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EASTA manipulation

Eilter sequences by length

Filter and Sort

Eilter data on any column using

simple expressions

Filter on ambiquities in
polymorphism datasets

GFF

Filter GFF ri
using simple expressions

Filter GFF f It
using simple expressions
Filter CTF r
values list

Eetch Allgnments

Ellter MAF blocks by Species
Eilter MAF blocks by Size

Filter MAF by specified
atributes

Regional Variation

Filter nucleotides based on
quality scores

nome Diversit

INITIAL ANALYSIS

Filter SNPs

based on coverage or quality
POPULATION STRUCTURE

Prepare Input : Filter and

main.g2.bx.psu.edu

e 0

Discard some SNPs

At

Analyze Data

Filter (version 1.1.0)

Fllter:

172: Cuffmerge-Cuffdiff XBP1 Isoform Tracking
Dataset missing? See TIP below
With following condition:

Cl=="chr22'

Double equal 5 gns, = must be used as shown above, To filter for an arbitrary string, use the Select 100

Number of header lines to skip:
0

Double equal signs, ==, must be used as “equal ro"(e.g., €1 == "chr22’)

€ 11P: Attempting to apply a filtering condition may throw exceptions If the data type (e.g., string, integer) In every
line of the columns being filtered is not appropriate for the condition (e.g., attempting certain numerical
calculations on strings). If an exception is thrown when applying the condition to a line, that line is skipped as
invalid for the filter condition. The number of invalid skipped lines is documented In the resulting history item as
a "Condition/data Issue”,

€ TP If your data is not TAB delimited, use Text Manipulation->Convert

Syntax
The filter tool allows you to restrict the dataset using simple conditional statements

Columns are referenced with ¢ and a number. For example, c1 refers to the first column of a tab-delimited file
Make sure that muiti-character operators contain no white space ( .9, <= is valid while < = |s not valid )

When using “equal-to’ operator double equal sign "==' must be used (¢.g., clw='chrl’)

Non-numerical values must be included in single or double quotes ( e.g., cb=="+")

Filtering condition can include logical operators, but make sure operators are all lower case ( .9, (c1!="chrX' and

cll="chrY’) or not c6=='+")

Example

cl=="chrl’ selects lines in which the first column is chrl
€3-¢c2<100%*c4 selects lines where subtracting column 3 from column 2 Is less than the value of column 4 times 100

History

BodyMap Lymph Node
7.8GC8

172: Cuffmerge-Cuffdiff @ ¢ 32
XBP1 Isoform Tracking

171: Cuffcompare- ® (%"
Cuffdiff XBP1 Isoform Tracking

170: Cuffdiff on data 124, @ { 3¢
data 120, and others: transcript
FPKM tracking

169: Cuffdiff on data 124. ® { &

data an hers: transcri
differential expression testing

168: Cuffdiff on data 124, @ ( 2
data 120, and others: gene FPKM
tracking

7: Cuffdiff on data 124. @ § 8
data 120, and others: gene
[} lal ressi

166: Cuffdiff on data 124. ® ( 22
data 120, and others: T rou
FPKEM tracking

165; Cuffdiff on data 124, @ ¢ ¢

1] rs: T r

differential expression testing

164: Cuffdiff on data 124, @ { 3¢
data 120, and others: CDS FPKM
;ragglng

163: Cuffdiff on data 124. ® ( 8
data 120, and others: CDS FPKM




Galaxy is an open, Web-based platform

for accessible, reproducible, and
collaborative computational genomics




What is Galaxy?

GUI for high-throughput, high-performance

genomics

1. get and integrate public, private data
2. analyze data and create workflows
3. visualization and visual analysis, sharing, publication

Customizable open-source software on various

HPC resources
+ public website — http://usegalaxy.org
+ local instance
+ on the cloud




Galaxy is Very Popular

Local installations all over the world e
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Public Website (http://usegalaxy.org), anybody can use:

+  ~500 new users per month, ~100 TB of user data, ~130,000
analysis jobs per month

Used and cited in more than 1000 publications




Galaxy Communities

End Users
Deployers/Maintainers

Developers

+ plug-ins: tools, visualizations
+ core framework




Goals

A community connected to the project and each other
A well-informed community
Grow the community

A community that contributes:
+ analyses, curation, and data (=knowledge)
+ tools and enhancements
+ support
+ outreach and training




How?

Enable your community

Communicate with your community

Reward your community




Sharing, Collaborating, and Publishing
Analyses with Galaxy




Sharing and Publishing

Sharing and Publishing History 'Variant Analysis for Sample E18'

Making History Accessible via Link and Publishing It

This history is currently restricted so that only you and the users listed below can access it. You can:

Make History Accessible via Link

Generates a web link that you can share with other people so that they can view and import the history.

Make History Accessible and Publish
Makes the history accessible via link (see above) and publishes the history to Galaxy's Published Histories

section, where it is publicly listed and searchable.

Sharing History with Specific Users
You have not shared this history with any users.

Share with a user

Back to Histories List




Sharing and Publishing

Sharing and Publishing History 'Variant Analysis for Sample E18'

Making History Accessible via Link and Publishing It

This history accessible via link and published.

Anyone can view and import this history by visiting the following URL:

http://main.g2.bx.psu.edu/u/jgoecks/h/variant-analysis-for-sample-e18 ’

This history is publicly listed and searchable in Galaxy's Published Histories section.

You can:

Unpublish History
Removes history from Galaxy's Published Histories section so that it is not publicly listed or searchable.

Disable Access to History via Link and Unpublish

Disables history's link so that it is not accessible and removes history from Galaxy's Published Histories
section so that it is not publicly listed or searchable.

Sharing History with Specific Users
You have not shared this history with any users.

Share with a user

Back to Histories List




eNnO Galaxy | Published History | Variant Analysis for Sample E18
<|» 4+ IS http://main.g2 bx.psu.edu/u/jgoecks/h/variant-analysis-for-sample-e 18 C} ‘/Q'
R

Analyze Data Workflow Shared Data Visualization Help User

Published Histories | jgoecks | Variant Analysis for Sample E18 About this History

Galaxy History ' Variant Analysis for Sample E18’ & Import history
Author
Annotation: Perform a pileup analysis with default parameters to Identify variants in sample E18

jgoecks
Dataset Annotation

Related Histories
l L E18 PE] Reads Forward reads from sample E18

All published histories
l 2: E18 PE.2 Reads Reverse reads from sample E18 Publ:shed histories Dy igoecks

Rating
I 3 E18 PE1 Reads Groomed Groom reads to convert quality scores from Solexa 1.0

1o Solexa 1.3 Community ****

{1 rating, 4.0 average)
l 4; E18 PE.2 Reads Groomed Groom reads 10 convert quality scores from Solexa 1.0
1o Solexa 1.3 Yours

l : E18 PE ads Groomed, Trimm: Trim reads from 3° end to remove low-quality nts. Tags

Community

I - room r Trim reads from 3° to remove low-quality mts,
snp plleup Dowtie demo

| 7: Map with Bowtie for lllumina on data 6 and data 5 Map palred-end reads with default parameters *|  sample
Yours

Need to convert Bowtie SAM to BAM so that pileup

N B < oOwWhie
analysis can be performed P poesp DOWeA

. demo sampleels
Pileup analysis with default parameters

Find variants with coverage >« 30.

13: Filter to get Variants from sample E18 where consensus base Filter plleup to find varlants where the consensus base
different than ref, base Is different than the reference base

l 14: UCSC mm9 RefSeq Genes UCSC mm9 RefSeq genes.

15: In t t Variants from sample E18, ¢ nsus different, in Variants with consensus different that occur in RefSeg
RefSeq Genes genes




Calaxy | Published Workflow | SNP variant detection from paired

+ ) hitp:/main.g2.bx.psu.edu/u/jgoecks/w/snp-variant-detection-from-paired-end-reads

Published Workflows | jgoecks | SNP variant detection from paired-end reads
Step 6: FASTQ Trimmer
FASTQ File
Output dataset ‘output_file” from step 4

Define Base Offsets as
Absolute Var__-

Offset fro15'e d
0

Offset from 3' end
9

Keep reads with zero lengtn
False

Step 7: Map witi« Bowtle for Var il @
Wil you select a reference genome from your history or use a bullt~in index?
Use 2 built-in index

Select a reference genome
/galaxy/data/agiMel3 /bowtie_index/apiMel3

Is this library mate - paired?
Paired-end

Forward F2 51q file
Output dat set 'outr~ 1t | f¢" rom 216

Reverse FAS14y foe
Output dataset ‘output_file” from step 5

Maximum insert size for valid paired -end abhgnment (-X)
1000

The upstream/downstream mate orientation for valid paired-end alignment against

the forward reference strand (= ~fr/ = «rf/ - ~ff)
FR (for Blumina)

Bowtie settings to use
Commonly used

Suppress the header in the output SAM file
True

Step 8: SAM ~-to-BAM

Choose the source for the reference list
Locally cached

Visualization

Trim reads to remove low-quality bases.

S\ 519 le.ult parameter values

end reads

¢ Q

Convert Bowtie SAM output to S8AM format so that plleup
can be run

About this Workflow

Author
jgoecks
Related Workflows

All published workflows
Published workliows by igoecks

Rating

Community

0 ratngs, 0.0 average)
Yours
Tags

Community:
snp Dowtie

Yours
snp




|NO Galaxy | Published Histories
l 4] » || 4 63 hetp://main.g2,bx.psu.edu/history/list_published

Analyze Data  Workfliow Shared Data Visualization Help User

Published Histories

search “« | Advanced Search

Community
Annotation Tags

metagenomics
Calaxy vs MEGAN Comparison of Galaxy vs. MEGAN pipeline, megan Mar 19, 2010

galaxy

metagenomics
Mar 19, 2010
galaxy

Datasets correspond 1o our paper published in Science by
Peleg et al. entitied : Altered histone acetylation is
assoclated with age-dependent memory Impalrment.
Experiment layout: This history comains 4 datasets in the
form of BED files of uniquely mapped reads produced after
chip-seq for histone modifications H4K12ac and H3K9ac in
mouse hippocampus of 3 months (young) and 16 months
{0ld) mice after fear conditioning. For detailed information
please refer to supplementary materials and methods of the
respective work by peleg et al.

SM 1186088 fischeriab Apr 19, 2010

snp plleup

Yariant Analysis Perform a pileup analysis with default parameters to identify bawtie

for Sample E1 variants in sample E18. Jgoecks demo € Iiines 3o

sample

chr22
longest
get longest exon marc exon Sep 02, 2010
human
workshop

FASTA 10 Tabular

Test Jy Aug 26, 2010

EXLF yzcl09 Aug 24, 2010
Open “hete/ /main g2 b psu.edus history/list_published?son=rating!-tags=All" in 2 new tab




Published Pages | webb | polar-bears

rand b omes rev i  and demographic
el anc bron bsa genomes.seveal ancent s Research

Webb Miller, Stephan C. Schuster, Andreanna ). Welch, Aakrosh Ratan, Oscar C. Bedoya-Reina, Fangqing
Zhao, Hie Lim Kim, Richard C. Burhans, Daniela I. Drautz, Nicola E. Wittekindt, Lynn P. Tomsho, Enrique

Ibarra~-Laclette, Luis Herrera-Estrella, Elizabeth Peacock, Sean Farley, George K. Sage, Karyn Rode, Martyn
Obbard, Rafael Montiel, Lutz Bachmann, Olafur Ingélfsson, Jon Aars, Thomas Mailund, @ystein Wiig, Sandra o c u m e n s
L. Talbot, and Charlotte Lindqvist

Summary of the paper

Polar bears (PBs) are superbly adapted 1o ic environment and h t! reity f

divergence from the lower-latitude brown bear provid 0ok exampie of rapid evolut However, limited m

DNA evidence conflict - of PB origin as well as placement of the species wit .

seq ce data from ¢ ary and Ame: black bear sam + In addni

genome-wide perspective. Nuclear DNA ma

the enigmat wn bears native to Alaska's Alexander | 0 ] T alse 10% of their nu

is m v o PBs, indicating ancient a re b with ancient splits am

bears and black bears that were later followed by o mixture. We also provide paleodemographic estimates that suggest bear evolution has tracked key
climate events, and that P8 in particular experience > ged and dramatic dec! n is effect pn size during the last ca, 50 0 years. We
demonstrate yn bears and PBs have had sufficiently in ] onary histories over the last 4- tio leave imprints in the PB nuciear
genome that likely are associated with ecological adaptation to the Arctic environment

Datasets
Many of the analyses reported in the paper were based on the five datase u can also find them under Shared Data -> Data Ubraries -> Cenome
ty. then under bear and do
¢., positions in the dog genome where we detected two distinct nucleotides in the ¢ ding bear locations

ar bear, brown bear, and American black bear), Each row in the table corresponds to a SNP, and has 124 entries

alaxy Dataset | bear SNP: =0
table contains 13,038,705 putative SNPs that were identified using a de novo assembiy of the polar bear ome (rather than the
pw of the table corresponds to a SNP, and has 1
bear 3 mbly SNP.

drial SNPs™ ta ontains | 08It 28 individuals had the same nucle Each row represents one of th

Galaxy Dataset | bear mitochondrial SNPs

1 varient PoSItion in Put syronymous and ron-synonymaus charn

Galaxy Dataset

One of the woridlows (Dear sweep table) uses a streamlined file with the lo s es (basically, each one is the longest of a set

splice variants). Each

[+ Galaxy Dataset | dog genes

Workflows

This page presents three “‘workflows™ that p results presented in the polar-bear paper. Almost all of the commands that they use are fro
Diversity” tool set. (See the left panel under “Analyze Data”.)
e paper. (Those data were used to produce 3 mo r ve PC t that includes other information.) The
s follows: (1) Under “Analyze Data® (in create an ¢ ty history, (2) Ui Shared Dy

ew this page. ( ear SNPs” data set ("+" in ¢ / right of the gre then click 0n “return to the pre s
page”. (4) Import the "Bear PCA" workflow, and click on “start using this workflow™. (5) You will be taken to your Work > : have a workflow called
“imported bear PCA"; ¢ C nd select “run”, (6) Y will be taken 2 hist \ udes the bear SNPs and the PCA workflow o ©
workflow (middie pa d press "Run workflow”. (7) e commands run { es 3 couple of minu E * for the PC. ok
the three Outputs. (€ the PCA workfiow exposes an internal error- 3 so-called “race condition™ -~ in Calaxy, which may cause the PCA command to fal if
that happens, you can re-run the PCA (not the entire w w) by clicking on the line thar says something like X . ing on the blue re-run burtc
and clicking on re”, You also may ne give Galaxy a minute after the workflow finishes 1o put the output il

+
The second w ow produc he admixture map for the two ABC bea iowing the genomic intervals (r \ he )} where one or bof
bea mes is (are) more like the consensus o b me than like the genome of the k d "GRZ" in the paper)
produced by running kflow is a small ¢ the supplement (which has one chromosome sh
The new figure indicates the 3Mb interval g assembly (Le, containing ondy 3
n copies of the letter "N™). When yo orkfic D 3 T ows a text file giving
coordin omMic intervals whi L ke & § up e 3 S aphical picture and
additiona’
O
uces a table of the 58 highest-scoring Hmic inte e = owing sign: *selec weep” in polar
Le., where an aliele having a ve advantage increased in frequ t » ring alleles. The table appeared
¢ S8 in the Supplement, and one interval is shown Figure 7 of the main paper, To run the workflow you will need te place both the "dear SNP” file and the
n your history. (Make sure before you press “Run workflow” that the workflow's inputs are connected 10 the proper files.) When the workflow has run

on the “eye” for the last command to see the table

Galaxy Workflow | bear sweep table O




Published Pages | webb | polar-bears About this Page
duning the last ca. SOU,000 years, We demonstrate that Brown bears and PBs have nad sutticiently independent ries over the last
4-5 million years to leave imprints in the P8 nuclear genome that likely are associat gical adaptation ¢ t Atithior

Datasets webd

Many of the analyses reported in the paper were based on the five datasets given here. (You can also find them under Shared Data Related Pages

Ubraries -> Genome Diversity, then under bear and dog
The first consists of 12,0 e.. positions in the dog genome where we detected two distinct nucleotides in the Bub' shed pa
corresponding ¢ 0 ar bear, br American black bear]. Each row in the table Rating
corresponds 10 a SN C
Community
# Galaxy Dataset | bear SNPs =HOI o ey
The “bear assembly SNPs" table contains 13,038,705 putative SNPs that were Identified using a de novo assembiy of the polar bear genome (rather Yours
than the dog assembly). Each row of the table corresponds to a SNP, and has 11 s
Tags
L e O Community
evolution | | climate-change

scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
scaffoldl
gL

The "bear mitochondrial SNPs” table contains 1,698 positions where not all 28 individuals had the same nucleotide. Each row represents one o

these SNPs, and has_31 columns
[+ HO&

The “bear SAPs” table contains 79,501 otein-coding regions, both synonymous and non-synonymous changes. Each Published Pages | webb | polar-bears About this Page

row has 11 columns

135 bears
150
69

1000000 PONROHAYY
AFHPPIHOOOOHEHE0O00

be taken to your Workflow page, which will have a workflow called *imported bear PCA"; click on it and select “run”. (6) You will be taken to a
I+ Galaxy Dataset | bear SAPs WO & history that inclu the bear SNPs and the PCA workflow; scroll to the bottom of the workflow (middie panel) and press "Run workflow”. (7) Al Author
One of the workflows (bear sweep table) uses a streamlined file with the Jocations of 19,014 dog genes (basically, each one is the longest of a set the commands run (which takes e of minutes). click on the “eye” for the PCA tputs. [Currenth
of overiapping spiice variants). € 5.00 & 70W.of the table. which has 5. workflow exposes an internal error- a so-called “race condition” —- in Calaxy, which may cause the PCA command to fail. if that happ
re~run the PCA (no ’ ) by ciicking on the line that says something like "7: PCA on data 6", clicking on the blue re-run Related Pages
clicking on “Execute”. You also may need to give Galaxy a minute after the workflow finishes 1 the output files in the correct places

I~ Galaxy Workflow | bear PCA o Published pages by webb
The second workflow produces the admixture map for the two ABC bears, showing the genomic Intervals (relat; the dog assembly) where one Rating
or both of an ABC bear's autos s of the polar-bear genome than like the genome of the non-ABC brown bear
(called "GRZ" in the paper). The figure produced by running the workflow is a small improvement over Figure S12 of the supplement
mosome shown in Figure 48 of the main paper). The new figure indicates the 3| interval on the left end of each dog chromosome, which
heterchromatin in the dog assembly (i.e, containing only 3 million copies of the letter “"N"). When you run t Yours
command produces two history items. The “eye” in the first one shows a text file giving coordinates of the genomic Tags
most like a particular group of individuals. The second * ds to the graphical picture and additional

webb

Community

Community

Galaxy Workflow | bear admixture map wolion)| (CHmate=change

bears

Step 6: Filter ours

Filter
Output dataset ‘output’ from step 5

With following condition
6i='chrX" and c125>=0.5

Step 7: Admixture

SNP dataset
Output dataset ‘out_filel’ from step 6

Ancestral population 1 individuals

Output dataset ‘output’ from step 3 .

Ancacteal nanalatian 2 indisiduale X
The third workflow produces a table of the S8 highest-scoring genomic intervals (relative to the assembly) showing signs of a “selective
sweep" in polar bears, i.e., where an allele having a sele advantage increased in frequency in the population and brought along with it the
neighboring al The table appeared as Table S8 in the Supplement, and one Interval is shown In Figure 7 of the main paper. To run the

low you will need 10 place both the "bear SNP” file and the g our history. (M sure before you press "Run workflow” that
ow's inputs are connected to the proper files.) When the workflow has run, you can click on the “eye” for the last command o see the

O

jorkflow “bear admixture map” has been imported
You can start using this workflow or return to the previous page




Uses

Biomedical collaboration

Publication support

Teaching and demonstration




| toolshed.g2.bx.psu.edu

~_ Galaxy Tool Shed

2132 valid tools on Oct 06, 2012

Categories

Search search repository name, description

s Search for valid tools

» Search for workflows Name ription Repositories
All Repositories Assembly Tools for working with assemblies 22

* Browse Dy caleqory Computational chemistry Tools for use In computational chemistry “

Available Actions

. in

Convert Formats for converting data formats
Data Source p0ls for retrieving data from external data sources

Fasta Manipulation sols for manipulating fasta data

Cenomic Interval Operations > for operating on genomic intervals

Graphics producing images

Metagenomics enabling the study of metagenomes

Micro-array Analysis > for performing micro-array analysis

Next Cen Mappers for the analysis and handiing of Next Gen sequencing data

Ontology Manipulation for manipulating ontologies

Proteomics Tools enabling the study of proteins

SAM Tools for manipulating alignments in the SAM format
Sequence Analysis Tools for performing Protein and DNA/RNA analysis

SNP Analysis Tools for single nucleotide polymorphism data such as WCA
Stanstics Tools for generating statistics

Systems Biology Systems biology tools

Text Manipulation Tools for manipulating data

Tool Cenerators Tools that make or help make new tools

Visualization Tools for visualizing data

Web Services Tools enabling access to web services




How?

Enable your community

Communicate with your community

Reward your community




Provide Open Support
Channels

Galaxy Development List Archive
This forum is an archive for the mailing ist galaxy-dev@bx.psu.edu (more options) Messages posted here will be sent to this ma

Archive for the Galaxy-Dev mailing list. If you have a question about deploying, enhancing, tuning or adding to a Galaxy instanc
then this is a good place to find an answer.

Galaxy is an open, web-based platform for accessible, reproducible, and transparent computational biomedical research.
* Accessibility: Galaxy enables users without programming experience to easily specify parameters and run tools and workf]
* Reproducibility: Galaxy captures all information necessary so that any user can repeat and understand a complete comput]
* Transparency: Galaxy enables users to share and publish analyses via the web and create Pages--interactive, web-based ¢
complete analysis.

Galaxy is open source for all organizations. The public Galaxy service makes analysis tools, genomic data, tutorial demonstratid
and publication services available to any scientist that has access to the Internet. Local Galaxy servers can be set up by downlo)
and customizing it to meet particular needs.

You can also search the archives of all mailing lists.

Subscribe to Galaxy Dev
Manage v subscription

2 Pegple $F Options v

Topics (6015) Replies Last Post

ma3
Cloydman master cannot connect to volume at start-up by
Problem with tophat in Jocal instance by R

Adding files to a data library - genome option

M. 1 »os wondering \f omyore cowld point me
tomerds on exceple of 0 wropper which arcps ¢ tool thot
produces HIML output (ond subdirectories with (sages).

Thanks
You might be able to get what you need from
the fastac wrapper.

I"11 have o Took, I tried to get inspiration
from the rgenetics one, but Lt wos more confusing then
enything!

It may get you storted - 1t incorporates
ell the elements you sentioned (lost tisme I wsed it),

Awesome, tharks.,

satefoo

¥ irc freencde. net

#galaxyproject

Open channels support anyone posting questions
and answers
20




Mailing Lists vs Forums?

We are replacing Galaxy-User mailing list with a
forum.

We will be using Biostar (http://biostars.org) directly

Blosiar

— BIOINFORMATICS EXPLAINED —




Incentivize contributions

A SignIn about fag rss

] [ ] [ ]
BioStar is a gamified
Show All Popular Bookmarked Questions®94 Unanswered 3" How To Galaxy Forum®?
[ ]
online forum.

Question: Is there a list of public Galaxy servers?

L]
PO I n tS’ ba d g e S’ /e've been looking into setting up a local Galaxy installation for our bicinformatics core

cility and in the process of doing so I've stumbled across several Galaxy mirrors and
21 istances that have been customized in various ways. Before we go re-inventing the wheel

L]
Votl n g was wondering if there are any other known Galaxy servers out there that we could use to
J °°° orrow design ideas or code from.

ere is the list I've put together thus far, others would be most welcome.... created 21
lain Galaxy Server: http://main.g2.bx.psu.edw/ months ago by
. , Casey

Editor: casey Bergman ¢ Test Galaxy Server: http://test.g2.bx.psu.edu/ Bergman ¢

Usenid: 314 Moleoular, Evolutionist. tumg GeneNetwork Galaxy Mirror: http://galaxy.genenetwork.org:8080/ 13,700 - 2- 13+ 37
Website: http://bergmanlab.smith.man.ac.uk/ Genome Annotation, Genorr

Lcation: Manchastar UK xz:: E\I-zie:m gn NBIC Galaxy Server: http://galaxy.nbic.nl/ (includes proteomics tools) updated 16 months

: M ago by tnabtaf
Member for: 2 years, 10 month : g 1 z e
IR SRR O Fersonal Blog: Galaxy/Ratsch Lab Server: http:/galaxy.fml.mpg.de/ (includes machine learning based

Last seen: 10 hours, 56 minutes ago Personal Twitter: )3 ;
tools for sequence and tiling array data analysis)

13,700+ 2+ 1337 Send Cistrome Galaxy Server: http://cistrome.org/ap/root (dry-lab workbench for integrative
Status analysis of ChlP-chip/seq and gene expression data)
Casey Bergman has contributed 647 posts: 15 questions, 287 answers and 340 comments. User has voted 1!

Notifications (25) Content Created Bookmarks (35) Upvoted Posts Supporters Badges (52) Moderator Actions

9 weeks ago 10 weeks ago 11 weeks ago 11 weeks ago 3 months ago

O O O T O

3 months ago 3 months ago 5 months ago 12 months ago 12 months ago

e O O O s

12 months ago 12 months ago 12 months ago 14 months ago 14 months ago

e T O O O

15 months ago 16 months ago 16 months ago 16 months ago 17 months ago

e o e N e Mo

17 months ago 17 months ago 17 months ago 17 months ago 17 months ago




~_ Galaxy Wiki

Community Resources and

alaxyproject.org

FrontPage

This Is the Galaxy Community Wiki. It

Galaxy's vice w te mak aly: Is, g
tutorial demonstrations, persistent workspaces, and publication

(applicabl
wiki and el:

Galaxy has a large and active user com

I

--Galaxy

esearch,
flows.
« Reproducible: Galoxy captu
« Transparent:
analysis.

2l ana

sers share and publish analyses via the web and create Pages, interactive, web-based documents that describe a complete

II things Galaxy.

Use Galaxy Deploy Galaxy

mic data,  Galaxy is urce for all organizations. Local Galaxy

set up by
Extensive t .

the Galaxy application
vi ailable to any scien
to any public cal Galaxy instance) is available on this

where.

usegalaxy.org

« Galaxy Appliance
getgalaxy.org

Community & Project Contribute

and many ways to Get  « Usel
ve: libra
* Community

ories, workflows, visualizations, data

Galaxy Pages, enabling others to use and learn from

them.

Wikis and social sites:
communicate, enable,
reward.

rvers can be

Hubs

JeremyGoecks Settings Logout | Seorch: I GID @D

Edit History Actions

Galaxy
eb search

Use Galaxy
(about)

Others! «
Share » Search

Communication

| > Account Type: Basic| Upgrade

le Contacts Groups Jobs Inbox Companies News More

Dave Clements ~  Add Connections

- q

rn a Certificate of Instructional Design from George Washingt

Contribute Galaxy Project

* Share
Issues & Requests
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Latest Discussions

GalaxyAdmins Web Meetup: 10 am US Central, March 2
The next meeting of the GalaxyAdmins Group will be held on March 20, 2013, at 10 AM
Central US time (see http://wiki.galaxyproject.org/C ...
[FEred Community / GalaxyAdmins / Meetups /2013_03_20
wikl.galaxyproject.org
2013/03/20 Web Meetup NBIC Galaxy at SURFsara's HPC cloud Hailiang

(Leon) Mei , and David van Enckevort <david.van.enckevort@nbic.nl> NBIC Galaxy (Andromeda)
was migrated to a HPC cloud hosted by Surfsara in September 2012. In...

Dave Clements Note that if you are a Mac user, recent changes to Java
require that you do some configuration before the Blackboard system will work. ... »
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2013 Galaxy Community Conference (GCC2013), 30 June - 2 July, Oslo,
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Cortney Reveal has joined the
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April 2013 Galaxy Update
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News

The April 2013 Galaxy Update is now available.

=-Galaxy
UPDATE

Highlights:
=
News
the GCC2013 oral presentation abstract deadline is 12 April, which is less than 2
weeks away. Early registration, and poster abstract submission are also open.
Twio new public Galaxy servers are featured

Announcements of interest to the Galaxy Community. News Items

These can include items from the Galaxy Team or the

Galaxy community and can address anything that is of
wide interest to the community.

The Galaxy News is also available as an RSS feed &Y.

See Add a News Item below for how to get an item on
this page, and the RSS feed. Older news items are

GCC2013 & Galaxy GigaScience Series
April 2013 Galaxy Update
April 1, 2013 Galaxy Distribution
Galaxy LinkedIn Group
March 2013 GalaxyAdmins Meetup
Main & Test ServerDowntime: 3/14

The slides and screencast for the March GalaxyAdmins meetup are available

« And, please help determine what the GalaxyAdmins group should focus on
32 new papers and 5 new tags
Open Pog = e
Sy - Galaxy Wiki
Galaxy
Tool She Events
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available in the Galaxy News Archive.

See also
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March 2013 Galaxy Update
GCC2013 Abstract Submission & Registration
Galaxy, GMOD2013 & Biocuration 2013
Feb 8, 2013 Galaxy Distribution & News Brief
February 2013 Galaxy Update

Galaxy Project
@galaxyproject rouowsvou
Galaxy = bringing developers and biologists together. Reproducible
sclence is our goal.
Penn State | Emory - galaxyproject.org

Tweets
Galaxy Project
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Galaxy Project
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The Galaxy 1

Galaxy Event Horizon

Events with Galaxy-related content are listed here.

] Also see the Galaxy Events Google Calendar for a listing of events and

deadlines that are relevant to the Galaxy Community. This is also
available as an RSS feed L.

If you know of any event that should be added to this page and/or to the Galaxy

Event Calendar, please add it here or send it to outreach@glaxyproject.org .

Upcoming Events

Contents

1. Upcoming Events
2. Other Calendars
3. Past Events

1. 2013

2. Archive

Galaxy,

Community 2
Conference &

Date Topic/Event Venue/Location

Cambridge, United Kingdom
April 5- Sk ng !

6 2013 GMOD Meeting

2013

April 7- Biocuration 2013, Cambridge,
GO Galaxy Workshop : ?
10 United Kingdom

April 7- i
BOSC/Broad Interoperability Hackathon
8 States
Workshop: Integrated Research Data
Management for Next Gen Sequencing
Analysis Using Galaxy and Globus Online

April 9- Software-as-a-Service

11 United States

Talk: Integrated Research Data
management and Analysis in NGS using

immediately prior to Biocuration

Dave Clements

Dave Clements,
Suzanna Lewis

Cambridge, Massachusetts, United

Brad Chapman

Ravi K. Madduri,
Alex R.
Paciorkowski,

BioIT World, Boston, Massachusetts, | V2s Vasiliadis

Ravi K. Madduri
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Reward Community Efforts

madduri

Looking forward to

Please join us in our pre-
conference wo'ksr‘op on NGS
analysis using

and

Swiss Galaxy Workshop
Bern, 3 October 2012
http://bit.ly/gxyswiss
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Publicly Accessible Galaxy Servers
Galaxy's public server (UseGal

Big Picture/Choices for why) and cannot possibly scale to meet the entire world's needs.

Fortunately the Galaxy Community is helping out by installing G
those installations either publicly available or open to their organizations or community.
This page lists such public or semi-public Galaxy servers.
To add your public Galaxy server to this list, please either

Just add it (hey, it's 2 wiks), or

Outreach

Andromeda

axy.org, Main) can meet many needs, but it is not suitable for everything (see

xy at their institutions

and then making

contact Galaxy

-

™

Link:
Andromeda

Damain/Purpase:
This is a fully populated Galaxy instance.

Comments:
Andromeda is hosted at the SURFsara High Performance
Computing (HPC) cloud. The installation is supported by Enis
Afgan (CloudMan project) and Mattias de Hollander (NIOO).

Andromeda: A cdoud-based Galaxy

™

i L0 W O END. 00) I Uy

-

Quotas:
Registered users
Spansar(s):
Netherlands Bioinformatics Centre (NBIC) and BiCG

10GB; Anonymous users: 10MB

Grid SURFs

ballaxy
¢ Link:
ballaxy
Domain/Purpose:

Hosts the BALL (Biochemical Algorithms Library) Project

tools, i.e. computer aided drug design and molecular modelling
based on protein and ligand structure data.

Comments:
ballaxy is a workflow framework for structure based
computational biology based on the Galaxy workflow engine and
the BALL (Biochemical Algorithms Lib ) application
framework. It is tailored to handle structural molecular data

HowW N e

Contents

Andromeda

ballaxy

Cistrome Analysis Pipeline
DBCLS Galaxy

Calaxy Main

Galaxy Test
GeneNetwork

Cenboree

Genomic Hyperbrowser
Gene Ontololgy (GO}
CigaCalaxy

CGWIPS-viz

Huttenhower Lab
IBDsite

INRA-URGI

MCTANXA

Nebula

NELLY

Netherlands Metabolomics
OPPL Galaxy

Oqtans

Pathogen Portal
PopGenlE

Regulatory Genomics
RepeatExplorer

Stem Cell Discovery Engine
South Green

SymD

Wageningen Univ

Yeoma

(pdb, mol, mol2, hin, xyz, smiles) and to offer tools for

modelling tasks like chemical shift prediction "NightShift™ or optimal bond order

Quotas:
A login is required and everybody can
Sponsar(s)
The groups of Hans-Peter Lenhof (Saarland University, Sa
Andreas Hildebrandt (University of Mainz, Germany).

Cistrome Analysis Pipeline

Link:

Cistrome Analysis Pipeline
Domain/Purpase:

ChIP-chip/seq and gene expression data
Comments:

The Cistrome Analysis Pipeline has the standard Galaxy tools, plus 29 additional

specific tools, including preliminary peak

assignment of ligands "B

OA Constructor®

create a login, but there is no guarantee how long any data wil be preserved.

rbricken, Germany), Oliver Kohlbacher (University of Tubingen, Germany), a

ChIP-chip and ChIP-seq

calling and correlation analyses, downstream genome feature

A Galaxy Server
dedicated to
ChIP-* analysis
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Galaxy

Community 30 June
Conference e -2July

American Society of Human Genetics October 22-26




Summary

Enable

+ Galaxy sharing and publication

+ toolshed

+ provide opportunities to contribute: open mailing lists,
conference talks, subgroups

Communicate
+ social media: mailing lists, wiki, twitter

Reward

+ publicize and praise contributions
+ use social media
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