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O UGENE [YGENE

* HanuncaH Ha Qt
 bonee 60 nognpoektoB (M3 HUX 10 - Aapo)
*  WHTerpupyet B cebe MHOXKECTBO CTOPOHHUX METOA0B aHa/IM3a AAaHHbIX

N3 yero coctouTt?

o Sequence View Welcome to UGENE
. . Recent files
o Alignment Editor = 0! ke
- 538117317 misc3.aln
Open File(s) Create Sequence i ;gg;ggggmk
o Assembly Browser Foieh
o Recent p.rqojects
. é @ No opened projects yet
o Workflow Designer 0 e
Create Workflow Quick Start Guide
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Cite UGENE: Follow UGENE:
vt o ooy e oA NUn%:09
Bicinformatics 2012 28: 1166-1167
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Sequence View mGENE

. PepaktnposaHue
« AHHOTMpPOBaHME
. [ouck nognocnepoBaTeqibHOCTEN, MOBTOPOB, TaHAEMOB, CanToB pecTpukumu, ORFs, TFBS un ap.

. BLAST

3o 4 2 44 9 H 4 b Gol ¥ 1 o M el XX R - R T SR

& cvuss762 [dn - « 0 k. [5/[=g %

. HMMER

. SITECON

. KnoHuposaHue - : . e T

J \4 -
. [usaliH npaiimepos » AT A e AL CAG T CeGCCCTGRGCARA GACCCC AR CEAGRAGECE I5S GAGTTCGIGACT
1262 1270 1278 1280 1283 1290 1298 13 1308 1310 1315 1320 1325 1330 1338 1380 1345 135 1358
ACGACGGGCTGTTGGTGATGGACTCGTGGGTCAGGCGGGACTCGTTTCTGGGGTTGCTCTTCGCGCTAGTGTACCAGGACGACCTCAAGCACTGGCG
- 4 - N

« InSilico PCR

N T.4. e e e e e e E T ) . _ L oe

A AT T T OTACACGT T T TAC TS

BRI CCGGCCGCGACTCTACATCATAATCAGCCATACCACATTTGTAGAGGTTTITACT

139 138 1370 1375 1330 1335 13%0 1395 1.4k 05 1410 1415 1420 1428 1430 1435 1440 1448 1450 1458
GCGGCCCTAGTGAGAGCCGTACCTGCTCOACATG I TCATTTCGCCGGCGCTCAGATCTAGTATTAGTCGGTATGGTGTAAACATCTCCARAATGAAC
M '] .
- * M !
Name * Type Value

» @ CVUSST62 features [CVUSS762.gb)

| @2Tesks || D3wg | No active tasks ¢
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Sequence View

(Y 90-IRI-06 sequence
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NC_014267 sequence (min length 11, identity 100%)
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Informational Entropy [118514, 19693], Window: 500, Step 50 misc_binding ™,
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RN *
AABS9340.1
25241
3C Content (%) [11814, 19893], Window: 30, Step 10
70
YSCPLASM sequence
6318 bp
10
CDS [¥
[ cos [ cos | [ i } D3 p[copCDs isc_bincing 500
mRKA
1
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3D Structure Viewer GENE

off, 3D Structure Yiewer Ackive view: 1 1WaZ - T Display  Links  &dd




. MeToabl MHOXeCTBEHHOI0

BblpaBHMBAHWNA:

ClustlalW, MUSCLE, Kalignun gp.

[lapHOe BbipaBHUBAHUE
MocTpoeHune punoreHeTnye

JlepeBbeB:

Consensus

PHYLIP,

thid
1162

m18

MrBayes,

ug21

Ph ) ML tha2
bri62
bz163

w3l

v21

vis25

viss7
$09173
509280
primer_eds
primer_ed31
primer_es?

« HMM npodwnnn
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No active tasks ¢ )
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Assembler Browser mGENE

Do BB & & |

| GO
724208459 (1217
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Workflow Designer mGENE

MOLWHbIA UHCTPYMEHT ANA aBTOMaTU3aummn pabotbl bMonora v peweHus

KOMNNEKCHbIX 3a4a4:
* MHOecTBO 6230BbIX 3/1IEMEHTOB

* 51 rotoBasa cxema

o De novo assembly with SPAdes

o Raw DNA-Seq data processing 7 SARamRuaun ity

& n
;rreuhmbvlnﬁm ! ‘ Write Original
!

BLAST Annotations
3
| In each amotaten from Remote i
}

o Raw RNA-Seq data processing e

| Sequences.

i
3

o Trim and align Sanger reads

* Co3aaHMe cobCTBEHHbIX 9N1EMEHTOB R
Fetch Seguences by ID from




Workflow Designer

‘Raw DNA-Seq data processing’ workflow
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I GENE

e O s b s A wvor ¥ | [ I =] « ® [100% «~

Element styles Scripting modes

w

Read I c'rs:v:..a" [ Output File] Cut Adapter fie ] Trim Reads by Quality
Flles with Removes adapter Trim Input sequence
Reads 1 Filters FASTQ reads sequences from Filter Cut Adapter from the
from Read FASTQ Reads by CASAVA , using the quality
- Header. threshold.
Read K mmv:ua by ot Cut Adapter « | Trim Reads by Quality
Files with Removes adapter Trim input sequence
Reads 2 Filters FASTQ reads sequences from Filter Cut Adapter from the
from Read FASTQ Reads by CASAVA , using quality
Gats paths = Header, threshold,

Qe
wality Fllter Merged
BAM File with
SAMtools
Filter BAM/SAM

| O2vasks || D31eg |

| Sorted BAM

Cleaned
BAM Flié

Align Reads with
BWA MEM

Aligns upstream

Qutput Fie | from Trim Reads

Sorted BAM

e | Fie %

@ Co to Dashboard

Property Editor
Element name: | alion Reads with BWA MEM

Align Reads with BWA MEM: Performs
alignment of short reads with BWA MEM

To configure the parameters of the element

=l Parameters
Name Valye
Output directory ouput
Reference genome
Output file name
Library Paired-end
Number of threads
Min seed length
Index algonthm
Band width
Dropolf
Internal seed length
Skip seed threshold
Drop chain theeshold
Rounds of.. e rescues
Skip mate rescue
Skip pairing
Mismatch penalty
Mismatch penalty

= Input data
Slots Data source
Source URL (by...ds by Quality)

Slots Data source
Source URL (by...ds by Qualty)

= Outout data

Output directory: Directory to save output
files.

No active tasks & L0
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O6yueHme Ll GenE

e ObyyatoLime cemmnHapbl:
- UXBPM CO PAH
- “BeKtop”
e BebuHapbl
Poccua, CLLUA, bpasununa mn gp.
e ExXerogHaa netHAA wKona buonHpopmatnkm, ydyactme ¢ 2010 roga
MockBa, CaHKT- [NeTepbypr
e VEME-2016 (International Bioinformatics Workshop on Virus
Evolution and Molecular Epidemiology)
Ceyn
e Kypc “lNMpaKTnyeckas buonHpopmatmka”
2016-2017 y4ebHbin roa: HIY, ATY, Cublrmy
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Cnacmbo 3a BHMMaHue mGENE

http://ugene.net

https://github.com/ugeneunipro/ugene

3

ugene@unipro.ru
epushkova@unipro.ru

X
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