sequence
assembly program for small-scale assembly with or without quality
values.

* Open Tools » Sanger data analysis submenu of the main menu.

3 = Map reads to reference...
* Reads de novo assembly (with CAP3)...

~ Sanger data analysis
) .=t NGS data analysis »

* Input files are files with a long DNA reads in FASTA, FASTQ, SCF or
ABI formats.

e CAP3 produces assembly results in the ACE file format (”.ace”). The
file contains one or several contigs assembled from the input reads.


http://ugene.net/wiki/display/UUOUM34/CAP3
http://genome.cshlp.org/content/9/9/868.full

Sanger Reads Editor Components

Vector® UGEME
Actions Settings | Toals Window Help

Sanger data analysis

MGS data analysis 4

_EE:'EN

Project

Map reads to reference...

B Reads de novo assembly (with CAP3)

|

BLAST L4

4, Seanch...
Ohjects

E| B colnwk L
H § [t Tree Primer 4
- [} A26L Protei  Search for TFBS 3
9 [ Tree 5 HMMER tools 3
- [l RS25-9_MC
=[] rRS525-9_MC

% [s] RS25 .-Eh Random sequence generator...

- [f] A26L_Protei
# [B 6wb.pdb
&[] MyDocume %5 Warkflow Designer...
£
£

0 Il

Multiple sequence alignment ¥

Cloning 4

=

Build dotplot... nedk

Query Designer...

- [i] A26L Proteini fasta
H- [f] MyDocument_3.gb

—Input data

Reference

IC JProgram FilesTnipro UGENE/datatsamplestenbankMC_014267.1.gb
Reads

C:/Pragram Files/Unipro UGEME/data/samples/ABIF/AD1.abi

Unipro UGENE podcast
#52: The Sanger Reads
Editor

Add Remove |
Setting;
Trimming quality frreshald [30 =
Mapping min similavity |ang =]
Read name in result alignment ISeqwence naume from file j
—Result ali

IC:‘.Users\moog\Documnts‘.UGENE_Daia\NC_D1426?_&&nger_reads_ah@1ment.ugemdb
v 4dd o project

Map Cancel |

Help

Welcome tc

* -* UGENE x

File Actions Settings Tools Window Help Editor Toolbar
7 7
oo B (rlE|e o[ Jandll @6
i reference_sanger_reads_alignment_8 [mc] Aligned reads X ,

Reference KM0O99231:

Consensus:

o
b
g
[
I
g

Consensus Area

s/ slaT]
CCCATCACTTTCACGAGCT
4025

B o

GCTTGTGCC

o1

020 4030 4035 4040 4043

¥ SZYD_Cas9_CR53  w— g e agoll=
GCTTGTGCCGGCCCATCACTTTCACGAGCT
¥ SZYD Cas9 CR54  #— 978
¥ SZ¥D Cas9 CR55  a— -
Y SZYD Cas9 CRS6 g oo 961]
-
]
Ln-/16 RefPos - / 11878 ReadPos - | - &
Q 1k 2k 3k 4k 5k Bk 7k 8k 9k 10k 11k11 878 =
—r | Overview
B —
D ——
— b
| ) 2: Tasks || L 3: Log |

Consensus
» Consensus mode

Consensus type:

Simple extended -

Threshold: 2

w Export consensus

Export to file

Aligned reads_consensus_3.txt

File format

Plain text -

Keep gaps

Export

Options Panel

Help

No active tasks




Local and BLAST search

¢ The most common BLAST search includes

BLAST Protocols

five protocols:

Program Database Query
BLASTN Nucleotide Nucleotide
BLASTP Protein Protein
BLASTX Protein Nt. = Protein
IBLASTN | Nt. = Protein Protein
TBLASTX | Nt. 2 Protein Nt. = Protein




Creating Database

e using BLAST+ open Tools »
BLAST » BLAST+ make DB.

* You can choose
either protein or nucleotide type
of the files.

* Then you must select the path to
save the database file and
specify a Base name for BLAST
files and a Title for database file.

[ vector UGENE
Eile Actions Settings | Tools Window Help

= w izt Sanger data analysis 4 F 3 |[100% || Scripting
=] i 3
s izt NGS data analysis * m 3
) W BLAST 4 Remote NCBI BLAST..
-z earch... i
. 2z Multiple sequence alignment  »
o Objects

# Format Database -

Input data

& iselect input file(s) For Formatting database:

" Or select directory with input files:

Type of File(s)

+ protein T nucleotide

Ouktput settings
Select the path to save the database into:

BLAST+ make database... ||
= p 19 i BLAST+ search... B
] pDONR22 Cloning 3
. Q i b e
¢ [s]pDOI = = BLAST+ query database... i
=[] MyDocume Search for TFBS 3 1t
@ [al Annc 5 HMMER tools .W’riteAm
+- ] [unloaded]
2 [ [unloade & Build dotplot
+- [ [unloaded] % Random sequence generator... .\u"."riteFAf
- [il] [unloaded] .
4[] [unloaded] # Query Desig .\u'."rlteNG
= wl Workflow D
B cotnwk d @ viiite Pl

]

Base name for BLAST files: |

Title For database file: |

Help Cancel



BLAST search

LY Vector® UGEMNE
Eile Actions Settings | Tools Window Help

2o 8 B .izt Sanger data analysis 4 B 2 [t00% «]| Sedipt
Project Lzt NGS data analysis 4 P
W BLAST L4 Remote NCBI BLAST..

earch...
Objects 48 Mipzemanzzdyrvat P = BLAST+ make database...
g|[& I poonRazt & Cloning ' BLAST+ search...
N - ’
% 5] pDOI il = BLAST+ query database...
= [ MyDocume Search for TFBS 4
@' [al Annc 5 HMMER tools v .
- [l [unloaded] R .\-'."ntei
2 ) [unloaded] Y Build dotplot...
#- [ [unloaded] q% Random sequence generator... .\""”’iteF
#- [ [unloaded] X .
o @ [unloaded] ¥ Query Designer... .\-'.fntel‘
= 45 Workflow Designer...
@ colnvk % 9 @ vuite 1
select tnput file

L

Creneral options ] Adsaamel optons ] E:-:tens:innnptiuns]

select ssarch: |h1as‘|:n _v] | Bearch for sho, neacly exact matches
Expectation value | 10:200000
Culling limit: |

Database path |E:.’UGEHE.’dem:::_dat=af'|:ulsst_dh

= I Megablast

e

20 il (# Bothstrands ¢ Direct ( Complement

Database file

Base name for BLART DE files |WR—Genﬂ_mR

WMumber of CPT: bedng nzed | 12 El:

Eestore to default | Search Cancel | Help

Select tnput file

Advanced options l Extension options ]

Creperal optong

Word size |11 = Gapeosts |22

Match scores |1 -3

Filters Mazks

[vw Low complesity filter [ Mask for lookup table only

[v Human repeats filter [ Mack lower case letters

L] L]

Restore to defanlt Bearch Cancel

Help




BLAST search

+

result

Start Page ‘

blast result
' blast result
© blast result
© blast result
" blast result
-~ blast result
-+ blast result
Blast result
blast resnlt

Blast result
blast result :
blast resnlt

Elast vesult

blast result

blast result

Blast result

blast result

blast result
blast result . Mast result
blast result  blast result
blast result

blast result

. blast result
blast result
last result
blast result

blast result  ~
blast result  ~
blast result
blast result |~

blast result
blast result
blast result blast result
Blast result _blast result
Blast result | Blast result
blast result blast result
blast result

blast result
Dblast result
Dblast result

last result

R525-9_MC133L-V5_lacZ

blast result |

blast resnlt 180000 bp

blast result blast resnlt
blast result

.. blast result
. blast result
.., blast result
. blast result

_ blast result
blast result

blast result
blast result
blast result
blast resnlt ..
Blast result

J6R )
blast result . . blast result
blast result .. blast result
blast result - blast result
blast result _ blast result
blast result | ~. blast result
blast result - blast result
blast resnlt _ blast result
Blast result blast result
blast result . blast result
blast result . blast result
blast result - i (] . blast result
Blast result £ ; I = blast result
blast result - [} i blast result
blast result H I B blast result
blast result blast result
4|
(9 R525-9_MC133L-¥5_lacZ [dna] -‘:‘
z
1 10k 20k 30k 40k S0k G0k 70k B0k 80k 100k 110k 120k 130k 140k

+

(5]

[ JER
blast reaii |£ ;
- [ blast result blast result [BIsst zesuit)
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Making Request to Public Databases Database

File | Actions Settings Tools Window Help

|3 Newproject

: New document from text
New workflow

Access remote database

[==x]

 Connect to shared database Ctrl+L

Search NCBI Genbank
Open...
Open as Ctrl+Shift+0

0@ ®

Recent Files 2
Recent Projects 2

Exit

Open File(s)

45

Create Workflow

File Actions Settings Tools Window Help

=1

BEIE

Welcome to UGENE

Open File(s)

49

Create Workflow

[(Gazws [ Dztes

YOO

Create Sequence

Recent files
No opened files yet

m Shared Databases Connections

UGENE public database

» EN
Lo | jects
projects yet

No active tasks &’




Making Request to Public Databases Database

m File Actions Settings Tools Window Help 3
3 e H
X
Bl \ VAL 1 Lo 1l AI—
=- | Objects = .
1| 4 & UGENE public database Type an organism name of a plasmid property to
: 2 Recycle bin find corresponding sequences in the database
« D genomes
3 Arabidopsis thaliana (TAIR 10)
2 C. elegans (cef)

2 Drosophila melanogaster (dm3)

5 Escherichia coli str. K-12 substr. MG1655 K12(NC_00091I3{_[ The database's shown up in the Project
@ timanhgly) project as a regular document
4 |2 Human Immunodeficiency Virus (HIV-2) Hearch...
[t] INFO i
% [s]NC_001722 Objects

@ [a] NC_001722 features
L7 Mouse (mm9)
4 |2 Mycobacterium tuberculosis (NC_000962.3)
= [t]INFO
% [s] NC_000962
@ [a] NC_000962 features
4 |7 Salmonella Enterica(NC_016856.1) l

[t] INFO
9 [s]NC_016856
@ [a]l NC_016856 features u

[Z9 Vibrio cholerae (NC_002505)

+

Open File(s) [ A¥397270_Gentamycin resistance FRT vector pFGIM1, complete sequence.

+

I3 AY¥397271_Chloramphenical resistance FRT vector pFCM1, complete sequence.

+

[ A¥397272_Kanamycin resistance FRT vector pFKIM1, complete sequence.

+

2 AY587273_Flp expression vector pFLP3, complete sequence.

3 A¥599226_Cloning vector plUC18-mini-Tn7, complete sequence.

2 AY589227_Cloning vector pUCT8-mini-Tn7T, complete sequence.

2 A¥399228 Cloning vector plUCT18-REK-mini-Tn7T, complete sequence.
3 A¥399229_Cloning vector pUCT18Pw-mini-Tn7T, complete sequence.

+

+

+

+

_2 Yeast (Saccharomyces cerevisiae) (sacCer3) Create Workflow +- 3 AY599230_Cloning vector pUC18T-mini-Tn7T, complete sequence.
o :asﬁ::ﬁm inigrel et +- |3 A¥599231_Cloning vector pUC18-mini-Tn7T-Gm, complete sequence.

+

2 AY589232_Cloning vector pUCTAT-mini-Tn7T-Gm, complete sequence.

2 A¥399233_Cloning vector pUC18-mini-Tn7T-Gm-lacZ, complete sequence.

[ A¥619004_Cloning vector plUC18-mini-Tn7-Gm, complete sequence.

- 3 AY818005_Cloning vector pUCT8-mini-Tn7-LACM15, complete sequence.

: — Y [s] A¥Y619005_Cloning vector pUC18-mini-Tn7-LACM15, complete sequence
WHWEE“I @ [a] AY619005_Cloning vector pUC18-mini-Tn7-LACM15, complete sequence features
i 2 A¥619006_Cloning vector pUCT8REK-mini-Tn7T-Km, complete sequence.

[ AY643800_Large-insert cloning vector pSMART VT, complete sequence.

2 AY712950_Tetracycline resistance FRT vector pFTC1, complete sequence.

+

+

1

This folder contains plasmids i ANEEHE

vom et oo awanaze JHIEEENENEEI
Cite UGENE:

"Unipro UGENE: a unified bioinformatics tool

Okonechnikov; Golosova; Fursov; the UGENE
Bioinformatics 2012 28: 1166-1167

!uEI ““:
B
R

-

+

+

+

+

3 A¥712951_Trimethoprim resistance FRT vector pFTP1, complete sequence.

2 AY712952_Cloning vector pUCT8T-mini-Tn7T-Gm-REP, complete sequence.

2 A¥712953_Mini-Tn7 delivery vector pUCT8REKT-mini-Tn7T, complete sequence.
3 A¥737004_Cloning vector pUC18-mini-Tn7T-Gm-Gateway, complete sequence.

+

+

J 2 Tasks || L] 3:Log

+

+

2 AY737005_Cloning vector pUCT8-mini-Tn7T-Tp, complete sequence.
Bookmarks



Search for Sequence Repeats

Vector* UGEME

Eile | Actions Settings Tools Window Help

U G Go to position... Ctrl+G I’h By Ea By Ggy IO ‘ I 3al I | &,
— Copy/Paste 4
i x |
Add 4 *
Analyze REE Find pattern... Ctrl+F

E 1: Project

Close active view  Ctrl+W

F T [Onoaded] TEST_iITUe Taete

Align > W Find pattern [Smith-WWaterman]... Ctrl+Shift+F
Clening Y ¥ Find ORFs__
Epot =5 Find annotated regions...
Edit r = .
=4 Annotate plasmid...
Remaove 4

Build dotplot...

Find repeats...

T Find tandem repeats...

-- [{] [unloaded] MyDocument_*

= [ COLnwk g Analyze with query schema...

o § [tr] Tree % Find restriction sites...

= [ A26L Proteint.nwk 3 Query NCBI BLAST database...
o g [tr] Tree -

fral
L+

- [ RS25-9 MC133L-V5_lacZ.c e’ Find HMM signals with HMMERZ..
- [ RS25-9_MC133L-V5_lacZ_c By Find HMM signals with HMMER3...
% [1R325-9_MC133L-V5. %) Find TFES with SITECON...

1]
]

- A26L_Protein_subalign.fa =] Frd TFES with mabices.

B [ Gwyb.pdb

&[] MyDocument_2.gb B Primer3..

- [] A26L_Proteini.fasta R Find high DNA flexibility regions...
% [] MyDocument_3.gb # Predict secondary structure...

El- AZ6L_Protein fasta

@ 2] Contigs = Query with local BLAST+...

b B Fel Camiianca vl

Find Repeats

Baze | Advanced |

—FRepeat finder parameters
Window size I 20bp 3: 1k |
Mintmum ind entity per window I Q5% 3: 100 |

[v Minimum distance between repeats

[v Maximum distance between repeats

| Obp ==

| 500000bp -+

—Region to process

Eegion ISelected region ;I I

168 - | 3616

w Save annotation(s) o

(# Existing document I@ MyDocument_1.gb [Annotations]

" Wew document IE:".T_TGEI'IE"denm_data".IvI}rDDcumﬁnt_d.gh

» bnnotation parameters

-] B
|

Grronup mame I “anto

%

Annotation name Irepeat_unit

Description I




Search for Sequence Repeats

1 demod+ UGENE - X
File Actions Settings Tools Window Help
- T ». = . ' O D " LAG, atc
D6 BiA G & G bn Ba B [ e #~1a v s 5% vy o LR o % E K [ B2
] Project x| m % WC_D06998 [3] NC_006998 1 Veccinia virus, complets genome B % R525-9_MC133L-V5_laeZ,_ok [§] R525-0_MC133L-¥5 lacZ.
§| Seatch | @ | Restriction Sites Map
= | obieets & i BamHI : O sites
g > B RS25-8_MC123LV5 lacZ_okfa i T " 8glll : O sites
> ® viusgb Clal: O sites .
—| > @ R525-9_MC133L-V5_lacZ_ok_1.ugenedb Dral: Osites
[B) NC_006998.fasta EcoRl: Osites
B wrtgb EcoRV: Osites
B [unloaded] test fasta Hindll - 0 sites i
B [unloaded] ss.gb Pstl : 0 sites =
) [unloaded] polished_contigs fasta Sall: Osites ¥
[ [unloaded] Spider.gb Smal : 0 sites >
@) [unloaded] MyDocument.gb s Xmal : O sites v
) [unloaded] Spider_1.gb
194184711
v
< >
< >
> o & |[0] = HEIRE x
45k S0k 85k &0k €5k 7ok TSk 80k 85k 90k 95k 100k 105k 10k 11sk 120k 128k 130k 135k 140k 145k 150k 158k 160k 165k 170k 178k 180k 188k 19471
~
Bookmerks
© NC_006998 [5] NC_006998.1 Vaccinia virus, complete genome :
¥ R525-8_MC133L-V5_lacZ_ok [s] R525-9_ MC133L-V5_lacZ H
x »
I x " ) » x x
9y » I\ x x n X
Tepeat unit |}
SpEat un
1 500 hL3 15k 2k 25k 3k 3.5k 4k 45k Sk 6k 6.5k Tk 7.5k 8k 8.5k 9k 9.5k 10k 10.5k Mk 11.5k 12170
v
< >
G ~
— |ATFT\f'T\T\1\f'?-\f‘GTT’I‘F\F\’T‘F-\’T‘TTTTGTGAGZXCCATCF‘Z\D AGAGARAGAGATARRAC ;;111lACGACTCCATf‘F-U“T\T\‘F\f'l\f'GTT'I‘R?\TF\T’I‘TTTGTGAGACCRTCGA}LG AGAAAGAGATAAAACTTTTT TACGACTCCATCAGARAGAGGTTTAATATTTTTGTGAGACCATCGAAGAG
=
‘=l 541 545 550 555 560 565 570 575 580 585 590 595 600 605 610 615 620 625 630 635 640 645 650 655 660 665 670 675 680 685 690 695 700 705 710 715 720
13 TAGTCTTTCTCCAAATTATAAARACACTCTGGTAGCTTCTCTCTTTCTCTATTTTGARARAATGCTGAGGTAGTCTTTCTCCARATTATARAAACACTCTGETAGCTTCCTCTTTCTCTATTTTGARRAAATGCTGAGGTAGTCTTTCTCCARATTATAARAACACTCTGGTAGCTTCTC
o v
Name Type Value B
O repeat_unit Repeat Region join(423.631,632..840)
M rancat cmit Ranaat Raninn inin(134 A27 A22 2411 he
< >
Tasks
Task name Task state description Taskprogress  Actions

) 2 Tasks [ 3 Log

o active tasks



Search for Sequence Repeats using Dotplot
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Multiple sequence alignment
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* Clustal is a widely used multiple sequence
alignment program. It is used for both
nucleotide and protein sequences.

 Kalign is a fast and accurate multiple sequence
package designed to align large numbers of
protein sequences.
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