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Dot plot (bioinformatics) - Wikipedia
https:/fen wikipedia org/wiki/Dot_plot_(bicinformatics) » CMN—5% RS
In bioinformatics a dot plot is a graphical method that allows the comparison of two biological
sequences and identify regions of close similarity between them. It is a type of recurrence plot.
History - Interpretation
Dotplots for Bioinformatics - SlideShare
https://www slideshare_net/avrilcoghlan/dotplots-for-bicinformatics » Z(MDN—=%FERT
2013/02/13 - Dot plots Dr Avril Coghlan alc@sanger.ac.ukMote: this talk contains animations which
can only be seen bydownloading and us...
EMBOSS: dotmatcher - Bioinformatics
www _bioinformatics nl/cgi-bin/femboss/dotmatcher » Z D — 2% RT
dotmatcher. Draw a threshold dotplot of two sequences (read the manual). Unshaded fields are R

<
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Article Talk Read Edit View history |Search Wikipedia

Dot plot (bioinformatics)

WIKIPEDIA

The Pree Bncyelopedia From Wikipedia, the free encyclopedia

Main page This article is about the biological sequences T
Contents comparison plot. For the statistical plot, see - 3‘\‘
Featured content Dot plot (statistics). T

Current events

Random article In bicinformatics a dot plot is a graphical

method that allows the comparison of two

Donate to Wikipedia
Wikipedia store biological sequences and identify regions of

close similarity between them. It is a type of
HiacnD recurrence plot.
Help
About Wikipedia Contents [hide]
Community portal 1 History
Recent changes > kst ol
Contact page bt

3 Seealso

Tools 4 References : [V
What links here 5 Software to create plots R I A o o R ; i o

Aug 29-30 2017



OZDH-YETHHL T, @Software

|k| ped |ad) P“J I\jo I:l “J I\ to create plotsMEZATFEIEDH D

e W https://en.wikipedia.org/wiki/Dot_plot_(bicinformatics) P~ @ & | W Dot plot (biginformati... i@

Software to create plots [edit] A

« SynMape - An easy to use, web-based tool to generate dotplots for many species with access to an
extensive genome database. Offered by the comparative genomics platform CoGe.

« Genomdiff@ — An open source Java dot plot program for viruses.

» Genomdiff& — An open source Java dot plot program for viruses.

« Gepardd - Dot plot tool suitable for even genome scale.

« ANACON® — Contact analysis of dot plots.

» General introduction to dot plots with example algorithms& and a software tool to create small and
medium size dot plots. g

» Doflet& — Provides a program allowing you to construct a dot plot with your own sequences.

= UGENE Dot Plot viewerd? — Opensource dot plot visualizer.

« seqinrg - R package to generate dot plots.

» dotploié? - R package to rapidly generate dot plots as either traditional or ggplot graphics.

= dotmatcherd - Web tool to generate dot plots.

« Dotterg - Stand alone program to generate dot plots.

« JDofterd - Java version of Dotter '
= Dofploté?, easy (educational) HTMLS tool to generate dot plots from RMA sequences
« |astz@ and laj&, programs to prepare and visualize genomic alignments.

Categories: Statistical charts and diagrams | Bioinformatics
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Software to create plots [edit] A

Categories: Statistical charts and diagrams | Bioinformatics

SynMape - An easy to use, web-based tool to generate dotplots for many species with access to an
extensive genome database. Offered by the comparative genomics platform CoGe.

Genomdiffg — An open source Java dot plot program for viruses.

Genomdiffé? — An open source Java dot plot program for viruses.

Gepard& - Dot plot tool suitable for even genome scale.

AMNACON & — Contact analysis of dot plots.
General introduction to dot plots with example algorith and a software tool to create small and

medium size dot plots. &

Doflet & — Provides a program allowing you to construct a dot plot with your own sequences.
UGENE Dot Plot viewerd? — Opensource dot plot visualizer.

seqinr - R package to generate dot plots.

dotploté - R package to rapidly generate dot plots as either traditional or ggplot graphics.
dotmatcherd - Web tool to generate dot plots.

Dotterg - Stand alone program to generate dot plots.

JDofterd - Java version of Dotter

Dotploté?, easy (educational) HTMLS tool to generate dot plots from RNA sequences
lastz@ and |aj&, programs to prepare and visualize genomic alignments.
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PublQed ;0.

US Mational Library of Medicine
Hational Institutes of Health

Article types
Clinical Trial
Review
Customize _..

Text
availability
Abstract
Free full text
Full text

PubMed
Commons

Reader comments
Trending articles

Fields]
Publication Gepard: a rapid and sensitive tool for creating dotplots on genome
dates scale.
?Ui’ea“’ Krumsiek J, Armold R, Rattei T.
years - i . ) .
Custom range Bioinformatics. 2007 Apr 15;23(8)1026-3. Epub 2007 Feb 19. Search See more. .
FMID: 17309596
Species Similar articles o
Humans Recent Activity —

Format: Summary - Sort by: Most Recent -

ol Iy . . I .
= https://www.ncbi.nlm.nih.gov/pubmed/term=gepard =dotp

Resources [*] How Tao [*

ot £~ @ | = gepard dotplot - Pub... T A RN

Sign in to NCBI

FubMed

V| |gepard dotplot

Create BRSS Create

Search results
Items: 2

[] Phage cluster relationships identified through single gene analysis.
Smith KC, Castro-Mallar E, Fisher JMN, Breakwell DP, Grose JH,

1.

alert  Advanced Help

Send to -~  Filters: Manage Filters

Burneit SH.

BMC Genomics. 2013 Jun 19;14:410. doi: 10.1186/1471-2164-14-410.

PMID: 23777341
Similar articles

Free PMC Article

Find related data =
Database:

| Select V|
Search details &
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AND dotplot[All
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US Mational Library of Medicine
Mational Institutes of Health Advanced He'

Format: Abstract - Send to -
Full text links
Bicinformatics. 2007 Apr 15:23(8):1026-8. Epub 2007 Feb 19.
Sleinformalics. 2007 Apr 15.23(2) P OXFORD
ACADEMIC

Gepard: a rapid and sensitive tool for creating dotplots on genome

scale.
Save items =

Krumsiek J', Amold R, Rattei T.

. i 7 Add to Favorites -
=+ Author information

Abstract

Gepard provides a user-friendly, interactive application for the quick creation of dotplots. It utilizes Similar articles =
suffix arrays to reduce the time complexity of dotplot calculation to Theta(m®log n). A client-server JDotter: a Java interface to

mode, which is a novel feature for dotplot creation software, allows the user to calculate dotplots multiple dotp [Bicinformatics. 2004]

and color them by functional annotation without any prior downloading of sequence or annotation PhyloGena—a user-friendly system

data. for automate [Bioinformatics. 2007]
AVAILABILITY: Both source codes and executable binaries are available at Idiegraphica: a general-purpose
http:/imips.gsf.de/services/analysis/gepard web applicat [Bicinformatics. 2007]
PMID: 17309896 DOI: 10.1093/biginformatics/btm [GEIET] VEGA, the genome

browser wiil [Brief Bioinform. 2005]

[EYEM UCSC genome browser:
http://mips.gsf.de/services/analysis/gepard
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= NAVIGATION

GENOME PAIR RAPID DOTTER (GEPARD) CUBE NEWS

Gepard (German: "cheetah”, Backronym for "GEnome PAIr - Rapid

» Symposium "Computational
Dotter”) allows the calculation of dotplots even for large seguences like

Approaches in Precision Medicine”

chromosomes or bacterial genomes. Reference: Krumsiek ], Arnold R, Jul 27/28 in Vienna

Rattei T. Gepard: A rapid and sensitive tool for creating dotplots on 27.07.17

genome scale. Bicinformatics 2007; 23(8): 1026-8. PMID: 17309896 » FIRST RELEASE OF 45 PICA MODELS
’ READY FOR DOWMNLOAD

USE CASES e

¥ Dr. rer. nat. Thomas Eder
Local comparison two of nucleotide or amino acid sequences from user- 18.04.17

specified files. Batch dotplot functionality provided by command line
access to Gepard.
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e ® http://cubeunivie.ac.at/gepard P~ & || # Genome Pair Rapid Do... int A ‘::’ @
* aepard guarantees the privacy of all Input data, does not store user T R =
data remotely and does not contain any form of malware. ERalHERE S pRpUckine A
¥ Viruses comprise an extensive pool
of mobile genetic elements in

SYSTEM REQUIREMEMNTS ' eukaryote cell cultures and human
Gepard requires the Java Runtime Environment Version 5.0 or later elinical samples
{http://vwww.java.com/download/). It has been tested on the following
operating systems:

persting =y CONTACT

+43 1 4277 76

= Microsoft Windows XP and later L w314 obe !

- Linux/Un#x systems B +43 14277 876681

« MacOs 10.x contact.cube@univie.ac.at
DOWMLOAD
Please download the jar file if you want to run gepard on your computer
{lava needs to be installed). On MacOS, nagivate to your Downloads
folder and open the jar file via right-click. Confirm the execution of this
program.
SOURCE CODE
The source code is available in our GitHub repository gepard.
TUTORIAL v
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N S o = ®ljava -version 1 TY (F4[EIW9-2)
Java/\— 3 FEER

iu@bielinux[~/backup]

Jiu@bielinux[backup] pwd iu@bielinux[iu] pwd

/home/iu/backup /home/iu

iu@bielinux[backup] java -version - iu@bielinux[iu] java -version

java version "1.7.0 79" java version "1.7.0 79"

OpenJDK Runtime Environment (IcedTea 2. OpenJDK Runtime Environment (IcedTea 2.5.5)
.04.2) >l -04.2)

Open]DK 64-Bit Server VM (build 24.79-bjl % WOpen]DK 64-Bit Server VM (build 24.79-b02, |
iu@bielinux[backup] | e iugbielinux[iu] i

v

>

4
B
-
-
B
=
i
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(M)java version 1.7.0 79[ . Java
Runtime Environment 7.0& ULV &R,
@FER(5.0 or later)ZFiwlm=LTLVET

13 = 4) 16:58 {F
fiu@bielinux[backup] pwd [ 4:505 %]
/home/iu/backup
iu@bielinux[backup] java -version [ 4:504% ]
java version "1.7.0 79"

OpenJDK Runtime Envir’t (IcedTea 2.5.5) (7u79-2.5.5-0ubuntu0.14

iu@bielinux[backup] | [ 4:585 ]

> i .04.2)
?) OpenJDK 64-Bit Server VM (build 24.79-b02, mixed mode)

SYSTEM REQUIREMENTS '

Gepard requires the Java Runtime Environment Version 5.0 or later

(http://www.java.com/download/). It has been tested on the following
operating systems:

= Microsoft Windows XP and later
« Linux/Un*x systems
» hMacOs 10.x
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= epara guarantees the privacy oT all INpUT aata, aoes Not Store user e reoTes =
data remotely and does not contain any form of malware. Prakerinte papnikan. A
» Viruses comprise an extensive pool
of mobile genetic elements in
SYSTEM REQUIREMENTS eukaryote cell cultures and human
Gepard requires the Java Runtime Environment Version 5.0 or later Elinlenl sampies:
{http://www.java.com/download/). It has been tested on the following
operating systems:
Persting sy CONTACT
+43 1 4277 76
= Microsoft Windows XP and later L +a314 obl
* Linux/Un*x systems B +43 14277 876681
* MacOs 10.x contact.cube@univie.ac.at
DOWNLOAD '
Please download the jar file if you want to run gepard on your computer
{lava needs to be installed). On MacOS, nagivate to your Downloads
folder and open the jar file via right-click. Confirm the execution of this
program.
SOURCE CODE
The s
raw.githubusercontent.com #'c Gepard-1.40.jar (160 KB) ZE <A itlﬁﬁﬁbiﬂ"'
TUTC I EEUO) FwFE | v F 2 I C) W
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Aliu@bielinux[mac share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] ls -1
total 13002

-rwxrwxrwx 1 iu iu 164270
Sl drwxrwxrwx 1 iu iu 20480
i -rwxrwxrwx 1 iu iu 13128969
iu@bielinux[mac share]

DEEFTAILSF ("/Desktop/mac_share) £ T.

@Gepard-1.4.0jarM R Z TLNIXOKTI H-

1y = ) 17:45 %

[ 5:445 %]
[ 5:445 %]
88 4 17:44
78 5 12:46 |
68 7 17:16
[ 5:445 %]
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MbackupT 1Lk ("/backup) £IZH,. @
Gepard-1.4.0jarBHYET DTS ZILLTZELY

13 = €) 18:09 %

[ 6:0854#]

/home/iu/backup

iu@bielinux[backup] ls -1 Gepard-1.40.jar [ £:0841 ]
-rwxr-xr-x 1 iu iu 164270 78 25 12:43
iu@bielinux[backup] [:084% ]

Aug 29-30 2017 15



'__ DEHEDBRX (java —jar 771 L L) EIBZT
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iu@bielinux[~/backup] 13 = 4) 18:10 %

iu@bielinux[backup] pwd [ 6:084%%]
@ /home/iu/backup
st 1 U@Dielinux[backup] 1s -1 Gepard-1.40.jar [ 6:0854%]
Al - rwxr-xr-x 1 iu iu 164270 78 25 12:43
E iu@bielinux[backup] java -jar Gepard-1.40.jar |} [ 6:08 %]
)

D D o D
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13 = 4) 18:12 {%

| Sequences
Sequence 1 (horizontal):

l
E | | Complementary [ Select file ]
Sequence 2 (vertical):
i |

| | Ccomplementary [ Select file ]

)

Create dotplot

| >> Advanced mode I

DD DD

\
L

() ’E

»
»
b
b/

Quit

Aug 29-30 2017 17



MM AIZ"/Desktop/mac_share/result/sequencel.fa
#IBTELT=&EZ A, @Create dotplot

1y = 4) 18:18 %

Sequence 1 (horizontal):

|/Desktop/mac share/result/sequencel.fa

| | Complementary [ Select file ]

Sequence 2 (vertical):

l/Desktop/mac share/result/sequencel.fa

| | Ccomplementary [ Select file ]

.

Create dotplot

ES

| >> Advanced mode

Quit
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' Sequences

Sequence 1 (horizontal):

[/Desktop/mac share/result/sequencel.fa

| | Complementary [ Select file I

Sequence 2 (vertical):

|/Desktop/mac_share/result/sequencel fal

| | Ccomplementary [ Select file ]

Create dotplot ’

| >> Advanced mode I

PEDD O

exTTe—

Calculating dot matrix...
I |

Abort

ODERT T, 10X ET -

13 = 4) 1821 %

—_— QU it
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Sequence 1 (horizontal):

I/Desktop/mac share/result/sequencel.fal

| | Complementary I Select file |

Sequence 2 (vertical):

|/Desktop/mac share/result/sequencel.fa|

| | Ccomplementary I Select file ]

Update dotplot

alla

X
|

I >> Advanced mode

Quit

sequencel

2289496

sequencel vs. sequencel
Zoom: 8236 : 1

Word length: 10
Window size: O

Matrix: DNA

sequencel

FEM I Zsequencel Bl DR ykTO
yhZEH-oSYEEEL TN ELT!

GC ratio seql: 0.3812
GC ratio seq2: 0.3812
Program: Gepard (1,40 final) T

2289496

Position: 2289496, 1325996

I I
TETTCEECTECTEAATEAACATAGCCAATTTEC

TETTCEECTECTEAATEAACATAGCCAATTTEC

I I
0 32
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=L\ iEIE A5 E L T. @update dotplot,

BRI RLT=L\5 &

sequence1 vs. sequencel - Gepard

<)
S
=
=

f‘""‘““—“"w sequencel vs. sequencel
Sequentes Zoom: 8236 : 1

Window size: O GC ratio seq2: 0.3812
|/Desktop/mac_share/result/sequencel. fal Matrix: DNA Program: Gepard (1.40 final)
| | Complementary [ Select file I 0] 2289496

sequencel

Sequence 2 (vertical):

|/Desktop/mac_share/result/sequencel fal

| | Ccomplementary [ Select file ]

h o

Update dotplot
Pl el e
|

| >> Advanced mode

sequencel

2289496

Pogition: 2289496, 2289496
2289463 2289496

| I
GCTTCAATTTCGACTAAGCACGAATAATTATCCGACE

AGATTTACATCGETTCAACCATTACTTACT CAAATTCCAACTGTTAAT CAG CCCAATEGAATATETT

I I I
831803 831836 831868

Quit
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sequencel vs. sequencel - Gepard 13 = €) 18:30 ¢
' —‘l sequencel vs. sequencel
Sequentes Zoom: 415 : 1
Window size: @ GC ratio seq2: 0.3836
|/Desktop/mac_share/result/sequencel fa| Matrix: DNA Program: Gepard (1.40 final)
| | Complementary [ Select file ] . 0] sequencat 115204
N\

Sequence 2 (vertical):

l/Desktop/mac sharefresult/sequencel.fal

| | Ccomplementary [ Select file ]

Update dotplot
r)\ c.f)\ §
+ - 4&

| >> Advanced mode I

sequencel

PODD OIS

115304

Pogition: 91715, 102090

v
o g
{ A/
L 1]

S
!

o

w W .

-~
[

= s Quit
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" S (DAdvanced mode
BE{ERZRFLIZWLGE

sequencel vs. sequencel - Gepard 13 = €) 18:30 ¢
' —‘l sequencel vs. sequencel
Sequentes Zoom: 415 : 1
Window size: @ GC ratio seq2: 0.3836
|/Desktop/mac_share/result/sequencel fa| Matrix: DNA Program: Gepard (1.40 final)
| | Complementary [ Select file ] . 0] sequencat 115204
N\

Sequence 2 (vertical):

l/Desktop/mac sharefresult/sequencel.fal

| | Ccomplementary [ Select file ]

Update dotplot

allalla

4

sequencel

| >> Advanced mode

PODD OIS

115304

Pogition: 91715, 102090

v
o g
{ A/
L 1]

S
!

o

w W .

-~
[

= s Quit
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sequencel vs. sequencel - Gepard 13 = €) 19:02
' —‘l |~ sequencel vs. sequencel
Sequentes Zoom: 415 : 1
Window size: @ GC ratio seq2: 0.3836
|/Desktop/mac_share/result/sequencel| Matrix: DNA Program: Gepard (1.40 final)
DComplementaryl Select file ] . 0] sequencat 115204
N\

Sequence 2 (vertical):

l/Desktop/mac share/result/sequencell

| | Ccomplementary I Select file ]

Update dotplot
|

l << Simple mode

sequencel

PODD OIS

[ Plot | Misc | Display 115304

.7" 5 Lower color limit: Position: 0, 115304
L [« Lin] [»]

¥ S Upper color limit:

b |4 m »]

:s . w9| Greyscale start:

| 4 []] vl

4|
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BE{RTRFLI-LMSE

sequencel vs. sequencel - Gepard 13 == 4) 19:04 %

s
!E
~
a \
B
|

C | t select fil =l sequencel vs. sequencel
[ ] Complementary l elect file l Zoom: 415 : 1
Word length: 10 GC ratio segl: 0.3836
Window size: @ GC ratio seq2: 0.3836
Matrix: DNA Program: Gepard (1,40 final)
0] 115304
’ Update dotplot l . sequencel
; . N\
{:1\ §t2§ £ 3 i
+X —

‘ << Simple mode ]

( Plot | Misc | Display

Lower color limit:
[« L] >

sequencel

Upper color limit:
|4 M Ty
Greyscale start:

[« L] ]

[ | Reverse complementary align...

*H

115304

Pogition: 31540, 115304

v
o g
{ A/
L 1]

Export image:

o

o

¥V v oy
[

|

— ’ Quit
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el - Gepard

" O
BERZRFLIZVGS

] Documents
[ Downloads
Jigv

[ Music

] Pictures
] Public

Save In: |[Jiu
] backup ] Templates
[ Desktop []Videos

> ratio seql: 0.3836

b E'gram: Gepard (1.40 final)

Djpee X TRETED LI TI 13,
CCTIEFIAILE LIZRTFELET

s B = o) 1906 &

ratio seq2: 0.3836

115304

File Name:

Files of Type:

DE DD O 0 e

w

)
k)

-

Export image:

A

(2

¥V v oy

|

JPEG image files (.jpeg, jpg)

115304

Quit

Pogition: 115304, 72625
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BE{RZRFLI-LVGS

sequence1 vs. sequencel - Gepard 13 = €) 19:08 %

ratio seql: ©.3836
R olo—| [rati » 0,383
= @@g a;gi;:»? gzggrdo(fig final)

115304

Save In: [ mac share

] result

File Name:  [seql 115304 l |
Files of Type: [IPEG image files (.jpeg, jpg) l -

Save Cancel

[:]Reve'r's'"e" complementary align...

115304

*H Pogition: 115304, 72625

Export image:

Quit ||
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sequence1 vs. sequencel - Gepard

[ ] Complementary Select file

’ Update dotplot

|
R LRI[A

‘ << Simple mode ]

( Plot | Misc | Display

Lower color limit:

[« L]

Upper color limit:

[ | Reverse complementary align...

PPDODD OO

" SN
BERZRFLIZVGS

Zoom: 415 : 1
Word length: 10
Window size: 0@
Matrix: DMA

6]

sequencel vs. sequencel

GC ratio segl: 0.3836
GC ratio seq2: 0.3836
Program: Gepard (1,40 final)

sequencel

BERTFINT=EO5TI . DOK

1y ES]

115304

8 AN

OK

115304

2 @ Dotplot successfully exported
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Greyscale start: m
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>
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b blastviewer
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4,220,000 #HOEFERER EEEERL - EETRIAL ~

blast viewer DIEEERFSHTET .,
blastviewer MEEEREOHTERRLETTH?

NCBI Mapview - National Center for Biotechnology ...

www _ncbi.nim.nih gov/imapview - Zd~8— IR

SFADEFERAHE UL U hOA—F—CE> THREN TV B LHERCEER
Ao

BlastViewer - Free download and software reviews - ...
download cnet.com/BlastViewer/3000-2054 4-10703581 html = Z~<— 7 E1ER
From Kerilog: BlastViewer provides an interactive graphical user interface for the analysis

of the reports produced by the BLAST sequence database search system. BlastViewer is
an easy to use software designed for everyday ...

DDBJ | BLAST | Result viewer - DDBJ | DNA Data Bank of ...
ddbj.nig.ac jp/blast/viewer?lang=ja ~

BLAST Result viewer ~JL_f megablast blastn tblastn tblastx blastp blastx Result viewer
Result viewer Request ID: PAGE TOP tf-f b~w 7 -1 b2 — DDBJ AlL-25— 7
ZH(C DT Last modified - 2017.06.20. DDBJ Home .

BlastViewer 2.2 Free Download - FreewareFiles.com - ...
freewarefiles.com » Home > Home & Education » Mathematics / Science v Zm~—Z%F
R

BlastViewer provides an interactive graphical user interface for the analysis of the reports
produced by the NCBI and the EBI BLAST sequence database search systems.
BlastViewer is an easy to use software designed for everyday ...

DDBJ | BLAST | Result viewer - DDBJ | DNA Data Bank of ...

Adhi nin ar infhlastivicwar?lann=an v 7 Mues — < EEEER

<

Mrblastviewer | T T 7RZRELI=HE R, SSFED
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BEYUENLES. 11e Progianm cormpdies nuasouge Oon proein sequences o sequences
databases and calculates the statistical significance of ...

BlastViewer for Mac - Free download and software ...
download.cnet. com/BlastViewer/3000-2054 4-10703575 html ~ Z@M~<—=7%8IER
From Korilog: BlastViewer provides an interactive graphical user interface for the analysis
of the reports produced by the blast sequence database search system. BlastViewer is an
easy to use software designed for everyday ..

GitHub - pgdurand/BlastViewer: This package contains ...
https:/igithub.com/pgdurand/BlastViewer ~ Z<—=7F 85

2017/03M17 - README.md BlastViewer Introduction This is the BlastViewer Tool. It aims
at displaying in a graphical way results from the NCBI BLAST software. Requirements
Use a Java Virtual Machine 1.7 (or above) from Oracle. ...

Epos » Blast Viewer - Lehrstuhl fiir Bioinformatik an der ...
https:/ibio.informatik_uni-jena.de/epos/blast-viewer * =@M~ —F R

UPDATE: This version of the blast viewer is no longer maintained. The Blast Viewer is
contained in the full Epos Framework. Please consider using the full framework to get the
current version of the Blast Viewer. The Blast Viewer is ...

BlastViewer for Mac : Free Download : MacUpdate
www macupdate com/app/mac/30803 ~ @S —FEIR

BlastViewer for Mac : Free Download - Designed for BLAST biclogical sequence analysis.

Download the latest versions of the best Mac apps at MacUpdate .. Change the way you
install and update apps with the all new MacUpdate ...

blast viewer DIEFERFSHTLVET.
blastviewer DEZHREOHEERLETH?

1 2 3 4 5 @

FT)Z—¢& Cookie  FHEER LE  EECOVWT AT Ja—RIled

<
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GitHub @ BlastViewer

£ - @ GitHub, Inc. [US] & | ) GitHub - pgdurand/BlastVi...

e O https://github.com/pgdurand/BlastViewer

This repository S Sign in

o Features Business Explore Marketplace Pricing

Branch: master =

‘_j pgdurand add TravisCl badge

B data add new sample BLAST XML file
| doc first open-source release of BlastViewer
.. mrneinen FContiarab e e 40 dicelna s cmescadndnd D ACT canls

£
Aug 29-30 2017

pgdurand / BlastViewer ' @Watch | 1 #Star | 1 | ¥Fork 0
¢» Code Issues 3 Pull requests 0 Projects 0 Wild Insights =
L=l
i . Dismiss
E:I Join GitHub today
GitHub is home to over 20 million developers working together to host
and review code, manage projects, and build software together.
This package contains the BLAST Viewer Tool.
blast-searches bicinformatics-pipeline
D 14 commits ¥ 1 branch ©> 3 releases 4L 1 contributor gz AGPL-3.0

Find file Clone or download

Latest commit ee@f3ed on Mar 18

8 months ago

8 months ago

C vnrnmthe nen

https://github.com/pgdurand/BlastViewer

Sign up

34
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GitHub @ BlastViewer

e @ https//github.com/pgdurand/BlastViewer/wiki 0O = & GitHub, Inc. [US] & (& Home - pgdurand/BlastVie...

o Features Business Explore Marketplace Pricing This repository Sign in o1 Sign up

pgdurand / BlastViewer @Watch | 1 #Star | 1 | ¥Fork 0
Code Issues 3 Pull requests 0 Projects 0 EE Wilki Insights =
Home

Patrick Durand edited this page on Mar 20 - 6 revisions

Download latest release ~ Pages €)
. o . .. . Home

The most easy way to use BlastViewer Tool consists in downloading an official release. It is made of

a single Java binary archive file: References

blastviewer-x.y.z.jar (with "x.y.z’ be" elease number, e.g. 5.8.8) Clone this wiki locally
https://github. com/pgdurand @.

It is available from this Github page: check Releases tab and download the latest release.
Y Clone in Desktop

We invite all users to start working with that "jar" file, as explained in the next section.

Notice for developers: this unique JAR file is absolutely not intended to be embedded within any
other applications since it contains all the dependencies (third-party libraries) into a single large
file. So, if you want to include BlastViewer into some other softwares, start from its source code (git

clone).

Requirements v

<
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= B Dt (blastviewer—5.2.0 jar) &
Aooa—kdhnEFEZAFET

GitHub @ BlastViewer

£ - @ GitHub, Inc. [US] & | ) Releases - pgdurand/BlastVi...

e O https://github.com/pgdurand/BlastViewer/releases

This repository  Search Sign in o1 Sign up

o Features Business Explore Marketplace Pricing

pgdurand / BlastViewer @Watch | 1 #Star | 1 | ¥Fork 0

¢» Code Issues 3 Pull requests 0 Projects 0 Wild Insights =

Leseese | Digplay annotated BLAST

vs.2.0

!'1 pgdurand released this on Mar 12 - 3 commits to master since this release
O 72fd738

This new release is aware of the "annotate BLAST results” available in BeeDeeM software.

You can try BlastViewer with the attached '1433S_HUMAN.zml' file: this is a BLAST file containing hits

annotated with Human Swissprot data.

Downloads

(1114335 HUMANzml 52.2 KB

O plastviewer-5.2.0.jar 9.97 MB

[2) source code (zip)

[2) source code (tar.gz) v

£
Aug 29-30 2017 https://github.com/pgdurand/BlastViewer/releases
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1y = 4) 19:15 %

’J,T..Yh Export image: -)H

[ ] Complementary l Select file l

| Update dotplot

|
A LA LA

S— ‘ << Simple mode ]
. ( Plot | Misc t Display

Lower color limit:

[« L] | »]

Upper color limit:
14l i o]
Greyscale start:

[« L] | »

[ | Reverse complementary align...

sequencel vs. sequencel

Zoom: 415 : 1
Word length: 10 GC ratio segl: 0.3836
Window size: @ GC ratio seq2: 0.3836
Matrix: DNA Program: Gepard (1,40 final)
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g

=4

&
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— ’ Quit
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About Gepard

Gepard
1.40 final
Developed by:
Web:

Thanks to:

Logo:

Institution:

Reference

Jan Krumsiek, Thomas Rattei
http:/fcube.univie.ac. at/gepard

Roland Arnold, Patrick Tischler,

Dominik Lindner, Volker Stuempflen, Tini
Tobias Petri
Division of Computational Systems Biology

University of Vienna

Close

1y = 4) 1516 3%

(DClose
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iu@bielinux[~/backup]
| Jiu@bielinux[backup] pwd

1 /home/1iu/backup
sl 1 U@Dielinux[backup] 1s -1 Gepard-1.40.jar
-rwxr-xr-x 1 iu iu 164270 78 25 12:43
iu@bielinux[backup] java -jar Gepard-1.40.jar
iu@bielinux[backup] |

CIREEM L, J/RAIXEZTHLY
WNEWZIEWLWLDTT A, EYH
ZTHEIAIFIZERELET

1y = €) 15:18 %

[ 6:085%]
[ 6:085%]
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iu@bielinux[~/Desktop/mac_share] 13 = €) 1520 {'¢
iu@bielinux[backup] pwd [ 6:084%]

@ /home/iu/backup

st 1 U@Dielinux[backup] 1s -1 Gepard-1.40.jar [ 6:0854%]

=M - rwxr-xr-x 1 iu iu 164270 78 25 12:43

E iu@bielinux[backup] java -jar Gepard-1.40.jar [ 6:085%]
ﬁ iu@bielinux[backup] cd ~/Desktop/mac share [ 3:174 %]
S\l iu@bielinux[mac share] pwd [ 3:204 %]
B/ home/iu/Desktop/mac share

. iu@bielinux[mac share] 1s [ 3:204 %]
é iu@bielinux[mac share] [ 3:204 %]

m
3]

)

6
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iu@bielinux[backup] pwd
“§/home/iu/backup
iu@bielinux[backup] ls -1 Gepard-1.40.jar
-rwxr-xr-x 1 iu iu 164270 78 25 12:43
iu@bielinux[backup] java -jar Gepard-1.40.jar
iu@bielinux[backup] cd ~/Desktop/mac share
Biu@bielinux[mac share] pwd
/home/iu/Desktop/mac share

iu@bielinux[mac share] 1s

iu@bielinux[mac_share] wget -c ll

13 = 4) 1525 {%

[

6:084 % ]
6:084 %]
6:084 1% ]
3:175 %]
3:205 %1
3:204 %]

3:204 %]

MDlwget —c J
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iu@bielinux[~/Desktop/mac_share] e

iu@bielinux[backup] pwd
/home/iu/backup
iu@bielinux[backup] ls -1 Gepard
-rwxr-xr-x 1 iu iu 164270 78 2
iu@bielinux[backup] java -jar Ge
iu@bielinux[backup] cd ~/Desktop
iu@bielinux[mac share] pwd
/home/iu/Desktop/mac share
iu@bielinux[mac share] ls

iu@bielinux[mac share] wget -c |}

o)
B
7
-
E

€ https//github.com/pgdurand/BlastViewer/r 'E:Wget ' : M\g 7:; U R I_ll‘aﬁE *E % : to —_— L/T:

O Features Business Explore  Marketplace Pricing This repository ~ Search Sign in o1 Sign up

pgdurand / BlastViewer

<» Code

Issues 3

Latest release ‘

w520
o 72fd738

XHE9) I TR a—thykDaE—

@ Watch | 1 W Star | 1 YFork 0

Pull requests 0 Projects 0 Wiki Insights +

Display annotated BLAST

._1 pgdurand released this on Mar 12 - 3 commits to master since this release

This new release is aware of the "annotate BLAST results” available in BeeDeeM software.

You can try BlastViewer with the attached "14335_HUMAN.zml" file: this is a BLAST file containing hits

annotated with Human Swissprot data.

Downloads
(7114335 HUMAN.zml 522 KB
blastviewer-5.2.0.j 9.97 MB

[©) source code (zip) RO

[ source code ftar.gz ﬁLL‘?j'C’H((W)
FLWNHIRITHIKN) "
HRETPAICET(A)... >
HEREEBI(P)
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iu@bielinux[backup] pwd
/home/iu/backup
iu@bielinux[backup] ls -1 Gepard-1.40.jar
-rwxr-xr-x 1 iu iu 164270 78 25 12:43
iu@bielinux[backup] java -jar Gepard-1.40.jar
jiu@bielinux[backup] cd ~/Desktop/mac share
iu@bielinux[mac share] pwd
/home/iu/Desktop/mac share

iu@bielinux[mac share] ls

iu@bielinux[mac share] wget -c ll

Open Terminal
Open Tab

Close Window

Paste

Profiles
v Show Menubar

1y == ) 1549 %

[

6:084 % ]
6:0841% ]
6:0854 % ]
3:175 %]
3:205 %1
3:204 %]

3:204 %]

(DPaste
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13 = 4) 1551 %

iu@bielinux[backup] pwd

“§/home/iu/backup

iu@bielinux[backup] ls -1 Gepard-1.40.jar

-rwxr-xr-x 1 iu iu 164270 78 25 12:43

_Miu@bielinux[backup] java -jar Gepard-1.40.jar
jiu@bielinux[backup] cd ~/Desktop/mac share

& Jiu@bielinux[mac_share] pwd

/home/iu/Desktop/mac share

iu@bielinux[mac share] 1s

[ 6:0854#]
[ 6:08%#]

[ 3:204 %]

iu@bielinux[mac_share] wget -c https://github.com/pgdurand/BlastVie
wer/releases/download/v5.2.0/blastviewer-5.2.0.jarlj

DYE—
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DIsTHEMIZFIIOMBDjar 77 ILHH A%
R EETALIN)ITERBIAILE LD T,
FIAILTiard 74 ILIZETT

RN DLITLNVS

13 = 4) 15:53 1%
TO65231Z&X-Amz-Expires=300&X-Amz-Signature=c2573bf91e58a80a7770a916
1e92b191413333af7212c10824127d26702195¢c38&X-Amz-SignedHeaders=host&a
ctor id=0&response-content-disposition=attachment%3B%20filename%3Db
lastviewer-5.2.0.jar&response-content-type=application%2Foctet-stre
am

JResolving github-production-release-asset-2e65be.s3.amazonaws.com (
#github-production-release-asset-2e65be.s3.amazonaws.com)... 52.216.
81.48

Connecting to github-production-release-asset-2e65be.s3.amazonaws.c
om (github-production-release-asset-2e65be.s3.amazonaws.com)|52.216
.81.48]|:443... connected.

HTTP request sent, awaiting response... 200 OK

Length: 10450992 (10.0M) [application/octet-stream]

Saving to: ‘blastviewer-5.2.0.jar’

100%] >] 10,450,992 2.31MB/s 1in 5.8s

2017-08-07 15:52:39 (1.70 MB/s) - ‘blastviewer-5.2.0.jar’ saved [10
= 450992/10450992]

iu@bielinux[mac share] 1s -1 bla* [ 3:52 %]
-rwxrwxrwx 1 ju iu 10450992 58 25 23:37
iu@bielinufz_share] I [ 3:524 %]
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] @jarZ7AILDHBY MMEZZHED T, @Qcd THR—LTA
e LN IS B LR IE T . B L5 R AR/ SR
1T #7241 [blastviewer—5.2.0jar g LA =T CEE S

iu@bielinux]~] 13 = 4) 16:08 %
github-production-release-asset-2e65be.s3.amazonaws.com)... 52.216.
81.48

Connecting to github-production-release-asset-2e65be.s3.amazonaws.c
om (github-production-release-asset-2e65be.s3.amazonaws.com)|52.216
.81.48|:443... connected.

JHTTP request sent, awaiting response... 200 OK

Length: 10450992 (10.0M) [application/octet-stream]

Saving to: ‘blastviewer-5.2.0.jar’

S TR

v

100%[ >] 10,450,992 2.31MB/s in 5.8s
2017-08-07 15:52:39 (1.70 MB/s) - ‘blastviewer-5.2.0.jar’ saved [10
450992/10450992]

iu@bielinux[mac share] 1s -1 bla* [ 3:524 %]
-rwxrwxrwx 1 iu iu 10450992 58 25 23:37

iu@bielinux[mac share] pwd [ 3:524 %]

/home/iu/Desktop/mac share

>§ iu@bielinux[mac share] cd [ 4:084%]
j\ iu@bielinux[iu] pwd [ 4:085 %]
g==i / home/1u

W

giu@bielinux[iu] java -jar ~/Desktop/mac_share/blastviewer-5.2.0.jar
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BlastViewer ver. 5.2 0f2 &8 £ D IKEE,
(MDOpenT, BlastE{THER DxmIFz X 7
74 JL (sequencel blast.xml) Z&c &AL
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=/ Windows @
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Blel
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Open BLAST file

BlastZE1{T

HROxmEERX 77

1)L (sequencel blast.xml) [&
. /Desktop/mac_share/result

TALORIZHYFET

=/ Windows E:'
Log

Look In: |[Jiu E} @ o EZ[
] .BLAST-Viewer [].gconf =] .log
] .cache [].gepard =] .ma
] .compiz ] .gnome2 Jbac
] .config [].gnome2 private [ Des
].cpan [1.gvfs ] Doq
] .dbus .java I Dov
4] [ I

File Name: | |
Files of Type: |All Files Ivl

Open Cancel
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Fetch

v

PDDD D H >

w

)
k)

-

A

v
[

w _W

N

@ @ Open BLAST file \

Look In:

[ result

a4

===

13 = 4)

(DBlast

== 4=

FAT

FHERDxmlzX 7

74 )L (sequencel _blast.xml)
#1ERL T, @0pen

16:25 1t

=/ Windows E:'

00| 0—

[} polish
[ polish
[ seque
[ seque
[} seque

=/
] home

Jiu
[l Desktop
[ mac share
I result

sequence3.fa.nhr

D sequences
D sequences
[ sequence:
[ sequence:
D sequences
D sequences

<

M |

I

File Name:

Files of Type:

0 seQUencel_blast.xmf
|

lsequencel blast.xml

All Files

|~

<

Cancel

|
oo | D— ‘
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BLAST-Viewer - 5.2.0

Eile Help

U & =/ Windows

Open Log

| ] sequencel _blast.xml

((Hits | Graphic | MSA |

| Hits Results for: |~| Hits:4  HSPs: 1351 @)

# | Accessmn] | EVaIue| Quality | #HSPs] !dentntyl Positive Query Coverage | Hit Coverage |
0 1347 X009 EX00%7 IEFTO0S TN B100%anN

2 | NO9iS%EN NeoisseN 0.5%

T TS oo o

J a
P —
U \:
- -

:I | Alignment: Query (2289497 nuc) vs. 0 (2,289,497 nuc)

"HSP Map | Definition | Statistics | Alignment | ( Alignment | Features |

Query
L

HSP(s)I T B T 1T & T8 (1@ in 88 0 180 W10 1 T I 0 ol et
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