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% E (13:30-15:00)

BT —FETIRE Galaxy &lF 10 min

BS99 <ERS Galaxy VM 10 min
BmGalaxy M ;& A SEH5 2 X 7 min
BGalaxy CEUN/\FEE 4 x 7 min
BmMeet the Experts 14:30- 15 min
BEED 5 min
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CAGTTGCTCACGCCTGTAATCCTATCAC

AGACACTACCACAGCGACCAAGCCCG

AGACACTACCACAGCGACCAAGCCCG

‘ “Short Reads” Next Generation Sequencing
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Galaxy &

e 0o

Pitagora-Galaxy

[4 | ] [ + |6 try.pitagora-galaxy.org/ galaxy

I= Pitagora-Galaxy

NGS: Mapping
Tophat2 Gapped-read mapper for
RNA-seq data

Workflows

= All workflows

Analyze Data

Tophat2 (version 0.6) ~

Is this library mate-paired?:
| Single-end

RNA-Seq FASTQ file: [3 &7

| 4: brain 2.fastg =
Nucleotide-space: Must have Sanger-scaled quality values with ASCIl offset 33

Use a built in reference genome or own from your history:

| Use a built-in genom il
Built-ins genomes were created using default options

Select a reference genome:
[ hala + |
If your genome of interest is not listed, contact the Galaxy team

TopHat settings to use:

You can use the default settings or set custom values for any of Tophat's parameters.

Specify read group?:

[No 2]

Tophat Overview

TopHat is a fast splice junction mapper for RNA-Seq reads. It aligns RNA-Seq reads to mammalian-sized
genomes using the ultra high-throughput short read aligner Bowtie(2), and then analyzes the mapping
results to identify splice junctions between exons. Please cite: Kim D, Pertea G, Trapnell C, Pimentel H,
Kelley R, and Salzberg SL. TopHat2: accurate alignment of transcriptomes in the presence of insertions,
deletions and gene fusions. Genome Biol 14:R36, 2013.

Know what you are doing

There is no such thing (yet) as an automated gearshift in splice junction identification. It is all like stick-
shift driving in S5an Francisco. In other words, running this tool with default parameters will probably not

give you meaningful results. A way to deal with this is to understand the parameters by carefully

EARY—

(@ 25: Cuffiinks on data
18: gene expression

(@ 22: Cufflinks on data

11: assembled transcript
5

(@ 21: Cufflinks on data
1]1: transcript expression

(® 20: Cufflinks on data
11: gene expression

19: FastQC brain 2.fastg
htmi

: 18: Tophat2 on data

4 and data 3: accepted h
its

i: 17: Tophat2 on data

4 and data 3: splice junc
tions

:» 16: Tophat2 on data
4 and data 3: deletions

2"+ 15: Tophat2 on data
4 and data 3: insertions

i 14: Tophat2 on data
4 and data 3: align sum
mary

13: FastQC brain 1.fastg
.html

12: FastQC adrenal 2.fas
tg.html

@ & K

\«
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Pitagora-Galaxy

[4 | J @ [ + |6 try.pitagora-galaxy.org/

Workflow

Workflow Canvas | RNA-seq 01

Using 0%

Details

Get Data

Send Data

Lift-Over

Text Manipulation

Filter and Sort

Join, Subtract and Group
Convert Formats

Extract Features

Fetch Sequences

Fetch Alignments

Get Genomic Scores
Statistics

Graph/Display Data
Evolution

Motif Tools

NGS: QC and manipulation
NGS: Mapping

NGS: RNA Analysis

NGS: Simulation
Phenotype Association
NGS: Peak Calling
Operate on Genomic Intervals

Workflow control

Inputs

<

| Input dataset x
| output
Input dataset x
| output
Input dataset ® |
| output 3
| Input dataset x
| output
| Input dataset x
| output

| FastQC:Read QC

| Short read data from your current
[ history

- Contaminant list

| html_file (html)

RNA-Seq FASTQ file, forward
reads

RNA-Seq FASTQ file, reverse
reads

Tophat2 x

Cufflinks

align_summary (txt)
fusions (tabular)
insertions (bed)
deletions (bed)

junctions (bed)

accepted_hits (bam)

SAM or BAM file of
reads

- Global model (for u
| genes_expression (
| transcripts_express

| assembled_isoform

| total_map_mass (tx

| Tophat2 x

| RNA-Seq FASTQ file, forward
T reads

RNA-Seq FASTQ file, reverse reads

| align_summary (txt)

fusions (tabular)

Tool: Tophat2

| Version: 0.6

ibrary mate-paired?:
d 3|

RNA-Seq FASTQ file, forward
reads

Data input ‘inputl’ (fastgsanger)

RNA-Seq FASTQ file, reverse reads
Data input "input2' (fastgsanger)

Mean Inner Distance between Mate
Pairs: ¥

300 |

Std. Dev for Distance between
Mate Pairs: ¥

0

Report discordant pair
alignments?: ¥

Use a built in reference genome or
own from your history:
| Use a built-in genome 3|

Select a reference genome: W

| Use Defaults )

Specify read group?:

\«
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https://wiki.galaxyproject.org/PublicGalaxyServers

XYY

Pkl oo hamy™S8 ey sty Wik
= A+ 8 e wikigalaxpproject.ong % = m (8]
Pulimalanyservers - Calary Wik} -
PublicGalaxyServers Locked Heslory Adtions

L)+

GALAXY

Public Galaxy Servers Community

and still counting Conference
Early registration &

Publicly Accessible Galaxy Servers aractina ;:-Tn .

Contents
The Galaxy Project’s public server (UseGalaxy. Main) can rmset man Scholarships
o s ! s ) g 1. Genersl Purpose / Genomics

ni@ds, but it is not sutable for everything (see Cholces for why) and cannot possibly -
Servers ﬂli“
scale to maet the entire world's nseds, I"‘“ C 3

1. Andromeds
Fortunately the Galawy Community i helping out by Installing Galaxy at their 2. Bépmina Sinrars » LBk
Instituthons and then making those installations either publicly svallable or open to 3. CBIB Galaxy Hain » Chowoes
their grganizations or commurnity. 4, DBCLS Galaxy Share » Search
This page lists such public or semi-public Galaxy servers. B, . Brmm— Com "

6. GalawEast mumcate
To add your public Galaxy server to this list, please sther just add it (hey, its & 7. Galaxy@PRABI Support = Bicstar
wiki}, or descripe the server here and we'll post it this directory. B. Galawy Main Cvents s Maiing Lirs

l:- :-'III:.rITt:t News O o Twitter
. igaGalaxy
General Purpose [ Genomics Servers i o Deploy G
These servers implement a broad range of tools and and aren’t specific to any part of 12. GVL Tutorial
the tree of life, or to any specific type of analysis, These are servers you can use 13, MELLY Get Galaony » Choud
whan wasnt 1o do genaral gensmic analysis, 14. Pitagora-Galaxy Adimin = Tool Config
2. Domain Servers Tool Shied = Seanch
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Galaxy Users in Greater Tokyo

B

At S ¥ Fuph smainic
!AMANAEEJII_‘:' maichio

Y

| DI.-.;'\L
{ XERF lsum

t;p
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Workflow Management System?

Mean Inner Distance between Mate Pairs: 300
Std. Dev for Distance between Mate Pairs: 20
reference genome: hgl9

TopHat settings to use: pre5et

tophat L

cufflinks v2.2.1 L

Max Intron Length: 300000
Min Isoform Fraction: 0.1
Pre MRNA Fraction: 0.15
Perform Bias Correction: No

cuffdiff v2.1.1 L

share

.’1 @ :li' |
& A
workflow manag. system workflow manag. system

Laboratory A Laboratory B

10 50 £MERFRFESAKE(IIBMP 2016)




Reproducible”? Reusable?

share
ff

/ : ;,;ﬁ“"f
Workflow okt
Tool i Tool Tool Tool | Tool
Gal S/W _ Gal S/W
0S / 0S
laboratory A laboratory B
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Distribution of Virtual Machine ;

Virtual Machine

i RE<LY: OS &EED LD
. . ETCOTOTSLET—H%E
' b wzl___@lzlﬁl&bfbiié

Galaxy Japan Community

share

Laboratory A Laboratory B
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Monthly Meetup — Since Nov 2014
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Get VM, Use Public Servers, and Learn!

test & add :i workflows

add
)
GET /7<Cnmmumtv wmrkshu;)N

{ New tools &

Community
website

USE

Public Server
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Use: Public Servers y"

(B " E-H ¢
:E'I-‘\.“%‘u -’
Jafas ‘
Breyghiign
LET
P, - I
e 3 i
ain - L | da L
N (S
7 i t"_.
s > sAITAMAT
1 3 b AT . { |
! i | [l L] '
H: y i Eobi. iksgataks O|WITE] Chebhriba, \
3 g 71 i -

NG

(B 21T,
l._'_'{l"':-
E;J PERCOMFLITER |
; [
B _ . { f Kamagaea fman
e EMHGINE- | u = = ¥ § . A 'ﬁl-— . _.-'":lil-l.rl-l'.i
S 1 ssoogle e 5
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Learn: Wik

w

| work |

[ ] ® = Pitagora-Galaxy Wiki %\
i £ .(D wiki.pitagora-galaxy.org/wiki/index.php/Main_Page
Page

>
7 Main Page

% &% 0 C®
& 124.214.61.173 Talk for this IP address Log in

Read |Search Q I

ESIZ7H¥ w20 v— D WikinE2TF

Main page
Recent changes
Random page

~ Tools
What links here
Related changes

Special pages BUSHTHAE 7—4 70— W —JL DEREE Fovo—k
Printabie version L
Permanent link e0e® /1= N \
Page information o BEERFA—D . /e ‘Workflows - Pitagora-Galaxy = X
s ki ﬁ P RV 1
T Wiki D &« > C | © wiki.pitagora-galaxy.org/wiki/index.php/Workflows | =
AT —/—a@T7—4 70—
This page was last mo{ it
This page has been act Galaxy Maina
Privacy policy About . o .
\ 7-470-% | o ae |
|Bam to BigWig 01 |BAM 15 BigWig EFEIT 3. COM. RIFEAHU—RETHET 3. \
Orione &
\ 7—-570-% =
luriune—HvE-suppiEmEnt FHAEINGSHEAT - U— FORjE, J—a vy denovo7P 27U, RNA-Seq. X557/
|Workflows | @@ Supplementary Material [id)Workflows
VirAmp#
\ 7—470-% [ aE |
Workflows |9tz s 6 FEITY |
Huttenhower Lab®
\ 7-470-% [ L \
Workflows |x55 s nms |
TO Wiki K7—2 70—%8MY 3EIE
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Learn: Workshop

Galaxy |
Workshop t
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Galaxyz EDO K DICFHIHLUTULNSBM ?

m/\U7>bO-SD)\A4T51 21k
PR ) INERORRT IO — (hve SDNARFERR/ NG 4 & D R4
[CHIZ[CLASTHEEA U, BHFDF 51 > A > B —)L(BWA) & {BA LTz
ARAFT ISR & HER

Hvg EOMATREERR

& OHEAFR

Ly Iwls s 200 R
ANDYYE>D
LAST +3RaFE
Galaxyfb(c LD, N B
/’\"1/73"’(\ ""PE_J?E{E ﬁrﬁﬂﬁ@ﬁ@ﬁﬂj
A ES{Ld B Sl EDFEEE S8, VarScan
FHREREOH=A\DIETTZEHIET
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XYY

BEN(CY > TR E

B hormal&tumord>—4A%ZEE LT, tumordd+ (Zdpd
somaticZEx 1—)1

normal tumor
—--_-—— T
<vE>D <vE>D
(refBLAST () (refBHAST ()
— —
VPS4 A 7oA A2~
(FEEE) (%)

JNUF7> RO—)L
(EEED

e

A

‘FFE

22 I
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T—270—0%ER (Variant Calling 01)
m BAM—recalibrated BAM

g B
It dataset % GATH Indel Reakgner ¥
Indellc KD ITANY T e m— ==
Z{Z1E st e s
log o)
\ /
IEEOAY 7« X7
, ﬁﬁ|§3+%
Picard Mark Duplcate % / GATE Table Recalibeation \
:::;T;?;m] . :—::ehmﬂm]

ups () ouput arm)
/ o (o)

GATHK Count Covanate X

S8 — FaHIBR et e

o (e

R H#
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B EMSEROETE D

B ER(HRTC

mZICU)\A TS A B COEMITHEBAE ?

—>Z6E6THE (ILEHBORMART) E&R(C (AFEEE) FRH-H /-
SEBIEREL CECNE<D?  EHhEEAR
SEATSVMEWSETOD [IBIEC D] BEREERNEL G & ERK

B\ —LDILTEE

T

ESTSmER N9 EDNAHFM NREERUEFDNABRIIL—TolER ERMOSER 7/ LA=E
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DDBJ pipeline: DDBJ Read Annotation Pipeline

DDBJ pipeline

EREALIEER (https://p.ddbj.nig.ac.jp)
Quality Value I2&% Read MY Y

{DDBl  DDBJ Read Annotation Pipeline -
‘__ ;; __~_~ ZvELH de novo 72T )L
||
VT4 T/
o T—av
 esom— Pitagora-Galaxy [Cf&4E ! !
24 250 £aERTHPFESKXE(IIBMP 2016)




DDBJ pipeline: #IFHifiat X&) (JOBH, ZikEH) 2

L] L] ..]:.
10000 M —+— danowve assembly
—4*— mapping 1 0
—F— preprocessing
2000 b +@ galaxy { ] E
E : Husers Lnew only 200 B
o -~ #users (all) |
O - A
7 BO00 e e ELEEEEER T T
A000
2000
o= — L - - 0
2010 2011 2z 20143 2014 2015 4
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DNApod 7—470—Eoo—

A—HT—4

FEHELIEER (https://p.ddbj.nig.ac.jp)

Quality Value [Z&% Read DRJZ S

<vE> Y (bwa: ver. 0.6.1-r104)

DNAZ & Dt (SAMtools: ver. 0.1.18, bcftools: ver. 0.1.18)
7/ L EDDNA 2RO HOHEE
BEENE{nF7/T— 3> (SnpEff: ver. 3.6¢)

1—HT—5%
BRI7AIL
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S % OHE

B —J70—7ZFRESETLNK
- Genotype Imputation
De novo 7/ L\ 7/ T—33
De novo SV RD)Th—L 7/T—3Y

-JEETILEYDRNA-seq T—E2H 5
TIOAAVMIEKBEEFT7 /T30 T—2DIEE
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Galaxy tEU/\#2E (1)

Percipere, LLC.
jth FE &
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Galaxy#F D A1)vk

@ OV URSAVEFIRATEETEHY—INERTE
2

WEREDHEZRFNIIVERZICEITTES
BHDY—IILTRILIIGNIEF LR T HF
@ LiobLLI-EMNEIEELNERICEIY ERICAL
P,

"chr'DBEJ|/ETHE->TLSERETESNZZ
L)
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GalaxyFIFRODRE-1=EZA

® GalaxyZDitL DD YTV ITHNILE
UnixDIRIFZICTENTLNVGWEZRZTEA VA —
JUHSER £

® NEH—N\—ZFAIHEBICIE

MIBFLEIT7AILDYAXNKRENET—FD
BriE =T TREND NS
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% —CPitagora Galaxy

® Virtual MachineZ&M T
A RAR—ILHVEEHE
Windows THMacTHLiInuXTHLEIME S
BARED ) —ANEH(F=SANIBTRET
5 EHATF)

A2 = T4—hMELIZHHM ...
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BT — L DA A A

® V—I)LDA2AM—)L(Tool shed|ZHELFE...)
O N—Fx)LI DAY —)UIZEYEHERT

o4y
O BEYIETALIRIIZINAFVERR. pathz @&
LTETREZEZS

O FN-HTCHELZD...?
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B N\AF)T—3FBEHMICEFRETESEE =D
tarCEO =T —2tgzipchi=-T—2LAETREAINS

TROLELEHMWICETIND
(CTHLZFDEFET. Windows/Mac/LinuxTT ¥ X D EkIC
ESEYAYAY

LAL. RITEXDOT—2ZERMICE&KIETEG
B ZC°T

uuencode TTHFRANZIZEZ THh L EER.
RETHETI—FLT/N\MF)EET
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WV—ILOTEZET7AILDIERL

B N\ FV)VEETITEHOHDA =D/ REZNE
XM CA—HF —A U A—DTA AREETAIUREFES
HMNALIEMNE R TEANXXMITE X ERRIREASZRONE

NéHd
B VU LOERTATUNERS X
<command>![CDATA]...]]</command>Tzac b

RLTBZEIEERELD

[ ]
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EEITAIERD RV —IL

m Planemo
AVRSAUBATY—ILDERIT7AILEIERK
$ planemo tool_init --force \

--id 'gatk_35\

--name 'GenomeAnalysisTK' \
--requirement xxx \
--example_command '..."\
--example_input sample.bam \
--example output sample.vcf \

B XMIOBHRIERSNDIDTRIZZDI7AILEEERE
m liINtCEXFIvy. TAMEITHRE
m ==L, FREINENIER ST TIEAL
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25 £ 1'%

. N\AFT)DEE
i BTN EFILTHENDITTIHEL
m Si&lddockerlMBEEM?
m EEIT7AILDERR
m javaDtHFE TEmavenHisgradlelZFE-TLVADIZ
XMITERI7AILEELIRT DDIEKRE
m Z_T..
m (AT REHEBERIIZ 72
m Do one thing and do it well!

B U

=13
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Galaxy £E U /\#2Z (3)

ASCADE, Inc.

ARAET iF
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GalaxyDEERIZHITAHABERIZDNT

GalaxyDEEAZEEL-I5E. SlerfiGR AT
%i%héLK’Dh\O)Fﬂaﬁb\%é

mShared Storage D77 L7 7t AR EIE

... EfRDLustre®®NFS7: & ZFmountd A,
BB I7AILT O REREEAITLM=0,

mCluster System D37 ETI—HERTE

.. BXTF D Grid Engine (e.g. UGE) Z#IFH9 3[.
/37é"submltTéUIDEﬁtﬂIZEQELT'L\

» IREDGalaxyTlE, EDQLSHLERIENTEEMN?
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submit job to UGE via DRMAA

(Distributed Resouce Management Application API)

BDRMAA I/FZ#D Job Scheduler [Z3F it

(Univa Grid Engine, PBS Professional, HTCondor, SLURM, ...)
mwrapper script Z VT, submitd 5&ZF(C

EHE T H >k real user) IZ setuid, setgid AIHE

- config/galaxy.ini (drmaa external runjob script)
- scripts/drmaa external *.py

c.f.) Submitting Jobs as the Real User

Mreal user M EMNDFIE L. Galaxy(logged in)
l—ﬁd)emaIITPbxﬁﬁé =getpwnam (username)

BmShared Storage D774 L AE AITHLTE.
CDHEHAA THEIEZUID/GIDN R ESNDIET
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https://wiki.galaxyproject.org/Admin/Config/Performance/Cluster#Submitting_Jobs_as_the_Real_User
https://wiki.galaxyproject.org/Admin/Config/Performance/Cluster#Submitting_Jobs_as_the_Real_User

Docker-containerized tools

mDockera> T} AT Galaxy Tool 31T §E

(since Aug 2014)

BT HEEROUIDIX. job_confxml TERET S
= “docker run -u” #7732
f--LGalaxyZAT1DICEESINS RITEE

job conf.xml:
<param id="docker set user">1001</param>

mDRMAA job runner Di5E EREIFRIZ.
Galaxy 1 —HZEMIIZEZTE TEHIFTONEFRLL
(%% job runner I THIGT NENE?)
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https://wiki.galaxyproject.org/Admin/Tools/Docker
https://wiki.galaxyproject.org/Admin/Tools/Docker

Aurora / Mesos Cluster @ ¥ FB

XYY

B Docker-containerized toolszMesos ClusterT
E179B1=5HD job runner ZFERELT-,

. _Ontainerized
Galaxy Tool

—..docker pull

' Mesos/Aurora

Github DockerHub
A Workflow Container i Cluster
£ Repo. Repo. e o

7
»"’"
f— ) 4
<< Galaxy Py
o _ JobRunner g Mesos Slave #2
_ for Aurora
. A

Docker
Daemon
L

SINET Il Workflow(b
VPN N
s - "._ | Mesos Slave #3
iy Workflow(c =
*m‘j Sesiey g
-
\_ " Y. Daernon

1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
: kil g
1 Workflow(a
{ fal 3 i
U\ : - .aurora job I
1 : 1
i / Ccreate !
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

1 fesaanes

ﬂ * * running tools

on Mesos Slave
Docker-in-Docker’

Apache Aurora, Mesos

:(IIBMP 2016)



http://aurora.apache.org/
http://aurora.apache.org/
http://mesos.apache.org/
http://mesos.apache.org/

Aurora / Mesos Cluster @ ¥ FB

Galaxy Workflow = Aurora Job Config(.aurora)

/‘

tool_id:

Galaxy Workflow

inputs: [ ],
output: [ ],

“bowtie2",

~

7|

JobRunner A%
j%ﬁi¢@§§%iﬁ§ﬁﬂl;TfﬂEﬂ3 l

tool_script.sh ~

tool_scriptsh |-,
%

tool_scriptsh |,
by

-
-
-
-
-

tool_scriptsh f-====""""

i
X 1

e
Aurora Job Config

procl = Process/(
cmdline = """

task = Task(
processes = [ procO ]
resources = Resource(cpu, ram, disk)

job = Job(
name = _...,
task = task,
Container = Container (docker = ...)
)
jobs = [ job ]
G

-
Aurora Job Config
procd = Process( ... )

"™ task = Task( ... )

job = Job( ... )
| Jjobs = [ job ]

*
Sz _{ Aurora Job Config

b
"-..____[ Aurora Job Config

m UaJEARUIDIE. Aurora Job Config CE%E
= Mesos Docker Containerizer ~FNDEFEFIEEIN D4k

m DRMAAERRRIZ. BIR7ZUIDERRA O HE (5. 25T E. )

XYY
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SEDOHAETFE (GalaxyzeA—R4—RAM1D&LT)

at—/N\—L A5 PEEEE"“ LT 7 EF
- ApplicationEIZ&gx#E{E SN -RBISOFIREE
AUoTRUNICHEES S _Covaitens _
fooEBEEHEREL., |l
- SINET5VPLSZFERL. — i
KEEMATERTFE,

-Jrﬁéﬁ@@]ﬂ’]ﬁ*%ﬁ@ VAT L
ApplicationZEITIKRDEILIZEHLHET 8 ..
STEEROBEREZIT YOO

SHERA)DETE, ANV DFLIRRE. CPURAMBERKRGEZERL.
Auto Scaling*®°Public/7 S5 FMo D Fi -1 EREREITI.

- BRGHERNZEFE O EERICLXIGSE S

SENFBRAREFSN-AN—D [ A—/—aVE21—48—12ED
BERHENICEAITIERHZER
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Galaxy CERUN/\ZE (4)
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XRICEEVTHEEITDHH

mbayes linux FEF P €O F(ZGalaxy

mGalaxy (&, AR AE—FHEL, F-HELZNLTY
ey 4= A

BERITFES-THD E BRENFEKREINDZENE1HB
BHENEHEBST-HEEENG N ETH 155

BERICTEUGWNT HEESIRDIDMHIEI DT
D TELTHI=

46 50 £MERFRFESAKE(IIBMP 2016) I



XRICEEUV T HEEIGDHD ., EPEE

BARLULMVERER EEEHT7D(LLE)IEXPRLT-
GalaxyA{A+>, docker kr7g&

¥ Opened 7 other pull requests 244
) bgruening/docker-galaxy-stable Not create conf.d/25ansible_postgresql.conf Aug 24
I} galaxyproject/ansible-postgresql postgresqgl option config Aug 24
') galaxyproject/galaxy tool run in docker derived from All-in-one-Galaxy-con... Aug 10
I galaxyproject/galaxy Check job_directory is set or not Aug 10
ks galaxyproject/galaxy Fix docker command_list Aug 8
Il galaxyproject/galaxy Fix directory of local_container_script Aug 5
ke galaxyproject/ansible-galaxy-extras Add NONUSE option for condor in startup Aug 3
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ZD1 . FXaAMDEBIE

mstart_liteE LN\ R DY TRE{FE->T. dockerffi /Iy

RIERK TERITTEZHELVOEE MR ZREADMETH R

BE[RICZTDAT LTI >I=08IMEh o1 =
FREIEX. RV TEOEREIZ.ShHADULNTLV =

mPull RequestZiE->1=
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https://github.com/bgruening/docker-galaxy-stable/pull/185
https://github.com/bgruening/docker-galaxy-stable/pull/185

Z®M2. dockerBEENDIEIE

BDockerZ{F52EMTELD=H ., FIEIDIaTHEA
TWT LT 5,
—[EB liFnﬁEEfd:<§)J<

mPull RequestZiE 1=

IRLUE-AD BEYHE TN GRE)
IEh TLVE/\— 3> Abackportaif-
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https://github.com/galaxyproject/galaxy/pull/2748
https://github.com/galaxyproject/galaxy/pull/2748

Z®M3. dockerFHENDEIE2

mDockerZz{E>RFIZIKFT 2 Y—ILELEIMN L= o 7=

mPull RequestZiE 1=

Bmtool run in docker derived from
All-in-one-Galaxy-container

BEDFFMYRAFENGIoI=ITE . RiFLLULVE
REZMZE>TINT=,

m3 CUMELLY
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https://github.com/galaxyproject/galaxy/pull/2764
https://github.com/galaxyproject/galaxy/pull/2764
https://github.com/galaxyproject/galaxy/pull/2764
https://github.com/galaxyproject/galaxy/pull/2764
https://github.com/galaxyproject/galaxy/pull/2790
https://github.com/galaxyproject/galaxy/pull/2790
https://github.com/galaxyproject/galaxy/pull/2790

Z D4, GridEngineB8ED /Ny r— BN

mDockerZ{#>f-GalaxyTl&. GridEngined:&E®D
INVIT—U M A TIEhof=
BslumlI A Ar—JLESN TV =,
mcondord A>Tl =,

mPull RequestZxi&E->1=

BmAdd GridEngine client and it's DRMAA

NN ANAFIYILTH LT
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https://github.com/bgruening/docker-galaxy-stable/pull/209
https://github.com/bgruening/docker-galaxy-stable/pull/209

Z M5, GridEnginelZRH 9 AREADME

B GridEngineZXE[RIZFEIT=HD, FFa AV LEE
WTARILWLWCEEHNnTLV =,
B =z5e820chre5E

-
. bgruening commented on Aug 8 Owner  +(
W

Thanks again! Let me know if you need help with the documentation.

@

BE[RICEVTHT=

TE[CRFZELTIN!N
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https://github.com/bgruening/docker-galaxy-stable/pull/238
https://github.com/bgruening/docker-galaxy-stable/pull/238

LW ERICEERULERR. PE

qQll

B GalaxyB:ED 7O Y MZPullRequest? & <&
2P o]l Ay

BESTUW=IREHE I ETEM 0T
EITHEDTINS
UL TS
travisCSGER D TAMEESFE
HADIAZ2=T4HELLYpoZHZ TNSD
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HYMESTILVELT=

B Galaxyld IZSmehéni s
B PRES>THFEIZSMLTHLD,

=m Galaxy Project 2 740-93

[ @galaxyproject

Galaxy has joined the #hacktoberfest event.
Work on our list of beginner-friendly issues and
win a free T-shirt. github.com/galaxyproject/ ...

Get involved
| —=0—10 ==l
©) =,
. OR

Submit your open-source project Contribute to other open-source projects

Apply the label *Hacktoberfest"
hosted project that are ready f

Submit four pull requests to win a free T-shirt. Browse
issues labeled "Hacktoberfest" on GitHub for other
projects

s to
on. Leamn more about what makes an issue a good fit.

. % REB0RLERs

13:19 - 201649 527H

L ) 3 9 ¥ s

54 50 £MERFRFESAKE(IIBMP 2016)



https://twitter.com/galaxyproject/status/780864476597854209

Meet the Experts
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What is Valid / Invalid Tool?

A\

B Some tools become “invalid” after retrieving and

installing from Tool Shed, and those tools are
not shown in the tool panel.

B \What is the reason and how we can check why?

= SATAICl WA JFIERE

= Manage installed tools

Sl e tegh | Contents of this repository

i z
Invalid tools

bowtied wrapper.xml
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Tool Dependency Package or Docker?

B As tools’ requirement, we can prepare

dependency packages (on Tool Shed) or
docker images. Which is prefarable?
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Tools’ Version and Revision?

B Tool Shed manages revisions which are
different from versions written by developers.

B The revisions seem necessary since updated
tools can have the same versions as the old
ones.

B At the same time, for each history, revisions of

the tools executed are not saved. Should it be
recorded for tracability and reproducibility?

B How about when we use Docker images?
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The Best Method to Test Tools?

B Test Tools
using Planemo?
using Docker?

B Test workflows — end-to-end testing
CasperdS, Selenium, Jenkins?
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https://github.com/galaxyproject/galaxy/issues/2642
https://github.com/galaxyproject/galaxy/issues/2642

Improvement of User Interface?

B Galaxy Ul seems not very popular for the

biologists (at least in Japan. One reason may
be because it is in English).

B For example, input/output file name is basic
point but still improving.

B Do you have a plan to renovate UI?
Do you have such an internal discussion?

B Is there any project to develop simplified Ul
which wrap Galaxy UI?
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https://github.com/galaxyproject/galaxy/issues/2752
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