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@DENA_ET. @GSE107337% . QR E
. E13EMDWI8sEREILTT,

x  +

Eurcpean Nuclectide Archive <

< C O a

European Bioinformatics Institute [GB] | ebi.ac.uk/ena

EMBL-EBI

LT

Services Research | Training | About us

S ENA

European Nucleotide Archive

Home Search & Browse Submit & Update Software About ENA Support

European Nucleotide Archive

The European Mucleotide Archive (EMA) provides a comprehensive record of the
world's nucleotide sequencing information, covering raw sequencing data, sequence
assembly information and functional annotation. More about ENA

Access to ENA data is provided though the browser, through search tools, large scale
file download and through the APL.

Text Search

Examples: BM0O000B5, histone

Popular

Submit and update

Sequence submissions

Genome assembly submissions
Submitting environmental sequences
Citing EMA data

Rest URLs for data retrieval

Rest URLs to search ENA

Latest ENA news

08 Jul 2019: Release 140 of ENA'S
assembled/annotated sequences is now

==+
[STT0Y
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= GSE107337TRELTVAIZT TT A, BEHRED
1 . EN A PRJUNS4198024°(@2)SRP125628, 7> TLV\SZ AV H

UET, faame L CTIEXBABEN, QR—UTEBIZHE
£ httpsi/fwww.ebiac.uk/ena/data’ X + - H X

= C 1)} @& European Bioinformatics Institute [GB] | ebi.ac.uk/ena/data/view/PRINA419802 b g -

EMEBEL-EBI Services | Research | Training | About us -

|
[/

Home Search & Browse Submit & Update Software About ENA Support

Contact Helpdesk &4

Study: PRJNA419802

RNA-seq analysis of Lactobacillus at acidic stress
View: Project XML Study XML Download: Project XML  Study XML
Name Submitting Centre Organism
RMA-seq analysis of Lactobacillus at acidic  Computational and Synthetic Biclogy Lactobacillus rhamnosus GG
stress Laboratory, Department of Biotechnology,
Korea University
Secondary a sion(s)
SRP125628

Description

To understand transcriptional regulation of probiotic bacteria under acidic condition, RNAseq analysis was carried out over different
growth conditions Owverall design: Comparison of acidic (pH4) and neutral {pH7) conditions by differentially expressed genes
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= I O-0BYETBET 5E. @299 TILISHEET Sk
W1:ENA

RIFIDIEHRE—ETED, [RERXIZIEBATE SN TLVEL
M. QDT —Ahpaired—end THAIZELH M B,

= O *
https:/fwww.ebiac.uk/ena’data +
= C 1)} @& European Bioinformatics Institute [GB] | ebi.ac.uk/ena/data/view/PRINA419802 b g :
Showing results 1 - 9 of 9 results .
Study Sample Secondary Experiment Run Tax ID Scientific Instrument Library FASTQ FASTQ I
accession accession sample accession accession name model layout files files
accession (FTP) (Galaxy)
PRINA410802 SAMNOB098215 SRS2714081 SRX¥3422361 SRRE6322562 568703 Lactobacillus Illumina PAIRED File 1 file 1
MiSeq i
PRINA419802 SAMNOB098215 SRS2714083 SRX3422362 SRR6322563 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq i File 2
GG
PRINA410802 SAMN08098214 SRS2714082 SRX3422363 SRR6322564 568703 Lactobacillus Illumina PAIRED Filel Filel "
rhamnosus  MiSeq ' File 2
GG
PRINA410802 SAMNOB028213 SRS2714084 SRX3422364 SRR6322565 568703 Lactobacillus Illumina PAIRED File1l Filel
rhamnosus  MiSeq ' File 2
GG
PRINA410802 SAMNOB0O8212 SRS2714085 SRX3422365 SRR6322566 568703 Lactobacillus Illumina PAIRED File1  File 1
rhamnosus  MiSeq File2  File 2
G5
PRINA419802 SAMNOB098211 SRS2714086 SRX3422366 SRR6322567 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq File2  File 2
Gh
BAEBEFRHEDESFE14E
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W1:ENA
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[#d X<, @SRR6322564. BSRR6322567. H LU=

https:/fwww.el

bi.ac.uk/ena/data

=+

TIZRZ TULVELVAYSRR6322569M 3 FILIZIEEL T

/—~

172,
= C {) & European Bioinformatics Institute [GB] | ebi __
Showing results 1 - 9 of 9 results '
Study Sample Secondary Experiment Run Tax ID Scientific Instrument Library FASTQ| FASTQ
accession accession sample accession accession name model layout files files
accession (FTP) | (Galaxy)

PRINA410802 SAMMNOB0O8216 SRS2714081 SRX3422361 SRR6322562 568703 Lactobacillus Illumina PAIRED File1 |Filel
rhamnosus  MiSeq File2 | File 2
Gh

PRINA419802 SAMNOB098215 SRS2714083 SRX3422362 SRR6322563 568703 Lactobacillus Illumina PAIRED File1 |Filel
rhamnosus  MiSeq File 2 | File 2
GG

PRINA410802 SAMNO8008214 SRS2714082 SRX3422363 SRR6322564 568702 Lactobacillus Illumina PAIRED File 1 |File 1
rhamnosus  MiSeq File 2 | File 2
GG

PERINA419802 SAMNOS0S98213 S5RS52714084 SRX3422364 SRERG6322563 568703 Ilumina FAIRED

MiSeq

PRINA41C0802 SAMMOS028212 SRS2714085 SRX34223685 SRR6322566 568703 Lactobacillus Illumina PAIRED
rhamnosus  MiSeq
G5

PRINA419802 SAMNOB098211 SRS2714086 SRX3422366 SRR6322567 568703 Lactobacillus Illumina PAIRED File1 |Filel
rhamnosus  MiSeq File2 | File 2
Gh
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[ — DFHRICATZEFHLVT, Galaxy ET. @AY 1L THS,

W2 : Galaxy

https://www.ebiacuk/ena/datar X =  Galaxy X e

&« C { & usegalaxy.org w

Tools & History < &
Galaxy is an open source, wel
calballon © data intensive biomedical research. if you are new to Search datasei &
Galaxy start here or consult our help resources. You Unnamed history
Get Data can install your own Galaxy by following the tutoria s
: - . . e e Yo empty
Collection Operations and choose from thousands of tools from the Too
GENERAL TEXT TOOLS e
O A U—12Z=T 3. You can load your
Text Manipulation own data or get data from an extemal
Filter and Sort Galaxy 101 SRt
Join, Subtract and Group an introduction to Galaxy tutorial
Datamash iE o 'E_.'-—~..._-
GENOMIC FILE MANIPULATION S e R
FASTA/FASTQ = | —S .-_.”
FASTQ Quality Control -
QQualtty Galaxy Training Network
SAM/BAM
BED
VCF/BCF -
< Tweets by @galaxyproject o < >
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" | 1 — 4L/ SR T—FEAHL T, DLogin,

W2 : Galaxy

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy ® +

<« C {t & usegalaxy.org/login o Ty

LT

= Galaxy

Welcome to Galaxy, please log in
sername or Email Address
kadota@iu.a.u-tokyo.acjp

Password

wéfﬂﬁ'

Forgot password? Click here to reset your password.

Login

Don't have an account? Register here.
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W2: Galaxy

https://www.ebiac.uk/ena/data’ X

< C O

@ usegalaxy.org

) —Z 2 5B; ﬁ%L’C%oT—O)’C_/uﬁuu o TULVA AN,
ERZEKOTIFEZIZ IEFJIJ(
EBWVET, HIAIX. 5

To-EARN)—MRZ TS
12@0)W1 1-2,

Get Data
Send Data

Collection Operations

GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
SAM/BAM

BED
<

Galaxy is an open source, web-based

= N/ otAart nars —_— - - - ~ v
GaiaXy stari nere or CoNsuit our nelp resources. You

can insial your own

Ssned

Galaxy 101
introduction to Galaxy tutorial

P ——

Galaxy Training Network

Tweets by @galaxyproject o

History <+ 0
search datasets 0
Unnamed history

>e

(empty)

© =2 ~U—3Z=TT. You can load your
own data or get data from an external
source

BARIBREFREOERF 140
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" | {4+ £ 4% 5 ~<. DCreate new history,

W2 : Galaxy

' ; . - -
https://www.ebi.ac.uk/ena/data’ X = Galaxy X e

< C { & usegalaxy.org % P
==
-
L
Tools v XL History c+DO&
Galaxy is an open source, web-based platform for :
cearch tools 0 ) N ; cearch datasets Create new history
i pa ke data intensive biomedical research. if you are new to S SR
=aiaX) Lari Nere2 Or CoNSUIL our nelp resources. You Unnamed history
Get Data can install your own Galaxy by following the tutoria
T i ) . i (empty) ‘>,
Send Data and choose from thousands of tocls from the Too .

Collection Operations
© A ~U—3Z=T 7. You can load your |

GENERAL TEXT TOOLS _
own data or get data from an external

Text Manipulation source
Filter and Sort L Galaxy Help
Join, Subtract and Group B [] . ?
. of Uuestions!
GENOMIC FILE MANIPULATION BBI Hnswers-
Graldiadl help.galaxyproject.org
FASTQ Quality Control
SAM/BAM
BED =

Tweets by @galaxyproject 0 = >
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— EUBHZTDODERRM)—RZEGSE107337 3samples&EZEH,

W2 : Galaxy

https://www.ebi.ac.uk/ena/data’ X T  Galaxy X ar

&« C { & usegalaxy.org w

Tools WL - History c+On

Galaxy is an open source, we

search tools . oo search data
o data intensive biomedical research. if you are new to o
Ga a,'i:.-' Start nere2 Or Consuit our r’"‘ '7 resources. ."'JOL) Unnamed history
Get Data L " o p ey J efelohisternieimvedvalisln A,
can install your own Galaxy by following the tutoria = =
? ’ J -2 N —DEEEEETBICRY
Send Data and choose from thousands cr tools from the Too 2

L

=0

Collection Operations

O =2 U132 T You can load your |
own data ar get data from an external

Text Manipulation Galaxy 101 source

an introduction to Galaxy tutorial

GENERAL TEXT TOOLS

Filter and Sort

Join, Subtract and Group

|1 Vily!
t!
i

Datamash —_—
GENOMIC FILE MANIPULATION = g o R
FASTA/FAST :
/ Q Galaxy Training Network
FASTQ Quality Control
SAM/BAM
BED -
< Tweets by @galaxyproject o < >
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W2: Galaxy

QEERT.

EUBZTDEARR)—2EGSE107337 3samples&ZEH
F12EDOW-20D HESHLVTLT=,

https://www.ebi.ac.uk/ena/data; X Galaxy

C { & usegalaxy.org

é

Text Manipulation
Filter and Sort
Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

Tools % gl =
Galaxy is an open source, web-based platform fo
% 0 data intensive biomedical research. If vou are ne
Galaxy start here or consuit our help resources
Get Data can install your own Galaxy by following the tutc
Send Data and choose from thousands of tools from the Too
Collection Operations Sned.
GENERAL TEXT TOOLS

GalaxyHelp
Got Questions?

bet finswers.

aIATASTQ help.galaxyproject.org
FASTQ Quality Control
SAM/BAM
BED v
< Tweets by @galaxyproject

History c+ D&
search datasets 9

GSE107337_3samples

(empty) e

O < ~U—(32 T You canload your
own data or get data from an external
source
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Wa: oA )T14Fx v (FastQC)
W5: A1) 743> FA—)L (Trimmomatic)
W6: A )T14Fx v (FastQC)
W7: 4/ LEEHI~NDTVE % (Bowtie2)
W8 : 1 > MEHREN#F (htseg—count)
W9 : A MEERD EFE (Column join)
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3-1:ENA—->Galaxy

T2V DETZENAD FSIZE

C B LT-KEE,

https:/fwww.ebiac.uk/ena’data

cC O

= Galaxy

Showing results 1 - 9 of 9 results

x| +

Study Sample Secondary Experiment Run Tax ID Scientific
accession accession sample accession accession name
accession
PRINA410802 SAMMOS028216 SRS2714081 SRX324223261 SRR6322562 568703 Lactobacillus
PRINA419802 SAMMOS028215 SRS2714083 SRX3422362 SRR6322563 568703 Lactobacillus
rhamnosus
GG
PRINA419802 SAMMNOB09B8214 SRS2714082 SRX3422363 SRR6322564 568703 Lactobacillus
rhamnosus
GG
PRINA419802 SAMMOB098213 SRS52714084 SRx3422364 SRR6322565 568703 Lactobacillus
rhamnosus
GG
PRINA410802 SAMMOS028212 SRS2714085 SR¥3422365 SRR6322566 568703 Lactobacillus
rhamnosus
G5
PRINA419802 SAMMOS0%28211 SRS27140856 SRX34223266 SRR6322567 568703 Lactobacillus
rhamnosus
GG

@ European Bioinformatics Institute [GB] | ebi.ac.uk/ena/data/view/PRIJNAA19802

Instrument
model

Ilumina
MiSeq

Hlumina
Miseq

Ilumina
MiSeq

Hlumina
MiSeq

Hlumina
MiSeq

Hlumina
MiSeqg

Library
layout

PAIRED

PAIRED

PAIRED

PAIRED

PAIRED

PAIRED

= O
r :
FASTQ FASTQ
files files
(FTP) (Galaxy)
File 1

Filel Filel

' File 2
File1 fFile 1

' File 2
Filel Filel

i File 2
File1 Filel
File2  File 2
Filel1 Filel
File 2 File 2

LT

HAZBEF=
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| LB T D ORITHRY LT THE. D
W3-1:-ENA=Ge SRR63225640) , File 1 (paired-end 1D B ; forwardffll &
-1 o

9 %) ZGalaxylZE b, V)79 5D IEQD H,

- | *
https:/fwww.ebiac.uk/ena/data’ X = Galaxy X ‘ +
& ﬂ @ European Bioinformatics Institute [GB] | ebi.ac.uk/ena/data/view/PRIJNAA19802 b g :
Showing results 1 - 9 of 9 results
Study Sample Secondary Experiment Run Tax ID Scientific Instrument Library FASTQ FASTQ
accession accession sample accession accession name model layout files files
accession (FTP) (Galaxy)
PRINA410802 SAMNOB0O8215 SRS2714081 SRX¥3422361 SRRE6322562 568703 Lactobacillus Illumina PAIRED File 1 file 1
MiSeq i
PRINA419802 SAMMNOB028215 SRS27140832 SRX3422362 SRR6322563 568703 Lactobacillus Illumina PAIRED
rhamnosus  MiSeq
GG
PRINA419802 SAMMNOB09B8214 SRS2714082 SRX3422363 SRR6322564 568703 Lactobacillus Illumina FAIRED
rhamnosus  MiSeq
GG
PRINA410802 SAMMNOB028213 SRS2714084 SRX3422364 SRR6322565 568703 Lactobacillus Illumina PAIRED File1l Filel
rhamnosus  MiSeq ' File 2
GG
PRINA410802 SAMMNOB028212 SRS2714085 SRX3422365 SRR6322566 568703 Lactobacillus Illumina PAIRED File1  File 1
rhamnosus  MiSeq File2  File 2
G5
PRINA419802 SAMNOB098211 SRS2714086 SRX3422366 SRR6322567 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq File2  File 2
Gh
BAEBEFRHEDESFE14E 16



O ICIZZTALGRLIZHS,

3-1:ENA—->Galaxy

L0 httpsy/fwww.ebiacuk/ena/data’ X T Galawy X = Galaxy X ‘ +

Cc O # usegalaxy.org/tool_runner?tool_id=ebi_sra_main W ==

o A job has been successfully added to the queue - resulting in the following dataset:

1: EBI SRA: PRJNA419802 File: ftp://ftp.sra.ebi.ac.uk/vol1/fastq/SRR632/004/5RRE6322564/5RRE322564 1.fastg.gz

You can check the status of queued jobs and view the resulting data by refreshing the Histery pane. When the job has been run the status will change from
‘running' to ‘finished' if completed successfully or ‘error’ if problems were encountered. You are now being redirected back to Galaxy.

LT

HAZBEFREDEHE 140
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W3-1: ENA- Gaiax

FCISCARRLCIZES, ELTEET SIS
NUEBDHY ., ODIRBOERITHLIREIC f&%)

Y

https://www.ebi.ac.uk/ena/data’ X

&« C { & usegalaxy.org

Get Data
Send Data

Collection Operations

GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

T Galaxy X & Galaxy

Galaxy is an open source, web-based

Aara inranciiuva Rinammadical racaar~ (¥ S - mEiA
data intensive biomedical research. if you are new to
f 12y - -

Galaxy start here or consult our help resources. You

can instai JTu‘ W Laiaxy fC owing the tJioria

Galaxy 101
an introduction to Galaxy tutorial
Galaxy Training Network
Tweets by @galaxyproject o

History <+ 0
search datasets 0

GSE107337_3samples

shown

(empty) C X

(@ 1:EBI SRA: PRINA41980 x
2 File: ftp://ftp.sra.ebi.ac.uk/
vol1/fastq/SRR632/004/SRR6322564/SRR
6322564 1.fastq.gz
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N § < ARRLCISAS, 2L TET CISCARBLOE

W3-1:ENA->Ge

https://www.ebi.ac.uk/ena/data’ X

&« C { & usegalaxy.org

= Galaxy

NTULET,

HIZUIYE DY, DIRBDEITHFLIRREIZLES, QSF(Z
EVERLLT=GSE107337_3samples&LVHER M) —ETITH

Get Data
Send Data

Collection Operations

GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

Galaxy is an open source, web-based platform for

data intensive biomeadical research. if vou are new to
Galaxy start here or consult our help resources. You
can install your own Galaxy by following the tutoria
and choose from thousands cr tools from the Too
Shed

Galaxy 101

an introduction to Galaxy tutorial

Galaxy Training Network

Tweets by @galaxyproject i

History c+On
search datasets O

GSE107337_3samples

(empty) C X

(@ 1:EBI SRA: PRINA41980 x
2 File: ftp://ftp.sra.ebi.ac.uk/
vol1/fastq/SRR632/004/SRR6322564/SRR
6322564 1.fastq.gz
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" T | OG-

W3-1: ENA%GaIaxy

hitps://www.ebiac.uk/ena/datar X T Galaxy & Galaxy

C { & usegalaxy.org

Galaxy is an open source, web m for
B o0 o data intensive biomedical research. if you are new to
Galaxy start here or consult our help resources. You
Get Data can install your own Galaxy by following the tutoria
Send Data and choose from thousands of tools from the Too
Collection Operations Shed.
GENERAL TEXT TOOLS

Text Manipulation

Galaxy 101

Filter and Sort roduction to Galaxy tutorial

Join, Subtract and Group

l"‘,
| *'l
i

Datamash
GENOMIC FILE MANIPULATION — o i)
FASTA/FAST:!
/ Q Galaxy Training Network
FASTQ Quality Control
SAM/BAM
BED v
< Tweets oy @galaxyproject 0

GSE107337_3samples

(empty) O

i.» LLEBISRA:PRINA41980 @ &' X
2 File: ftp://ftp.sra.ebi.ac.uk/
vol1/fastq/SRR632/004/SRR6322564/SRR
6322564 1.fastq.gz
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O — OBYIAASET « @4 X HlemptyH5304.99 MBIZHE AN

LEL=. E13EIEFRFORIDEER (3198 MB) ELLTHY.

W3-1:ENA>Ge ZuTdi,

https://www.ebi.ac.uk/ena/data’ X

&« C { & usegalaxy.org

Get Data
Send Data

Collection Operations

GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

T Galaxy X & Galaxy

Galaxy is an open source, web-based platform fo
data intensive biomeadical research. if vou are new to

Gaiaxy start nerg or Consuit our nelp resources. You

-~

can install your own Galaxy by following the tutoria

and choose from thousands of tocls from the Too
BASEL
JULY 21-26
ISMBECCB
isceg
Tweets by @galaxyproject o

History c+On
search datasets 0

GSE107337_3samples

304.99 M8 ¥ ®

1: EBI SRA: PRINA419802Fil @& & X
e: ftp://ftp.sra.ebi.ac.uk/vol
1/fastq/SRR632/004/SRR6322564/SRR632
2564 1.fastq.gz
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O — DX IESRR6322564MDFile 2 (paired—endDreversefil) .

W3-2:SRR63225640)FI1le2

https:/fwwew.eb

cC (o a

i.ac.uk/ena’dats

= Galaxy

Showing results 1 - 9 of 9 results

European Bioinformatics Institute [GB

X ‘ = Galaxy

] | ebi.ac.uk/ena/data/view/PRIJNAA19802

x‘+

LT

Study Sample Secondary Experiment Run Tax ID Scientific Instrument Library FASTQ FASTQ
accession accession sample accession accession name model layout files files
accession (FTP) (Galaxy)
PRINA410802 SAMNOB0O8215 SRS2714081 SRX¥3422361 SRRE6322562 568703 Lactobacillus Illumina PAIRED File 1 file 1
MiSeq i
PRINA419802 SAMMNOB028215 SRS27140832 SRX3422362 SRR6322563 568703 Lactobacillus Illumina PAIRED
rhamnosus  MiSeq
GG
PRINA419802 SAMMNOB09B8214 SRS2714082 SRX3422363 SRR6322564 568703 Lactobacillus Illumina FAIRED
rhamnosus  MiSeq
GG .
PRINA419802 SAMMOB028213 SRS52714084 SRX3422384 SRRS5322565 568703 Lactobacillus Illumina FAIRED
rhamnosus  MiSeq
GG
PRINA410802 SAMMNOB028212 SRS2714085 SRX3422365 SRR6322566 568703 Lactobacillus Illumina PAIRED File1  File 1
rhamnosus  MiSeq File2 File2
G5
PRINA419802 SAMNOB098211 SRS2714086 SRX3422366 SRR6322567 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq File2  File 2
. . GG
javascript;| e -
BAEBEFRHEDESFE14E
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SEFELRAFRIZ. TSITCAGRLICHES, CZFTTLE
AEAZTHEMENTIKDIZEEET S,

W3-2: SRR632

https:/fwww.ebiacuk’ X T Galaxy X = Galaxy X | = Galaxy x | +

C { & usegalaxy.org/tool_runner?tool_id=ebi_sra_main b g

o A job has been successfully added to the queue - resulting in the following dataset:

2: EBI SRA: PRJNA419802 File: ftp://ftp.sra.ebi.ac.uk/vol1/fastq/SRR632/004/5RRE6322564/5RRE322564 2.fastg.gz

You can check the status of queued jobs and view the resulting data by refreshing the Histery pane. When the job has been run the status will change from
‘running' to ‘finished' if completed successfully or ‘error’ if problems were encountered. You are now being redirected back to Galaxy.
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W3'2 : SRR632 BITEFREIGDTIHL

Ty,

[FEGLT, CALGRELIZHS, RITHLRE, DPQD

https://www.ebiacuk, X

&« C { & usegalaxy.org

Galaxy

X = QGalaxy X | ® Galaxy

Collection Operations

GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

Tools % gl =
earch tools Q

Get Data

Send Data

Galaxy is an open source, web-based platform fo
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1/fastq/SRR632/004/SRR6322564/SRR632
2564 2.fastq.gz

1: EBI SRA: PRINA419802Fil @ 4 X
e: ftp://ftp.sra.ebi.ac.uk/vol
1/fastq/SRR632/004/SRR6322564/SRR632
2564 1.fastq.gz

HAZBEFREDEHE 140

25




O FRETRIEBBODEZRNENDT, DIFEERFIVEZHLT

ARIERET D,

W3-3:rename

https://www.ebiacuk/ena/datar X =  Galaxy X e

&« C { & usegalaxy.org

Tools w L
Galaxy is an open source, web-based platform fo
calballon © data intensive biomedical research. If you are new to
Galaxy start here or consult our help resources. You
Get Data can install your own Galaxy by following the tutoria
Send Data and choose from thousands of tools from the Too
Collection Operations Shed
GENERAL TEXT TOOLS
Text Manipulation Galaxy 101
Filter and Sort an introduction to Galaxy tutorial
Join, Subtract and Group iE e ::’-1‘-:
Datamash e I
GENOMIC FILE MANIPULATION - " = '_""
fp iz AL Galaxy Training Network
FASTQ Quality Control
SAM/BAM
BED v
https://usegalaxy.org/datasets/edit?dataset id=bbd44e6a.. Tweets by @galaxyproject o

History c+On
search datasets (X}

GSE107337_3samples

643.12 MB ¥ ®

2: EBI SRA: PRJNA419802Fil @ & X
e: ftp://ftp.sra.ebi.ac.uk/vol
1/fastq/SRR632/004/SRR6322564/SRR632
2564 2.fastq.gz

1: EBI SRA: PRINA419802Fil @& 4 X
e: ftp://ftp.sra.ebi.ac.uk/vol
1/fastq/SRR632/004/SRR63 Abssiiammtdid

2564 1.fastq.gz

HAZBEFREDEHE 140

26




N TR S DA RIAEND T, DIFERI AL T

W3-3:rename

ZEEEFETLH, CABRLIZEYET , QF B TRAT
WBADH . QD ERD THREREE,

Text Manipulation

Filter and Sort

https:/fwww.ebi.ac.uk/ena/data’. X =

< cC O

Info

Join, Subtract and Group -
1: EBI SRA: PRIJNA419802Fi @& 4" X

Datamash le: ftp://ftp.sra.ebi.ac.uk/vo
I1/fastq/SRRE32/004/5RR6322564/SRR6

GENOMIC FILE MANIPULATION 322564 1.fastq.gz

FASTA/FASTQ s

FASTQ Quality Control Annotation

SAM/BAM

BED <

https:/fusegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b5ade9c443b70e7 1fe - >

Galaxy x +

@ usegalaxy.org/datasets/edit

» ~u
Tools wo oL Edit dataset attributes History +0O =
search tools 0 search datasets 0
= Attributes Convert £ Datatypes
GSE107337_3samples
Get Data & Permissions )
= SNowWn
Send Data
: : EESESTE 643.12 MB ¥ee
Collection Operations mmE O Auto-detect Save
GENERAL TEXT TOOLS Name 2: EBI SRA: PRINA419802Fil @ & X

e: ftp://ftp.sra.ebi.ac.uk/vol
1/fastq/SRR632/004/5SRRE6322564/SRRE32
2564 _2 fastq.gz

EEl SRA: PRINAAT9B02 File: fipy//ftp.sra.ebiacuk/ivollf

27




N TR S DA RIAEND T, DFERIEELT

] BRIZEERT D, CARRLIZEYET , QF B TRAT
W3-3:rename WNBDH. ODERD THRER B, - TlE. STOEHRED

InfohS LIZEELDD. B®D LSIZrenamel . ®Save,

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy

<« C { & usegalaxy.org/datasets/edit w
[ Using 0%
. ~u
Tools wo oL Edit dataset attributes History c+D%
search tools 0 search datasets 0

= Attributes Convert £ Datatypes
GSE107337_3samples
Get Data & Permissions i
= SNowWn
Send Data '
: : EESESTE 643.12 MB ¥ee
Collection Operations mmE O Auto-detect Save
GENERAL TEXT TOOLS Name 2: EBI SRA: PRINA419802Fil @ & X
Text Manipulation . e: ftp://ftp.sra.ebi.ac.uk/vol
SRR6322564_1 1/fastqy/SRR632/004/SRR6322564/SRR632
Filter and Sort 2564_2 fastq.gz
Info -

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

EBI SRA: PRIMA419802 File:
ftp:/fftp.srasbiac.ukfvol 1 fastg/SRRAE32/004/5RRG322
SB4/SRRE322564 1.fastg.oz

Annotation

1: EBI SRA: PRINA419802 Fi @& & X
le: ftp://ftp.sra.ebi.ac.uk/vo
I1/fastq/SRRE32/004/5RR6322564/SRR6
322564 _1.fastq.gz

HAZBEFREDEHE 140

28



W3-3:rename

Dforwardll 77 A JLDrename5E T o @reverseffll [TDULNT

L REIITS.

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools W

search tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

-

Galaxy x +

@ usegalaxy.org/datasets/edit

Edit dataset attributes

Attributes updated.

= Attributes £ Convert

& Permissions

EHEEETD ) Auto-detect

Name
SRRB322564 1
Info

EEl SRA: PRINAA19202 File:

£ Datatypes

Save

ftp://ftpsra.ebiac.uk/fvoll ffastg/SRRE32/004/5RRE322

SB4/5RR6322564_1.fastq.gz

Annotation

History c+MD
search datasets 0

GSE107337_3samples

2 shown

643.12 MB ¥ee

2: EBI SRA: PRIMA419802Fil @ & X

e: ftp://ftp.sra.ebi.ac.uk/vol
1/fastq/SRR632/004/5SRRE6322564/SRRE32
2564 _2 fastq.gz

1: SRRE322564 1 & F R

HAZBEFREDEHE 140

29




W3-3:rename

DforwardBl 774 )L Drename5E T o @reverseffll [ZDLNT
1T 1EXE=RT,

ik

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools W

search tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED
<

-

Galaxy x +

@ usegalaxy.org/datasets/edit

Edit dataset attributes

Attributes updated.

= Attributes £ Convert E

& Permissions

EHEEETD ) Auto-detect

Name
SRR6322564 2
Info

EEl SRA: PRINAA19202 File:

ftp://ftpsra.ebiac.uk/fvoll ffastg/SRRE32/004/5RRE322

SB4/5RR6322564_2fastq.gz

Annotation

Datatypes

Save

History
search datasets

GSE107337_3samples
2 shown

643.12 MB

2: SRR6322564 2

1: SRRE6322564 1

Yee

@ & X

@ & X

HAZBEFREDEHE 140

30




O — BHUENADAT . SEIXTADSRR6322567, 7') v LAY,

W3-4:SRR6322567

https:/fwww.ebiac.uk/ena’data

cC O

= Galaxy

Showing results 1 - 9 of 9 results

x‘+

@ European Bioinformatics Institute [GB] | ebi.ac.uk/ena/data/view/PRIJNAA19802

LT

Study Sample Secondary Experiment Run Tax ID Scientific Instrument Library FASTQ FASTQ
accession accession sample accession accession name model layout files files
accession (FTP) (Galaxy)
PRINA410802 SAMMOB028216 SRS2714081 SRX3422261 SRER6322562 5687032 Lactobacillus Illumina PAIRED File 1 file 1
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W4-1 : FastOQC

https://www.ebiacuk/ena/datar X = Galaxy X e

“ C {) #& usegalaxy.org w B

Tools % g - History <+ [0 &
Galaxy is an open source, web-based platform for
EARChY fonls o data intensive biomedical research. if you are new to skl o
Galaxy start here or consult our help resources. You GSE107337_3samples
Get Data can install your own Galaxy by following the tutoria E b
Send Data and choose from thousands of tools from the Too
: : - ] 2.15GB Yyeoe
Collection Operations ~hea
GENERAL TEXT TOOLS 6: SRR6322569 2 @ & X
Text Manipulation Galaxy 101
Filter and Sort an introduction to Galaxy tutorial 32 SRRE3Z2569 1 @85 x
Join, Subtract and Group = EHENa l :‘-‘-":-: 4: SRR6322567 2 @ & X
Datamash —_p— B 3: SRR6322567_1 @ & X
GENOMIC FILE MANIPULATION — = - 2: SRR6322564 2 ® & X
FASTA/FASTQ
Galaxy Training Network 1: SRR6322 1 5
FASTQ Quality Control SRRESSZI08 oo LR
SAM/BAM
BED v
< Tweets by @galaxyproject (4] = >
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https://www.ebi.ac.uk/ena/data’ X = Galaxy X g
C {) #& usegalaxy.org w B

e

Tools % g History <+ [0 &
Galaxy is an open source, web-based platform fo
¥ © data intensive biomedical research. if you are new to abcdbas o o
Gaiaxy start here or consult our help resources. You GSE107337_3samples
Get Data can install vour own Galaxy by following the tutoria E g
Send Data and choose from thousands of tocls from the Too N
_ ’ 215 GB Yeoe
Collection Operations >NEC.
GENERAL TEXT TOOLS 6: SRR6322569 2 @ & X
Text Manipulation I I
5: SRR6322569 1 @ & X
Filter and Sort = Ga axy He p
Join, Subtract and Group BUI UUBS“U"S? 4: SRR6322567 2 @ & X
Datamash ' 3: SRR6322567 1 @ & X
GENOMIC FILE MANIPULATION Get H"Slﬂefs. 2: SRR6322564 2 @ & X
FASTA/FASTQ .
: help.galaxyproject.org 1 SRRE322564 1 . 7%
FASTQ Quality Control
FastQC Read Quality reports
Trimmomatic flexible read trimn¥hg v
4 Tweets by @galaxyproject (5] = >
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https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

LT

<« C {t & usegalaxy.org w

Tools w oL History o+ M=%
Fa . - :
37 F t Wi * Opt
search tools 0 st svorte & Versions ptions search datasets 0
QC Read Quality reports {Galaxy Version
0.72 +qalaxyi GSE107337_3samples
Get Data galaxyT) _
b shown
Send Data Short read data from your current history
: : 2.15 GB Yoo
Collection Operations O & O &: SRR6322560 2 v | B
GEMERAL TEXT TOOLS Contaminant list 6: SRR6322569 2 @ & X
Text Manipulation O @ O Mo tabular dataset > | B
5: SRR6322569 1 @ R

Filter and Sort tab delimited file with 2 columns: name and sequence. For

Join, Subtract and Group example: lllumina Small RMA RT Primer 4: SRR6322567_2 & PR
Datamash CAAGCAGAAGACGGCATACGA
Adapter list 3: SRR6322567 1 @ R
GENOMIC FILE MANIPULATION
O & O Mo tabular dataset - = 2: SRRE322564 2 W AR
FASTA/FASTQ
: list of adapters adapter sequences which will be explicity 1: SRR6322564 1 @ & X
FASTQ Quality Control searched against the library. tab delimited file with 2
FastQC Read Quality reports columns: name and seguence. {--adapters)
Trimmomatic flexible read trimming »  Submodule and Limit specifing file
< By O Mathing selected R = = >
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< cC O

Tools W

earch tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming

<

@ usegalaxy.org

. CC_TlF@QEt677

AILETIZDLV\TFastQCEEITLELD T, @
Multiple datasets|ZYIYE A %,

Galaxy x +

7 Favorite & Versions = Options
st
QC Read Quality reports {Galaxy Version
0.72 +galaxy1)

’d data from your current history

O £F O 6: SRR6322569 2 v =
n:urn.lst
O | Mo tabular dataset - =

tab delimited file with 2 columns: name and sequence. For

example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Adapter list

A & | Mo tabular dataset - =

list of adapters adapter sequences which will be explicity
searched against the library. tab delimited file with 2
columns: name and seguence. {--adapters)

Submodule and Limit specifing file

1 & i Mothing selected - =

History
earch datasets

GSE107337_3samples

6: SRR6322569 2
5: SRR6322569 1
4: SRR6322567 2
3: SRR6322567 1
2: SRR6322564 2

1: SRRE322564 1
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https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools W

earch tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming

<

Galaxy
)
History c+MD
Fa . - :
i1 F t Vi * Opt
ot avorte & Versions ptions earch datasets o
QC Read Quality reports {Galaxy Version
0.72+galaxy1) GSE107337_3samples
6 shown
Short read data from your current history '
215 GB Yoo
O | @ [ | 6 5RR6322569.2 =Y
3 5RR6322569_1
4 SRAGIZZ0T.2 6: SRR6322569_2 ® & %
3: SRR6322567_1 B
2: 5RRB322564 2
- 5: SRR6322569 1
1: SRRE322564 1 - @ 4 x
4: SRR6322567 2
& This is a batch mode - ® F %
input field. Separate jobs 3: SRRE322567 1
will be triggerad for each ’ - @SR
dataset selection
2: SRRE322564 2 & & R
Contaminant list
O | Mo tabular dataset - = LB o] @ & X
tab delimited file with 2 columns: name and sequence. For
- example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA . 3

. | DD EEEERELELED, DTENEIT
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Type to Search

Label

[l 6: SRRE322569_2
[ 5: SRR6322569_1
[ 4: SRR6322567_2
[ 3: SRR6322567_1
[ 2: SRR6322564 2

[ 1: SRR6322564 1
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Details

fastgsanger.gz
fastgsanger.gz
fastgsanger.gz
fastgsanger.gz
fastgsanger.gz

fastgsanger.gz

CARRLIZIE> T ERM)—/\R )L L CTETHREELS
FASTQZ7A LD ANy TENnb, ETLI0\D (L

JLGERT B,

ETHEDOTOETDIFZAILED)Y

=+

Time

2019-08-15 10:25
2019-08-15 10:25
2019-08-1510:15
2019-08-1510:15
2019-08-15 09:30

2019-08-15 09:26

Cancel m

O X
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DEYISLIIREEIZL T, @0k,

0 httpsi//www.ebiacuk/ena/data’. X T Galay X

<« C 1) @& usegalaxy.org w -

Type to Search

Label Details Time
[ 6: SRR6322569_2 fastqsanger.gz 2019-08-15 10:25
[ 5: SRR6322569_1 fastgsanger.gz 2019-08-15 10:25

[M 4: SRR6322567_2 fastgsanger.gz 2019-08-15 10:15

[13: SRR6322567_1 fastqgsanger.gz 2019-08-15 1015

[M 2: SRR6322564 2 fastgsanger.gz 2019-08-15 09:30

[M 1: SRR6322564 1 fastgsanger.gz 2019-08-15 09:26

Cancel Ok
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<« C {t & usegalaxy.org

Tools W

earch tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming

<

= Galany x +

Fa

QC Read Quality reports {Galaxy Version
0.72 +galaxy1)

Short read data from your current history

3 @ O 6 SRR6322569.2 &
5: SRR6322569_1
4: SRR6322567_2
3: SRR6322567_1
2: SRR6322564 2
1: SRR6322564_1

L]

& This is a batch mode
input field. Separate jobs
will be triggerad for each
dataset selection

Contaminant list

O | Mo tabular dataset - =

tab delimited file with 2 columns: name and sequence. For
- example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

History

17 Favorte Versions = Options
0 st * P ' earch datasets

GSE107337_3samples

6: SRR6322569 2
5: SRR6322569 1
4: SRR6322567 2
3: SRR6322567 1
2: SRR6322564 2

1: SRRE322564 1
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WA4-3: FastQCZE1T 29 . @Execute,
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<« C {t & usegalaxy.org

search tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming

<

=

Tools W

= Gala':_'f' x +

f Lower limit on the length of the sequence to be shown

in the report

As long as you set this to a value greater or equal to your
longest read length then this will be the sequence length
used to create your read groups. This can be useful for
making directly comaparable statistics from datasets with
somewhat vanable read lengths. {--min_length)

History

search datasets
GSE107337_3samples
& shown

215 GB

length of Kmer to look for 'esmsszzssg_z

note: the Kmer test is disabled and needs to be enabled
using a custom Submodule and limits file {--kmers)

L3 ] Purpose

FastQC aims to provide a simple way to do some quality

contral checks on raw seguence data coming from high
throughput sequencing pipelines. It provides a set of

analyses which you can use to get a quick impression of
whether vour data has any problems of which you should h

5: SRRE322569_1

4: SRR6322567 2

3: SRR6322567_1

2: SRR6322564 2

1: SRRE322564 1
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GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming

<

Tools i
search tools o

Get Data

Send Data

Galaxy x +

Lower limit on the length of the sequence to be shown
in the report

As long as you set this to 3 value greater or equal to your
longest read length then this will be the sequence length
used to create your read groups. This can be useful for
making directly comaparable statistics from datasets with
somewhat vanable read lengths. (--min_length)

length of Kmer to look for

note: the Kmer test is disabled and needs to be enabled

using a custom Submodule and limits file {--kmers)

L3 ] Purpose

FastQC aims to provide a simple way to do some quality
control checks on raw sequence data coming from high
throughput sequencing pipelines. It provides a set of
analyses which you can use to get a guick impression of
whether your data has any problems of which you should

History

search datasets

GSE107337_3samples
& shown

215 GB

6: SRR6322569 2
5: SRR6322569 1
4: SRR6322567 2
3: SRR6322567 1
2: SRR6322564 2

1: SRRE322564 1
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Tools W
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Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming

<

ok g
Coe &

o

x
+
¢
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1£9 . @Execute, WAV EHLI-E%, <IZC
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TRA %

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

16: FastQC on data 5: RawData

You can check the status of queued jobs and
view the resulting data by refreshing the
History panel. When the job has been run
the status will change from 'running’' to
finished" if completed successfully or ‘error’
if problems were encountered.

History c+MD
earch datasets 0

GSE107337_3samples

215 GB Yoo
(@ 18: FastQC on data 6: x
RawData

@ 17: FastQC on data &: o
Webpage

(@ 16: FastQC on data 5: x
RawData

(@ 15: FastQC on data 5: »
Webpage

(@ 14: FastQC on data 4: b4
RawData
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Get Data
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Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
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@ usegalaxy.org
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== 4=

2, LNDOMEST

= /=

xAT

CABRRECIZHS, DTERIZFEIL T, ETRIV%F
¥£9 , QExecute, RIVEHLI-E®R, <122
HRECICEEAYIYE DS, RELEDT
MNRFEYELT -,

(CESEIN

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

16: FastQC on data 5: RawData

You can check the status of queued jobs and
view the resulting data by refreshing the
History panel. When the job has been run
the status will change from 'running’' to
finished" if completed successfully or ‘error’
if problems were encountered.

W

History
search datasets

GSE107337_3samples

nnnnn

(@ 18: FastQC on data 6:
RawData

@ 17:FastQC on data &:
Webpage

<2 16: FastQC on data 5:
RawData

£+ 15: FastQC on data 5:
Webpage

(@ 14: FastQC on data 4:
RawData

[ Using 0% |
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¥ee
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Join, Subtract and Group
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<

<« C {t & usegalaxy.org
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« 4| BB LWKOMERITAIBFYFELS=. 2D
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SETLE

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

16: FastQC on data 5: RawData

You can check the status of queued jobs and
view the resulting data by refreshing the
History panel. When the job has been run
the status will change from 'running’' to
finished" if completed successfully or ‘error’
if problems were encountered.

History
search datasets

GSE107337_3samples

nnnnn

" 18: FastQC on data 6:
RawData

2" 17: FastQC on data 6:
Webpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

» 14: FastQC on data 4:

"

RawData
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search tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
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@ usegalaxy.org

W4-5:F{T5E T

;/uf&uu 55, DT EBIZFEL T, ETHRIV %
3E9 , @Execute, NIV EHL-E#%, 3<IZZ
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e, LNOMEITHINIRFEYELI=. 2DFETETLE

L=, @8 TLI=&LS T, SO ESIETHISA,

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

16: FastQC on data 5: RawData

You can check the status of queued jobs and
view the resulting data by refreshing the
History panel. When the job has been run
the status will change from 'running’' to
finished" if completed successfully or ‘error’
if problems were encountered.

[ Using 0%

History c+MD

search datasets 0
GSE107337_3samples

8 shown

2.16 GB Ca X
18: FastQC on data 6: Raw @ 4" X
Data
17: FastQC on data 6: We @ & R
bpage
16: FastQC on data 5: Raw @ 4" X
Data
15: FastQC on data 5: We @ K
bpage
14: FastQC on data 4: Raw @ 4" o
Data
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<« C {t & usegalaxy.org w B

Tools w oL History o+ M=%
Executed FastQC and successfully added &
earch tools [ jobs to the queue. earch datasets [ x)
The tool uses & inputs: GS5E107337_3samples
Get Data -
& shown
Send Data 6: SRR6322569_2
. . i - 2.16 GB CAL X
Collection Operations
GENERAL TEXT TOOLS 5: SRR6322569 1 18: FastQC on data 6: Raw @ & X
Text Manipulation L5
. 4: SRRG6322567 2
Filter and Sort - 17:FastQCondatab: We @ & %
Join, Subtract and Group bpage
Datamash 16: FastQC ondata 5: Raw @ & X
Data
GENOMIC FILE MANIPULATION It produces 12 outputs:
15: FastQC on data 5: We @ »
FASTA/FASTQ b 4
18: FastQC on data 6: RawData page

FASTQ Quality Control
14: FastQC on data 4: Raw @ & X
EastOC Read Quality reports
=" JIEp 17: FastQC on data 6: Webpage Data
Trimmomatic flexible read trimming ~ ~J

{ -
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Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
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Tools i
search tools 0

Get Data

Send Data

Executed FastQC and successfully added &
jobs to the queue.

The tool uses & inputs: ")

6: SRR6322569 2

5: SRRE6322569 1

4: SRRE6322567 2

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

History

search datasets

GSE107337_3samples

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data
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GENOMIC FILE MANIPULATION
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@ usegalaxy.org
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Galaxy

Executed FastQC and successfully added &
jobs to the queue.

The tool uses & inputs:

6: SRR6322569 2

5: SRRE6322569 1

4: SRRE6322567 2

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

History
earch datasets

GSE107337_3samples

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data
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Collection Operations

GEMERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION

FASTA/FASTQ

FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming

<

Tools i
earch tools 0

Get Data

Send Data

Executed FastQC and successfully added &
jobs to the queue.

The tool uses & inputs:

6: SRR6322569 2

5: SRRE6322569 1

4: SRRE322567 2

It produces 12 outputs:

18: FastQC on data 6: RawData

17: FastQC on data 6: Webpage

History c+MD
earch datasets 0

GSE107337_3samples

2.16 GB oo

18: FastQC on data 6: Raw @ 4" X
Data

17: FastQC on data 6: We @ & R
bpage

621.3 KB
Ja—7w b html, F—&~— 22

Picked up _JAVA_OPTIOMNS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/024/621,/24621531/_job
-Xmx7g -¥Xms256m

3

B Zm ? e -
>
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1%, DRFTEZET,

<

i https:/f'www.ebi.ac.uk/ena/data’. X =

< cC (o a

Tools

search tools

Get Data
Send Data

Collection Operations

GEMERAL TEXT TOOLS
Text Manipulation
Filter and Sort

Join, Subtract and Grd

Datamash

GENOMIC FILE MANIPULA
FASTA/FASTQ
FASTQ Quality Contro
EastQC Read Quality repor

Trimmomatic flexible read

Galaxy

DEHEL T, WebpageD [(Z5ERTE, F11[EW10-4
CREILTY, QT QD EIERL DzipEfET7

€ LERHITRE
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EE v FLWTAIS -

B 3D ATUIIH ~
¥ Fv0-F
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o) FFaivk

= E9Fv

B A

D z3-37

= Windows ()

B SDXC Card (E:)

B SDXC Card (E:)
2016
2017

2018 v

FAG R Tf

£

74 NE (N | FastQC_on_data_4_ Webpage.zip

J74 LDELH(T): WinRAR ZIP SE (".zip)

~ JAA-DFEFT

(S ool
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es
X
law @ K
Ve @ 4" X
A — 7
ME: -
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21,/24621591/_job
3
e -
>
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W4-8: JTICR T

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
Executed FastQC and successfully added &
earch tools [ jobs to the queue. earch datasets [ x)
The tool uses & inputs: GSE107337_3samples
Get Data )
& shown
Send Data 6: SRR6322569 2
: : ' - 2,16 GB e e
Collection Operations
GENERAL TEXT TOOLS 5: SRR6322569 1 18: FastQC on data 6: Raw @ & X
Data

Text Manipulation
4: SRRE322567 2

Filter and Sort 17: FastQC on data 6: We &S x
Join, Subtract and Group bpage
Datamash 6_21'3 < .
J#—7w [ html, F—45~—1:7
GENOMIC FILE MANIPULATION It produces 12 outputs: Picked up _JAVA_OPTIONS: -
FASTA/FASTQ Djava.io.tmpdir=/galaxy-
. 18: FastQC on data 6: RawData repl/main/jobdir/024/621/24621591/_job

FASTQ Quality Control -XmiTg -Xms256m

FastQC Read Quality reports 4

=" JIEp 17: FastQC on data 6: Webpage
Trimmomatic flexible read trimming ~ O ? ve -
£ -
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W4-8: JTICR T

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.gus

Tools pk g
Executed FastQC and successfully added &
earch tools (%) jobs to the queue.
The tool uses & inputs:
Get Data
Send Data 6: SRR6322569 2

Collection Operations

GENERAL TEXT TOOLS 5: 5RR6322569_1
Text Manipulation

Filter and Sort 4: SRR6322567.2
Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION It produces 12 outputs:

FASTA/FASTQ
FASTQ Quality Control

18: FastQC on data 6: RawData

EastOC Read Quality reports
17: FastQC on data 6: Webpage
Trimmomatic flexible read trimming ~

<

History
earch datasets

GSE107337_3samples

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

Yee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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DEHd, QEHT  COBHIY - DBKED
THEEEEICFL—RLALTHE LW,

https://www.ebi.ac.uk/ena/data; X

# usegalaxy.org

e

Collection Operations

GENERAL TEXT TOOLS

Text Manipulation

Filter and Sort

Join, Subtract and Group

Datamash

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED

Tools % gl =
: o

Get Data

Send Data

ataxy |

(:'

Galaxy is an open source, web-based platforn
data intensive biomedical research. if you are n
J

oaidX z er2 Of CONSUIL OUr nelp resource

C inst e ~urn (- hv follin N T

ca a U Lalaxy o O g the

J J
anG CNOOSE Trom tnousands or toois Trom tne

GalaxyHelp
Got Questions?

bet finswers.

help.galaxyproject.org

Tweets by @galaxyproject

GSE107337_3samples

2.16 GB

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data
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W5-1: Trimmomatic

hitps://www.ebiac.uk/ena/data; X T Galaxy X T

&« C {Y & usegalaxy.org

R, Trimmomatic, EIEZBID Y —ILER/ A
IWET, OPLTEICBEILI-DL., QFASTQ
Quality Control,

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
SAM/BAM

BED

VCF/BCF

Nanopore

Convert Formats

Lift-Over

COMMON GENOMICS TOOLS

Operate on Genomic Intervals

ight Nnow.

3

Fetch Sequences/Alignments

GENOMICS ANALYSIS

Al

4 Tweets by @galaxyproject

History o+ D&
search datasets 0

GSE107337_3samples

18:FastQCondata6:Raw @ & X
Data

17: FastQC on data 6: We @ & X
bpage

16:FastQCondata5:Raw @ 4 X
Data

15: FastQC on data 5: We @ & X
bpage

14:FastQCondatad:Raw @& 4 X
Data
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W5-1: Trimmomatic

RIX. Trimmomatic, EEZ/|DY—JLE R/ AR
IWET,. ODPLTEIZBEILI-DE, QFASTQ
Quality Control, @TrimmomaticZiEiR,

X T Galaxy X ~+

https://www.ebi.ac.uk/ena/data

< C O

@ usegalaxy.org

Tools ,x g = History c+O&
Galaxy is an open source ased platform for
g o data intensive biomedical research. if you are new to SearTCELasens O
GENOMIC FILE MANIPULATION < Galaxy start here or consult our help resources. You GSE107337_3samples
FASTA/FASTQ can install your own Galaxy by following the tutoria o
. and choose from thousands of tools from the Too
FASTQ Quality Control o 515 GB 4 Y )
FastQC Read Quality reporis -
Trimmomatic flexible read trimming 18:FastQCondatab:Raw @ & X
tool for lllumina NGS data
Galaxy 101 St
MultiQC aggregate results from an introduction to Galaxy tutorial
bicinformatics analyses into a single ) : 17:FastQCondatab: We @ ¢ X
report T bpage
FASTQ Summary Statistics by column e -~ . == 16:FastQCondata5:Raw @ 4 X
Compute quality statistics - = Data
Praw nucleotides distribution chart ' = = 15:FastQCondata5:We @ 4 X
Draw quality score boxplot Galaxy Training Network bpage
SAM/BAM 14:FastQCondatad:Raw @ 4 X
BED Dt
https://usegalaxy.org/tool_runner?toal_id=toolshed.g2.bx.psu.edu%2Frepos%2Fpjbriggs%2Ftrimmomatic%2Ftrimmomatic%2F0.36.6
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W5-2 : paired-end

CATRRLIZE S,

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

<

@ usegalaxy.org

b

Galaxy x +

Tr
i

+r Favorite &% Versions

mmomatic flexible read trimming tool for llumina

MGS data (Galaxy Version 0.36.6)

Single-end or paired-end reads?
Single-end
Input FASTQ file
O & O
Perform initial ILLUMINACLIP step?

Yes MNo

Cut adapter and other illumina-specific sequences from

the read

Trimmomatic Operation

1: Timmaomatic Operation

6: 5RR6322569 2

= Options

Select Trimmomatic operation to perform

Sliding window trimming (SLIDINGWINDOW)

History
earch datasets
GSE107337_3samples
8 shown

2.16 GB

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

=

Yoo

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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HMYUD5LVAY, DTrimmomaticEELNTULNVET,
Paired-endiiMD T, QDECAZERT B,

<

https:/fwww.ebi.ac.uk/ena’data

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute g

ality statistics

Draw nucleotides distribution chart

Draw guality

SAM/BAM
BED

score boxplot

@ usegalaxy.org

- = O g
= Ga Cl'i_'f' x
)¢ :
History <+ M &
o ;I'r 17 Favorite & Versions ~ Options carch datasets o
. mmomatic flexible read trimming tool for llumina
NGS data (Galaxy Version 0.36.6) GS5E107337_3samples
18 chown
Single-end or paired-end reads?
216 GB Yoo
Single-end v
Input FASTQ file 18:FastQCondata6: Raw @ & X
O & | 6: SRRB3225609_2 d = Data
Perform initial ILLUMINACLIP step? 17:fastQCondata b:We @ & X
bpage
Yes MNo
16: FastQC on data 5: Raw @ 4 X
Cut adapter and other illumina-specific sequences from Data
the read
Trimmomatic Operation 15: FastQC on data 5: We @ & X
bpage
1: Timmaomatic Operation
14: FastQC on data 4: Raw @ & X
Select Trimmomatic operation to perform Data
M Sliding window trimming (SLIDINGWINDOW) v T

BAZIEEZE

SEEDEHEFE14[0]
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W5-2: palred end

https:/fwww.ebi.ac.uk/ena’data

< cC O

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

@ usegalaxy.org

b

Galaxy x +

HHYD5LH, DTrimmomaticEZLVNTLVET,
Paired—end’ZMD T, QD ECAZEET 5, SHY
P> TULNB D [Eforwardfil Ereversefll 2273 S
=3DEDT, Q& FEIRT S,

Tr
i
mmomatic flexible read trimming tool for llumina
MGS data (Galaxy Version 0.36.6)

Y7 Favorite & Versions = Options

Single-end or paired-end reads?

Single-end

Single-end

Paired-end (iwo separate input files)

Faired-end (as collection)

Cut adapter and other illumina-specific sequences from
the read

Trimmomatic Operation
1: Timmaomatic Operation
Select Trimmomatic operation to perform

Sliding window trimming (SLIDINGWINDOW)

W

History
search datasets

GSE107337_3samples

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

B

[ Using 0% |

c+ D%

Yoo

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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W5-2: palred end

https:/fwww.ebi.ac.uk/ena’data = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
carch tools o ;I'r 17 Favorite & Versions ~ Options carch datasets o
mmomatic flexible read trimming tool for llumina
GENOMIC FILE MANIPULATION -
NGS data (Galaxy Version 0.36.6) GS5E107337_3samples
FASTA/FASTQ 18 shown

Single-end or paired-end reads?

FASTQ Quality Control 515 GE Y
FastQC Read Quality reports Paired-end (two separate input files) v
Trimmomatic flexible read trimming Input FASTQ file (R1/first of pair) 18: FastQC on data 6: Raw @ & X
tool for lllumina NGS data Data
MultiQC aggregate results from O alo 0 SRRE322509.2 7 =
bicinformatics analyses into a single 17: FastQC on data 6: We @ 4 %
report Input FASTQ file (R2/second of pair) bpage
EASTO Summary Statistics by column O & O 6: SRRE322569 2 - E 16: FastQC on data 5: Raw @ 4" X
Compute guality statistics Data
Draw nucleotides distribution chart Perform initial ILLUMINACLIP step? 15:FastQCondata5:We @ & X
Draw guality score boxplot Yac NO bpage

Sl Cut adapter and other illumina-specific sequences from ™ & | X%

BED the read Lem

< Tt T Trimmomatic Operation

BARIBREFREOERF 140
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<

https:/fwww.ebi.ac.uk/ena’data

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw guality
SAM/BAM
BED

score boxplot

@ usegalaxy.org

Galaxy x +

Tr
i

+r Favorite &% Versions

mmomatic flexible read trimming tool for llumina

MGS data (Galaxy Version 0.36.6)
Single-end or paired-end reads?

Paired-end (two separate input files)

Input FASTQ file (R1/first of pair)

O @& 0O

Input FASTQ file (R2/second of pair)

O @& 0O

Perform initial ILLUMINACLIP step?

Yes MNo

Cut adapter and other illumina-specific sequences from

the read

Trimmomatic Operation

ZATERCIZTE A . QD ER Y Tforward {8l (R1481)
DI7AILEEE . TLTQDERS Treversefdl] (R2
B DI7AINEEETNENIEET D (EED /)
[IW4A-2& (R IZXRIC, £ (D Dforwardfll Hhris,

6. SRRB322569 2

6: SRR6322569 2

w B

History c+MD
earch datasets 0

GSE107337_3samples

= Options

8 shown
216 GB Yee
18: FastQC on data 6: Raw @ 4" X
Data

o =
17: FastQC on data 6: We @ & R
bpage

- = 16: FastQC on data 5: Raw @ 4* X
Data
15: FastQC on data 5: We @ K
bpage
14: FastQC on data 4: Raw @ 4" o

Data
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(DMultiple datasets,

W5-3: forward{g|

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

@ usegalaxy.org

Galaxy x +

Tr
i
mmomatic flexible read trimming tool for llumina
MGS data (Galaxy Version 0.36.6)

7 Favorite & Versions = Options

Single-end or paired-end reads?

Paired-end (two separate input files)

Inp'l’e (R1/first of pair)

O iy | &: SRRG6322569 2 - &
Multiple datasets

INPUTFRITOIE (R2/ second of pair)
O = | 6: SRRG6322569 2 v =

Perform initial ILLUMINACLIP step?

Yes MNo

Cut adapter and other illumina-specific sequences from
the read

Trimmomatic Operation

History
earch datasets
GSE107337_3samples
8 shown

2.16 GB

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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= B (DMultiple datasets, (2Browse Datasets.,

W5-3: forward{g|

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
search tools 0 ;"r Sl & Versions ¥ Options search datasets 0
mmomatic flexible read trimming tool for llumina
GENOMIC FILE MANIPULATION -
NGS data (Galaxy Version 0.36.6) GS5E107337_3samples
FASTA/FASTQ 18 shown

Single-end or paired-end reads?

FASTQ Quality Control 216 GB g oY

FastQC Read Quality reports Paired-end (two separate input files)

Trimmomatic flexible read trimming Input FASTQ file (R1/first of pair) ' 18:FastQCondata6: Raw @& & X
tool for lllumina NGS data Data
&

6: SRRE322569 2
MultiQC aggregate results from O iy o .

31 5RRB3225659_1 . c
bicinformatics analyses into a single 4 SR:‘E???SEF_“- Br Datasets 1;' FastQC on data 6: We @ 4 %
WOaLL f_& OWsE e
SE gLl 3: SRRG322567_1 pad
FASTO Summary Statistics by column 2: SRR6322564 2 16: FastQC on data 5: Raw @ 4 X
1: SRR6322564 1
Compute quality statistics £ Data
Draw nucleotides distribution chart i This is a batch mode 15: FastQC on data 5: We @ & X
. input field. Separate jobs b
Draw gualit boxplot - page
e will be triggered for each
SAM/BAM dataset selection 14:FastQCondatad:Raw @ & X
Data
BED
- Input FASTQ file (R2/second of pair) -

< (Ll | 0O | 6SRR63225692 v | | B -
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5-3:forward4dl

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy

<« C 1) @& usegalaxy.org

Type to Search

Label

[ 18: FastQC on data & RawData
[ 17: FastQC on data & Webpage
[ 16: FastQC on data 5: RawData
[ 15: FastQC on data 5: Webpage
[ 14: FastQC on data 4: RawData
[ 13: FastQC on data 4 Webpage
[ 12: FastQC on data 3: RawData

[ 11: FastQC on data 3: Webpage

HAZBEFREDEHE 140

ARRRLCIZIES, ERN) —DRFT DL D MoK

RaNdEOITI R, AAELTHWL=L\DIZ
forwardfBlDFASTQIZ 7/ ILIEDT. DT ERIZFE
B,

Time

2019-08-16 04:01
2019-028-16 04:01
2019-08-16 04:01
2019-08-16 04:01
2019-08-16 0402
2019-028-16 04:02
2019-08-16 04:00

2019-08-16 04:00

Cancel m
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5-3:forward4dl

RaNdEOITI R, AAELTHWL=L\DIZ
forwardfBlDFASTQIZ 7/ ILIEDT. DT ERIZFE

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy

<« C 1) @& usegalaxy.org

Type to Search

3 9: FastQC on data 2: Webpage
[ & FastQC on data 1: RawData
[ 7: FastQC on data 1: Webpage
[M 6: SRRE322565_2
[ 5: SRR6322569_1
[ 4: SRRA322567_2
[ 3: SRRG6322567_1
[ 2: SRR&322564 2

[ 1: SRR6322564 1

HAZBEFREDEHE 140

=+ @]0

ARRRLCIZIES, ERN) —DRFT DL D MoK

2019-08-16 04:00
Tt 2019-08-16 04:00
htmil 2019-08-16 04:00
fastgsanger.gz 2019-08-16 03:59
fastgsanger.gz 2019-08-16 03:59
fastgsanger.gz 2019-08-16 03:59
fastgsanger.gz 2019-08-16 03:59
fastgsanger.gz 2019-08-16 03:59

fastgsanger.gz 2019-08-16 03:59

Cancel m
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+ | 2. forwardffll ICHEEH T DI, @ERM)—2 D
REMN 1EL-O TR EDE=HHOT, Fngdy)
w9 L T, @0k,

5-3:forward{g

1 httpsi/fwww.ebiacuk/ena/data’ X =T Galaxy

|

<« C 1) @& usegalaxy.org

Type to Search

3 9: FastQC on data 2: Webpage 2019-08-16 04:00
[ & FastQC on data 1: RawData et 2019-08-16 04:00
[ 7: FastQC on data 1: Webpage html 2019-08-16 04:00

[ 6: SRR6322569_2 fastgsanger.gz 2019-08-16 03:59

[ 5: SRR6322569_1 fastgsanger.gz 2019-08-16 03:59

[ 4: SRRE322567_2 fastgsanger.gz 2019-08-16 03:59
[ 3: SRR6322567_1 fastgsanger.gz 2019-08-16 03:59

[ 2: SRR6322564 2 fastgsanger.gz 2019-08-16 03:59

[M 1: SRR6322564 1 fastgsanger.gz 2019-08-16 03:59

Cancel
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W5-3 : forward{gl SR EDLUT I,

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%

carch tools o ;I'r Y7 Favorite & Versions = Options ' carch datasets o

mmomatic flexible read trimming tool for llumina
GENOMIC FILE MANIPULATION -
NGS data (Galaxy Version 0.36.6) GS5E107337_3samples

FASTA/FASTQ 18 shown

Single-end or paired-end reads?

FASTQ Quality Control 516 GE Y
FastQC Read Quality reports Paired-end (two separate input files) M
Trimmomatic flexible read trimming Input FASTQ file (R1/first of pair) 18: FastQC on data 6: Raw @ 4 X
tool for lllumina NGS data Data
6: SRRG6322569_2
MultiQC aggregate results from O @ b 5 SRR63225§9_1 =
bicinformatics analyses into a single 4 SR:‘E???SEF_“- 1;: FastQC on data 6: We @ & X
WOaLL f_& e
report 3: SRR6322567_] pag
FASTO Summary Statistics by column 2: SRRB322564 2 16: FastQC on data 5: Raw @ 4" X
1: SRR6322564 1 D
Compute quality statistics 4 ata
Draw nuclectides distribution chart i This is a batch mode 15: FastQC on data 5: We @ & X
| fla < ichs
Draw quality score boxplot IP.th Ihl.d' separate jobs bpage
. will be triggered for each
SAM/BAM dataset selection 14: FastQC on data 4: Raw @ & X
BED ] _ Data
< Input FASTQ file (R2/second of pair) -

< [ gl | 6: SRR6322569 2 * = h
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INRIWE DL TERNCTEE, CATEREL,

W5-4: reversefl

- = O g
https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +
& C {t & usegalaxy.org b :
Tools g 4 Input FASTQ file (R2/second of pair) History <+ 0%
search tools Q O & | 0: SRRG322560 2 A = search datasets [ %
GENOMIC FILE MANIPULATION . o GSE107337_3samples
Perform initial ILLUMIMNACLIP step?
FﬁSTMFﬂSTQ 18 shown
. Yes Mo
FASTQ Quality Control 215 GB v & e
EastQC Read Quality reports Cut adapter and other illumina-specific sequences from
the read
Trimmomatic flexible read trimming ] . . 18:FastQCondata6: Raw @& 4 X
tool for lllumina NGS data Trimmomatic Operation Data
MultiQC aggregate results from 1: Timmomatic Operation
bicinformatics analyses into a single . . . HislEEst i m S @& x
Select Trimmomatic operation to perform bpage
report
FASTC Summary Statistics by column sliding window trimming (SLIDINGWINDOW) v 16: FastQC on data 5: Raw @ 4 X
Compute quality statistics MNumber of bases to average across Data
Draw nuclectides distribution chart A 15: FastQC on data 5: We @ K
Draw quality score boxplot bpage
Average quality required
SAM/BAM 14: FastQC on data 4: Raw @ 4" o
BED 20 Data
< <+ Insert Trimmomatic Operation .
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W5-4: reversefl

(DMultiple datasets,

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

@ usegalaxy.org

Galaxy x +

Inp‘l..’l'e (R2/second of pair)

| £ 4 6: SRR6322560 2
PerTaFm TRt UMINACLIP step?
Yes Mo

Cut adapter and other illumina-specific sequences from

the read

Trimmomatic Operation

1: Timmomatic Operation

Select Trimmomatic operation to perform
Sliding window trimming (SLIDINGWINDOW)

Number of bases to average across

4

Average quality required

20

+ Insert Timmomatic Operation

History

search datasets
GSE107337_3samples
18 chown

2.16 GB

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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WhH-4:r

(DMultiple datasets, @Browse Datasets,

eversefl

https:/fwww.ebi.ac.uk/ena’data

< cC O

Tools i

search tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from

bicinformatics analyses into a single

report

X = Galawy x +

@ usegalaxy.org

Input FASTQ file (R2/second of pair) '
o 0 @ O | 6 SRR6322569.2 =
5: SRR6322569_1
. 4 SRR6322567_2
3: SRR6322567_1
2: SRRG6322564 2
1: SRR6322564 1

L

& This is a batch mode
input field. Separate jobs
will be triggered for each
dataset selection

Perform initial ILLUMIMNACLIP step?

FASTO Summary Statistics by column es Mo

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

Cut adapter and other illumina-specific sequences from
the read

Trimmomatic Operation
1: Timmomatic Operation
Select Trimmomatic operation to perform

Sliding window trimming (SLIDINGWINDOW) v

History

search datasets
GSE107337_3samples
18 chown

2.16 GB

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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AAELTAHW LD [Ereverseffll DFASTQZ 74
IVIED T, OTERIZFEED,

5-4:reversefd|

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy x +

<« C 1) @& usegalaxy.org w -

Type to Search

Label Time

[ 18: FastQC on data & RawData 2019-08-16 04:01
[ 17: FastQC on data & Webpage 2015-08-16 04:01
[ 16: FastQC on data 5: RawData 2019-08-16 04:01
[ 15: FastQC on data 5: Webpage 2019-08-16 04:01
[ 14: FastQC on data 4: RawData 2019-08-16 04:02
[ 13: FastQC on data 4 Webpage 2019-08-16 04:02

[ 12: FastQC on data 3: RawData 2019-08-16 04:00

[ 11: FastQC on data 3: Webpage 2019-08-16 04:00

Cancel m
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5-4:reversefd|

ABDELTHUL LD [EreversefllDFASTQ7 74
DT, OTEIZFEE), BEIE.

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy

<« C 1) @& usegalaxy.org

Type to Search

3 9: FastQC on data 2: Webpage
[ & FastQC on data 1: RawData
[ 7: FastQC on data 1: Webpage
[M 6: SRRE322565_2
[ 5: SRR6322569_1
[ 4: SRRA322567_2
[ 3: SRRG6322567_1
[ 2: SRR&322564 2

[ 1: SRR6322564 1

HAZBEFREDEHE 140

tut

html
fastgsanger.gz
fastgsanger.gz
fastgsanger.gz
fastgsanger.gz
fastgsanger.gz

fastgsanger.gz

2019-08-16 04:00
2019-08-16 04:00
2019-08-16 04:00
2019-08-16 03:59
2019-08-16 03:59
2019-08-16 03:59
2019-08-16 03:59
2019-08-16 03:59

2019-08-16 03:59

Cancel m
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ANELTRAW LD [TreversellDFASTQI 7 A
IWIED T, OTFERIZHEEN, BENE ., reversefill[ZFH
BIADIE. QEARMN) —BDREMN 2E75>TLY
L | BPDIBIEDT,. ThE D) yIL T, B0k,

5-4:reversefd|

1 httpsi/fwww.ebiacuk/ena/data’ X =T Galaxy

<« C 1) @& usegalaxy.org w -

Type to Search

3 9: FastQC on data 2: Webpage 2019-08-16 04:00
[ & FastQC on data 1: RawData et 2019-08-16 04:00
[ 7: FastQC on data 1: Wilbpage html 2019-08-16 04:00
[1 6: SRR6322569_2 fastgsanger.gz 2019-08-16 03:59

[ 5: SRR6322569_1 fastgsanger.gz 2019-08-16 03:59

[1 4: SRR6322567_2 fastgsanger.gz 2019-03-16 03:59

[ 3: SRR6322567_1 fastgsanger.gz 2019-08-16 03:59

[M 2: SRR6322564_2 fastgsanger.gz 2019-08-16 03:59

[ 1: SRR6322564 1 fastgsanger.gz 2019-08-16 03:59

Cancel
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CATRRLIZE S,

W5-4: reversefl

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

@ usegalaxy.org

Galaxy

Input FASTQ file (R2/second of pair)

N £ | 6: SRR6322569 2

3: 5RR6322569 1
4: 5RRB6322567_2
3: SRRE6322567_1
2: 5RRB322564 2
1: SRRE322564 1

L

&t This is a batch mode

input field. Separat
will be triggered fo
dataset selection

Perform initial ILLUMIMNACLIP step?

Cut adapter and other illumina-specific sequences from

Yes Mo

the read

Trimmomatic Operation

1: Timmomatic Operation

e jobs
reach

Select Trimmomatic operation to perform

Sliding window trimming (SLIDINGWINDOW)

History

search datasets
GSE107337_3samples
18 chown

2.16 GB

18: FastQC on data 6: Raw
Data

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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T A T—ZLumina® RNA-seq!) —F %MD T
_ e ¥ DT FTE—EIBFEELT>THLOLM =L
W5'5 . 79 7 Q_Bfﬂé\i o T 74 ILEIEINZZD T, (‘DY:;:?ZEO

= O X

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

LT

<« C {t & usegalaxy.org w

Tools w oL Input FASTQ file (R2/second of pair) History c+D &
earch tools [ b @ [ @ 6:SRR63225692 =y carch datasets o
5:5RR6322569_1
GENOMIC FILE MANIPULATION - 4: SRRB322567 2 GSE107337_3samples
3: SRRG6322567_1
B R 2: SRR6322564 2 e
FASTQ Quality Control 1: 5RR6322564_1 216 GB oo
EastQC Read Quality reports . This is a batch mode
Trimmomatic flexible read trimming input field, Separate jobs 18: FastQC on data 6: Raw @ & X
tool for lllumina NGS data will be triggered for each Data

MultiQC aggregate results from dataset selection

bicinformatics analyses into a single 17: FastQC on data 6: We @ 4 %

report Perform initial ILLUMIMNACLIP step? bpage
FASTO Summary Statistics by column es Mo 16: FastQC on data 5: Raw = @ & X
Data

Compute quality statistics Cut adapter and other illumina-specific sequences from

Draw nucleotides distribution chart the read 15:FastQCondata5: We @ & X
Draw guality score boxplot Trimmomatic Operation bpage
SAM/BAM 1: Timmomatic Operation 14: FastQCon data &: Raw @ & X
BED Select Trimmomatic operation to perform aE
< sliding window trimming (SLIDINGWINDOW) - L
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" A AHT—BEllumina®RNA-seq') —RKED T
: e Y~ I ZDTETE—EFIBRELIToTELLV L
W5'5 . 79 7 9 Bfﬁéxi o T IAILMENCZD T, DYesIZEEH TR

&DIREE,

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

LT

<« C {t & usegalaxy.org w

Tools w L Input FASTQ file (R2/second of pair) History o+ D%
search tools 0 O ] | 6: SRRB6322569_2 = search datasets 0
5:5RR6322569_1
GENOMIC FILE MANIPULATION e 4: SRR6322567_2 GSE1Q?33T_355"TIP|ES
3: SRRG6322567_1
B R 2: SRRG322564 2 e
FASTQ Quality Control 1: 5SRR6322564 1 216 GB oo
EastQC Read Quality reports . This is a batch mode
Trimmomatic flexible read trimming input field, Separate jobs 18: FastQC on data 6: Raw @ & X
tool for lllumina NGS data will be triggered for each Data

MultiQC aggregate results from dataset selection

bicinformatics analyses into a single 17: FastQC on data 6: We @ 4 %

report Perform initial ILLUMIMNACLIP step? bpage
EASTO Summary Statistics by column Yes Mo 16: FastQC ondata5: Raw @ & X
- - Data

Compute quality statistics Cut adapter and other illumina-specific sequences from

Draw nuclectides distribution chart the read 15: FastQC on data 5: We @& & K

Draw guality score boxplot Select standard adapter sequences or provide L

tom?

SAM/BAM custom 14:FastQCondatad:Raw @ & X
BED Standard - Data

Adapter sequences to use
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" A AFT—ABElumina®RNA-seq') —R 2D T
: e Y~ I ZDTETE—EFIBRELIToTELLV L
W5'5 . 79 7 9 Bfﬁéxi o T IAILMENCZD T, DYesIZEEH  EH

#ZORE, DN LEEIZKB KIS, DLR—D
TERIZFE &)

= C {t & usegalaxy.org _

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

[ Using 0%
Tools i Perform initial ILLUMINACLIP step? - History o+ MG
search tools 0 = = search datasets 0
GENOMIC FILE MANIPULATION . EIL; ?:Li::_-g and other illumina-specific sequences from GSE107337_3samples
FASTA/FASTQ 18 shown
. Select standard adapter sequences or provide

FASTQ Quality Control custom? 515 GB Y

EastQC Read Quality reports

Standard v
Trimmomatic flexible read trimming 18: FastQC on data 6: Raw @ & X
tool for lllumina NGS data Data
Adapter sequences to use

MultiQC aggregate results from

bioinfarmatics analyses into a single TruSeqg2 (single-ended, for lllumina GAll) - 17: FastQC on data 6: We @ 4 X

report bpage

FASTO Summary Statistics by column Maximum mismatch count which will still allow a 16: FastQC on data 5: Raw @ 4 X

Compute quality statistics full match to be performed Data

Draw nucleotides distribution chart 2 15:FastQCondata5:We @ & X

Draw quality score boxplot bpage

How accurate the match between the two 'adapter
SAM/BAM ligated' reads must be for PE palindrome read 14: FastQCon datad: Raw @ 4" X
BED alignment Data
(' T T 30
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" 732 T3—BE DT I+ ILEEDsingle—end D

W5-6: B 5” 72 :.I:EI' II-E TruSeq2|Z%2 TV,

- = O g
https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +
& C {t & usegalaxy.org b :
Tools i Perform initial ILLUMINACLIP step? - History o+ MG
earch tools 0 = = earch datasets 0
GENOMIC FILE MANIPULATION . EIL; Ia:l;;::e and other illumina-specific sequences from GSE107337_3samples
FASTA/FASTQ 18 shown
. Select standard adapter sequences or provide
FASTQ Quality Control custom? 515 GE Y
FastQC Read Quality reporis
=" s Standard v
Trimmomatic flexible read trimming 18: FastQC on data 6: Raw @ & X
tool for lllumina NGS data Data
Adapter sequences to use
MultiQC aggregate results from
bicinformatics analyses into a single TruSeq2 (single-ended, for lllumina GAIl) v 17:FastQCondatab: We @ & X
report bpage
FASTO Summary Statistics by column Maximum mismatch count which will still allow a 16: FastQC on data 5: Raw @ 4 X
Compute quality statistics full match to be performed Data
Draw nucleotides distribution chart 2 15:FastQCondata5:We @ & X
Draw guality score boxplot bpage
How accurate the match between the two 'adapter
SAM/BAM ligated' reads must be for PE palindrome read 14: FastQCon datad: Raw @ 4" X
BED alignment Data
< T 30
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= TR TRI—BRH DT IAILEEDsingle—end D
W5 6 ] @E ﬁlj % j:l:, = TruSeq2|Z7E> TS, AAT—RIIMiSeqdD
= . H J:E paired—endf=&E M2 TLVSD T, QFEIR,

= O X

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools i Perform initial ILLUMINACLIP step? History o+ MG
search tools 0 = = search datasets 0
GENOMIC FILE MANIPULATION . EIL; ?:Li::_-g and other illumina-specific sequences from GSE107337_3samples
FASTA/FASTQ , 18 shown
. Select standard adapter sequences or provide
FASTQ Quality Control custom? 515 GB Y
EastQC Read Quality reports
Standard v
Trimmomatic flexible read trimming 18: FastQC on data 6: Raw @ & X
tool for lllumina NGS data Data
Adapter sequences to use
MultiQC aggregate results from
bioinfarmatics analyses into a single TruSeqg2 (single-ended, for lllumina GAll) - 17: FastQC on data 6: We @ 4 X
bpage
report
P | Q
FASTO Summary Statistics by column M 16: FastQC on data 5: Raw @ 4 X
fu TruSeg2 (single-ended, for lllumina GAII) Data

Compute quality statistics
| TruSeg3 (single-ended, for MiSeq and HiSeq)

Draw nucleotides distribution chart ' 15: FastQC on data 5: We
TruSeqz2 (paired-ended, for lllumina GAII) bpage = 2 %

Draw quality score boxplot

H TruSeq3 (paired-ended, for MiSeq and HiSeq)
SAM/BEAM . . .
: li¢ 1ruseq3 (additional seqs) (paired-ended, for 1D4. FastQCondata 4:Raw (@ & X
BED al psiseq and Hiseq) ata
(' T T | Mextera (paired-ended)
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T

fdata

W56 «‘ﬁﬁE

https:/fwww.ebiac.uk/ena = Galaxy

x|+

~

vav

AR, DENAIZE->TWLWVET , @lllumina
MiSeq® . @paired—-endT—R T, HlZ XD
DI FfZFkHDHE, 13—
IhYEEANTruSeghh ALV TLNSZ &
NhHhhYxEd,

BESZFETIE

& ﬂ @ European Bioinformatics Institute [GB] | ebi.ac.uk/ena/data/view __
PRINA419802 SAMMNOS09S215 SRS2714083 SRX3422362 SRR6322563 568703 Lactobacillus Illumina PAIRED File1 Filel -
rhamnosus  MiSeq File2  File2
56
PRINA419802 SAMMN0S098214 SRS2714082 SR¥3422363 SRR6322564 568703 Lactobacillus Illumina PAIRED Filel Filel
rhamnosus  MiSeq File2  File 2
GG
PRINA419802 SAMMNOS098213 SRS2714084 SR¥3422364 SRR6322565 568703 Lactobacillus Illumina PAIRED File1 File 1
rhamnosus  MiSeq File2 File2
GG
PRINA410802 SAMMOS098212 SRS2714085 SRX3422365 SRR6322566 568703 Lactobacillus Illumina PAIRED Filel Filel
rhamnosus  MiSeq
GG
PRINA419802 SAMMNOS09S211 SRS2714086 SR¥3422366 SRR6322567 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq File 2 File 2
PRINA419802 SAMMNOS098210 SRS2714087 SR¥3422367 SRR6322568 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeg File 2 File2
PRINA410802 SAMMOB8028218 SRS2714088 SRX3422368 SRR6322569 568703 Lactobacillus Illumina PAIRED File1 Filel
rhamnosus  MiSeq Fle2 File2
GG
PRINA410802 SAMMNOS098217 SRS2714080 SRX¥3422360 SRR6322570 568703 Lactobacillus Illumina
MiSeq
BAIBEFSEOESHF14[H 92




W5-6: B2 5| 25 TE

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
search tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot
SAM/BAM
BED

@ usegalaxy.org

Galaxy x +

Perform initial ILLUMINACLIP step?

Yes No

Cut adapter and other illumina-specific sequences from

the read

Select standard adapter sequences or provide

custom?

Standard

Adapter sequences to use

Truseq3 (paired-ended, for MiSeq and HiSeq)

Maximum mismatch count which will still allow a

full match to be performed

2

How accurate the match between the two 'adapter
ligated' reads must be for PE palindrome read

alignment

30

DOEZELBEIN-CEXTHER, =EMBEELT
. ENFEIRLTUOIUWLWDDY DO MU DR BI5E

NopYET, LML, EYH AT TrimmomaticZ
PO THFERZE. ©O—EFastQCITAIT T,
|METAITI—EIFRENITHNTLONILE
AL IERBELZWNEIS T,

History c+MD
search datasets 0
GSE107337_3samples
8 shown

2.16 GB X
18: FastQC on data 6: Raw @ 4" X
Data

- 17: FastQC on data 6: We @ & R
bpage
16: FastQC on data 5: Raw @ 4" X
Data
15: FastQC on data 5: We @ K
bpage
14: FastQC on data 4: Raw @ 4" o
Data

BARIBEFSEDES F14/0
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BYDA T avIdBIcEEES . DTS

"
BBLT. QFT.

W5-7: ZE1T

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

< cC O

8 usegalaxy.org w

LT

<

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

F

Average quality required

20

+ Insert Timmomatic Cperation
Qutput trimlog file?
s No

(-trimlog)

Output trimmomatic log messages?

Yes No

these are the messages written to stderr (eg. for use in
MultiQo)

© What it does

Trimmamatic performs a variety of useful trimming tasks
forillumina paired-end and single ended data.

This tool allows the following trimming steps to be

narfrrmmar

History

search datasets
GSE107337_3samples
18 chown

2.16 GB

18: FastQC on data 6: Raw
ta

17: FastQC on data 6: We
bpage

16: FastQC on data 5: Raw
Data

15: FastQC on data 5: We
bpage

14: FastQC on data 4: Raw
Data

Yee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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W5-8: E1TH

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

Tools w X
earch tools 0

GENOMIC FILE MANIPULATION
FASTA/FASTQ

FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

It produces 12 outputs:

30: Trimmomatic on SRRE322569 2
(R2 unpaired)

29: Trimmomatic on SRR6322569 1
(R1 unpaired)

28: Trimmomatic on SRR6322569 2
(R2 paired)

You can check the status of queued jobs and
view the resulting data by refreshing the
History panel. When the job has been run
the status will change from 'running’' to
finished" if completed successfully or ‘error’
if problems were encountered.

History
earch datasets

GSE107337_3samples

(@ 30: Trimmomatic on 5
RR6322569 2 (R2 unpaire
d)

@ 29: Timmomatic on 5
RRE6322569_1 (R1 unpaire
d)

@ 28: Trimmomaticon S
RR6322569 2 (R2 paired)

@ 27: Trimmomaticon 5
RR6322569_1 (R1 paired)

(@) 26: Trimmomatic on 5

=

¥ee
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W5-8: E1TH

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

@ usegalaxy.org

Executed Trimmomatic and successfully
added 3 jobs to the gueus.

The tool uses & inputs:

6: SRR6322569 2

5: SRRE6322569 1

4: SRRE322567 2

It produces 12 outputs:

30: Trimmomatic on SRR6322569 2
(R2 unpaired)

29: Trimmomatic on SRR6322569 1
(R1 unpaired)

History
earch datasets

GSE107337_3samples

*s 30: Trimmomatic on §
RR6322569 2 (R2 unpaire
d)

's 29: Trimmomatic on S
RR6322568_1 (R1 unpaire
d)

"% 28: Trimmomatic on S
RR6322569 2 (R2 paired)

'3 27: Trimmomatic on §
RR6322569_1 (R1 paired)

26: Trimmomatic on SRR&

=

¥ee

@ ¢ X

@ 4 X

@ & X

@ & X

@ &SR
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W5-9: 1758 T

BEFETTETLIEESTT, COESITH104
MY FELE, DY A XH3.47 GBIZHE Z TLY
x93 13,

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

<

@ usegalaxy.org

= | *
x +
w B :
History c+MD
Executed Trimmomatic and successfully
added 3 jobs to the gueus. earch datasets [ )
The tool uses & inputs: GSE107337_3samples
30 shown
6: SRR6322569 2
- 3.47 GB Ol X
5: SRR6322569 1
- 30: Trimmomaticon 5SRR6E @ & X
322569 2 (R2 unpaired)
4: SRR6322567_2
- 29: TrimmomaticonSRRE @& 7 o
322569_1 (R1 unpaired)
28: Trimmomaticon SRRE @ & o
322569 _2 (R2 paired)
It produces 12 outputs:
27: Trimmomaticon SRREé @ 4" X
30: Trimmomatic on SRR6322569 2 322569_1 (R1 paired)
(R2 unpaired) . )
26: Trimmomaticon SRRE @& & o
322567 _2 (R2 unpaired)
29: Trimmomatic on SRR6322569 1 h
(R1 unpaired) -
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W5-10: R 5

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

@ usegalaxy.org

Galaxy

M Trimmomatic® A A, EXRJ—1M560)
FASTQZ74 )L, @QH HFEH12{E, EXR)—
19M530[2HHLET,

o Executed Trimmomatic and successfully

added 3 jobs to the gueus.

The tool uses & inputs: ")

6: SRR6322569 2

5: SRRE6322569 1

4: SRRE6322567 2

It produces 12 outputs:

30: Trimmomatic on SRR6322569 2
(R2 unpaired)

29: Trimmomatic on SRR6322569 1
(R1 unpaired)

History
earch datasets

GSE107337_3samples

30: Trimmomatic on SRRé&
322569 2 (R2 unpaired)

29: Trimmomatic on SRR&
322569_1 (R1 unpaired)

28: Trimmomatic on SRR&
322569 _2 (R2 paired)

27: Trimmomatic on SRR&
322569 _1 (R1 paired)

26: Trimmomatic on SRRé&
322567 _2 (R2 unpaired)

Yee

@ ¢ X

@ & X

@ & X

@ & X

@ & X

HAZBEFREDEHE 140
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W5-10: fZ 5

51z [X. DSRR6322569M A A lFTERAR)—5&
6. D AIFERR)—27H530, ZDIE. F
DEOEWMIZAVWAIDITERE. QRT7TTE=E

<

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools Y
search tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

Galaxy

<« I ROz )—F Bl HERR)—27£28DT—%4
> unpaired ClZZi<pairedD [FHT=&LVD T ¢,

History c+MD
o Executed Trimmomatic and successfully
added 3 jobs to the queue. search datasets [ %
The tool uses & inputs: GSE107337_3samples
0 shown
6: SRR6322569 2
- 3.47 GB Yoo

5: SRRE6322569 1

30: Trimmomaticon 5SRRE | @ & X
322569 2 (R2 unpaired)

4: SRR6322567_2
- 29: Trimmomatic on SRR6 & "

322569_1 (R1 unpaired)

28: Trimmomatic on SRRE S "

322569 2 (R2 paired)
It produces 12 outputs:

27: Trimmomaticon SRR6 | @& & o

30: Trimmomatic on SRR6322569 2 322569 1 (R1 paired)
(R2 unpaired)

26: Trimmomaticon SRRE @& & o
322567 _2 (R2 unpaired)

29: Trimmomatic on SRR6322569 1 h
(R1 unpaired) -
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W7: 4/ LERHIANDTVE % (Bowtie2)
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N _ TrimmomaticEITIER DX LM ZHEFRIT L
. BEOFastQC%EIT, F11EDOWI3E/Y(E
Wo6-1: FastQC S e

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w B

LT

Tools w oL History o+ M=%
Executed Trimmomatic and successfully
earch tools [ added 3 jobs to the queue. earch datasets [ x)
GENOMIC FILE MANIPULATION - The tool uses 6 inputs: GSE107337_3samples
FﬁSTMFﬂSTQ 30 shown
FASTQ Quality Control R 547 GB A Y
EastQC Read Quality reports
Trimmomatic flexible read trimn¥ng 5: SRR6322569 1 30: Timmomaticon SRR6 @ & X
tool for lllumina MNGS data 322569 2 (R2 unpaired)
MultiQC aggregate results from 4: SRR6322567 2 i .
bicinformatics analyses into a single 29: Trimmomatic D'_" SRRé @ & X
report 322569_1 (R1 unpaired)
FASTO Summary Statistics by column 28: Trimmomaticon SRRE @ & X
Compute quality statistics 322569 _2 (R2 paired)
; It produces 12 outputs:
Draw nucleotides distribution chart 27: Trimmomaticon SRR6 @ & X
Draw quality score boxplot 30: Trimmomatic on SRR6322569_2 322569_1 (R1 paired)
(R2 unpaired)
SAM/BAM P 26: Trimmomaticon SRR6E @ & o
BED 322567 _2 (R2 unpaired)
e h 29: Trimmomatic on SRR6322569 1 h
£ (R1 unpaired) -
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CATRRLIZE S,

W6-1: FastQC

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
search tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

@ usegalaxy.org

Galaxy x +

Fa

7 Favorite & Versions = Options
st
QC Read Quality reports {Galaxy Version
0.72 +galaxy1)

Short read data from your current history
O | 30: Trimmomatic - =
Contaminant list

O | Mo tabular dataset - =

tab delimited file with 2 columns: name and sequence. For

example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Adapter list

A & | Mo tabular dataset - =

list of adapters adapter sequences which will be explicity
searched against the library. tab delimited file with 2
columns: name and seguence. {--adapters)

Submodule and Limit specifing file

1 & i Mothing selected - =

History
search datasets

GSE107337_3samples

30 shown

347 GB

30: Trimmomatic on SRRé&
322569 2 (R2 unpaired)

29: Trimmomatic on SRR&
322569_1 (R1 unpaired)

28: Trimmomatic on SRR&
322569 _2 (R2 paired)

27: Trimmomatic on SRR&
322569 _1 (R1 paired)

26: Trimmomatic on SRRé&
322567 _2 (R2 unpaired)

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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Z AR 12754 . DMultiple datasets,

W6-2: 22 {E 15 E

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

<

ot 7 Favorite & Versions = Options
QC Read Quality reports {Galaxy Version
0.72 +galaxy1)
Shd’ from your current history
[ | 30: Trimmomatic - =
O | Mo tabular dataset - =

tab delimited file with 2 columns: name and sequence. For

example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Adapter list

A & | Mo tabular dataset - =

list of adapters adapter sequences which will be explicity
searched against the library. tab delimited file with 2
columns: name and seguence. {--adapters)

Submodule and Limit specifing file

1 & i Mothing selected - =

History
search datasets

GSE107337_3samples

30 shown

347 GB

30: Trimmomatic on SRRé&
322569 2 (R2 unpaired)

29: Trimmomatic on SRR&
322569_1 (R1 unpaired)

28: Trimmomatic on SRR&
322569 _2 (R2 paired)

27: Trimmomatic on SRR&
322569 _1 (R1 paired)

26: Trimmomatic on SRRé&
322567 _2 (R2 unpaired)

=

Yee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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W6-2: 22 {E 15 E

ZATERELIZ7: D . DMultiple datasets, @)
Browse Datasets,

<

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

History c+MD
Fa . - :
i1 F t Vi * Opt
ot avorte & Versions ptions cearch datasets o
QC Read Quality reports {Galaxy Version
0.72+galaxy1) GSE107337_3samples
30 shown
Short read data from your current history '
3.47 GB ~®®
0O A i 30: Trimmomatic on SR B
29: Trimmomatic on SR
Ei T’imml:-m '.:C sl Browse Datasets 30: Trimmomatic on SRR6 a f x
=7 Timmematic on SR 322569 2 (R2 unpaired)
26: Tnmmomatic on 5k
2a: Tmmomatic an SR gy 29: Timmomaticon SRR6 @ & X
24 Timmomalic on 58 322569_1 (R1 unpaired)
& This is a batch mode
input field. Separate jobs 28: Trimmomaticon SRRE @ & X
will be triggerad for each 322569 _2 (R2 paired)
dataset selection
Contaminant list 27: Trimmomaticon SRREé @ 4" X
322569 1 (R1 paired)
O | Mo tabular dataset - =
26: Trimmomaticon SRRE @& & o
tab delimited file with 2 columns: name and sequence. For 322567 _2 (R2 unpaired)

example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

.
=
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ZATERELIZ7 D . DMultiple datasets, @)

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy

<« C 1) @& usegalaxy.org

Type to Search

Label

[ 30: Trimmomatic on SRRE322569_2 (R2 unpairad)
[ 29 Trimmomatic on SRR6322569_1 (R1 unpaired)
[ 28: Trimmomatic on SRRG6322569_2 (R2 paired)
[ 27: Trimmomatic on SRRE322569_1 (R1 paired)
[ 26: Trimmomatic on SRRE322567_2 (R2 unpaired)
[ 25: Trimmomatic on SRR6322567_1 (R1 unpaired)

[ 24: Trimmaomatic on SRRG6322567_2 (R2 paired)

[ 23: Trimmomatic on SRRE322567_1 (R1 paired)

HAZBEFREDEHE 140

DHIEDT: -

Browse Datasets, CAHERUCIZHE S, EITLT:
LND (X TrimmomaticZE 1T MDpairedD T —43

Details Time

fastgsanger.gz 2019-08-16 07:34
fastgsanger.gz 2019-08-16 07:24
fastgsanger.gz 2019-08-16 07:34
fastgsanger.gz 2019-08-16 07:34
fastgsanger.gz 2019-08-16 07:30
fastgsanger.gz 2019-08-16 07:20
fastgsanger.gz 2019-08-18 07:30

fastgsanger.gz 2019-08-16 07:30

Cancel m
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ZATERELIZ7 D . DMultiple datasets, @)
Browse Datasets, Cc AL IZHE 5, EfTLT=
LD [E TrimmomaticZE{T1& DpairedD T —4
0 hitpsy/fwww.ebiacuk/ena/data’ X T Galaxy x + G)Jj‘tﬂt@-@\ ®:hb49&".

<« C 1) @& usegalaxy.org w -

Type to Search

Label Details Time

[ 30: Trimmomatic on SRRE322569_2 (R2 unpairad) fastgsanger.gz 2019-08-16 07:34
[ 29 Trimmomatic on SRR6322569_1 (R1 unpaired) fastgsanger.gz 2015-08-16 07:34
[ 28: Timmomatic on SRR6322569_2 (R2 paired) fastgsanger.gz 2019-08-16 07:34
[ 27: Timmomatic on SRRE322569_1 (R1 paired) fastgsanger.gz 2019-08-16 07:34
[ 26: Trimmomatic on SRRE322567_2 (R2 unpaired) fastgsanger.gz 2019-08-16 07:30

[ 25: Trimmomatic on SRR6322567_1 (R1 unpaired) fastgsanger.gz 2019-08-16 07:30

[ 24: Timmomatic on SRR6322567_2 (R2 paired) T fastgsanger.gz 2019-08-16 O7:30

[1 23: Timmomatic on SRRE322567_1 (R1 paired) fastgsanger.gz 2019-08-16 07:30

Cancel Ok
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—ATERECIZ7E 5, DMultiple datasets, (2
Browse Datasets, CAERLIZHE S, E1T
LAD [E TrimmomaticZE4T1& Dpaired DT

0 httpsi//www.ebiacuk/ena/data’. X T Galay

< cC O

BAILEE

[ PA— o
= n:t.\

@ usegalaxy.org

Type to Search

|9 28: Trimmomatic on SRR6322569_2 (R2 paired)
[ 27: Trimmomatic on SRR6322569_1 (R1 paired)
[ 26: Trimmomatic on SRRE322567_2 (R2 unpairad)
[ 25: Trimmomatic on SRR6322567_1 (R1 unpaired)
[ 24: Timmomatic on SRR6322567_2 (R2 paired)
[ 23: Trimmomatic on SRR6322567_1 (R1 paired)
[ 22: Trimmomatic on SRRE322564 2 (R2 unpairad)

[ 21: Trimmomatic on SRR6322564_1 (R1 unpaired)

[ 20: Timmomatic on SRR6322564_2 (R2 paired) 1

L7-
—4A

DHEDT, DSnbdDE, QDL TIZFEEIL

T. Q% YD22EZERLT, @O0k,

fastgsanger.gz 2019-08-16 07:34
fastgsanger.gz 2019-08-16 07:34
fastgsanger.gz 2019-08-16 07:30
fastgsanger.gz 2019-08-16 07:30
fastgsanger.gz 2019-08-16 07:30
fastgsanger.gz 2019-08-16 07:30
fastgsanger.gz 2019-08-16 07:29
fastgsanger.gz 2019-08-16 07:29

fastgsanger.gz 2019-08-16 07:29

[ 19: Trimmomatic on SRR6322564_1 (R1 paired)

fastgsanger.gz 2019-08-16 07:29

DES,E 14[0]

Cancel
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S
W6-3:FastQC3E1T

79,

CAERELIZH D, DTSRI EIL T, ETRE%

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute guality statistics

Draw nucleotides distribution chart

Draw guality score boxplot
SAM/BAM
BED

@ usegalaxy.org

Galaxy x +

Fa

7 Favorite & Versions = Options

History

st ' earch datasets

QC Read Quality reports {Galaxy Version
0.72 +galaxy1)

Short read data from your current history

O e o 25: Trimmomatic on SR - =
24: Trimmomatic on SR
23: Trimmomatic on SR
22: Trimmomatic on SR
21: Trimmomatic on SR
20: Trimmomatic on SR
19: Trimmomatic on 5K =

& This is a batch mode
input field. Separate jobs
will be triggerad for each
dataset selection

Contaminant list

O | Mo tabular dataset - =

tab delimited file with 2 columns: name and sequence. For

example: llumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

GSE107337_3samples

30: Trimmomatic on SRRé&
322569 2 (R2 unpaired)

29: Trimmomatic on SRR&
322569_1 (R1 unpaired)

28: Trimmomatic on SRR&
322569 _2 (R2 paired)

27: Trimmomatic on SRR&
322569 _1 (R1 paired)

26: Trimmomatic on SRRé&
322567 _2 (R2 unpaired)

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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S CARRLCICES, OTFBISHBEIL T, RITREV%E

W6-3 : Fasthg"é /i. %9, @Execute,

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools X
search tools
GEMOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

Galaxy x +

.
=

Lower limit on the length of the sequence to be shown - History s Bk
in the report

search datasets 0

GSE107337_3samples

As lang as you set this to 3 value greater or equal to your
longest read length then this will be the sequence length 30 shown
used to create your read groups. This can be useful for

e . . . 3.47 GB Yoo
making directly comaparable statistics from datasets with
somewhat vanable read lengths. {--min_length)

length of Kmer to look for 'ﬂ: Trimmomatic on SRRE @& 4 X
322569 2 (R2 unpaired)

29: Trimmomaticon SRRE @ 4

note: the Kmer test is disabled and needs to be enabled 322569 1 (R1 unpaired)

using a custom Submodule and limits file {--kmers)

28: Trimmomaticon SRR6 @ 4
322569 _2 (R2 paired)

27: Trimmomaticon SRREé @ 4" X
322569 1 (R1 paired)

L3 ] Purpose

FastQC aims to provide a simple way to do some quality

contral checks on raw seguence data coming from high
throughput sequencing pipelines. It provides a set of

analyses which you can use to get a quick impression of
whether vour data has any problems of which vou should h

26: Trimmomaticon SRRE @& & o
322567 _2 (R2 unpaired)

HAZBEFREDEHE 140

109



A
I
B

W6-4: E1TH

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

GENOMIC FILE MANIPULATION

FASTA/FASTQ
FASTQ Quality Control
FastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

<

Tools w X
earch tools 0

Executed FastQC and successfully added &
jobs to the queue.

The tool uses & inputs:

28: Trimmomatic on SRR6322569 2
(R2 paired)

27: Trimmomatic on SRR6322569 1
(R1 paired)

24: Trimmomatic on SRR6322567 2
(R2 paired)

It produces 12 outputs:

42: FastQC on data 28: RawData

History
earch datasets

GSE107337_3samples

(@ 42:FastQC on data 2
8: RawData

(@ 41:FastQC on data 2
8: Webpage

(@ 40: FastQC on data 2
7: RawData

(@ 39:FastQC on data 2
T: Webpage

(@ 38: FastQC on data 2
4: RawData

=

¥ee
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W6-5:E1T58 T

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools Y
earch tools
GENOMIC FILE MANIPULATION
FASTA/FASTQ
FASTQ Quality Control
EastQC Read Quality reports

Trimmomatic flexible read trimming
tool for lllumina NGS data

MultiQC aggregate results from
bicinformatics analyses into a single
report

FASTO Summary Statistics by column

Compute quality statistics

Draw nucleotides distribution chart

Draw quality score boxplot

SAM/BAM
BED

@ usegalaxy.org

Executed FastQC and successfully added &
jobs to the queue.

The tool uses & inputs:

28: Trimmomatic on SRR6322569 2
(R2 paired)

27: Trimmomatic on SRR6322569 1
(R1 paired)

24: Trimmomatic on SRR6322567 2
(R2 paired)

It produces 12 outputs:

42: FastQC on data 28: RawData

History
earch datasets

GSE107337_3samples

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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= . W4-7ERERED FIET. DhtmlERTE, O)h ) 4

W6-6: htmlZ R F o

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy ¥ +

< C {t & usegalaxy.gms #

LT

Tools w oL History o+ M=%
Executed FastQC and successfully added &
earch tools [ jobs to the queue. earch datasets [ x)
GENOMIC FILE MANIPULATION - The tool uses 6 inputs: GSE107337_3samples
FASTA/FASTQ 42 shown
FASTQ Quality Control 28: Tril:nmomati-: on SRR6322569 2 348 GB ~ % ®
(R2 paired)
EastQC Read Quality reports
Trimmomatic flexible read trimming ) . 42:FastQCondata28:Ra @ & X
tool for lllumina NGS data 27: Trimmomatic on SRR6322569 1 wData
(R1 paired)
MultiQC aggregate results from
bicinformatics analyses into a single 41: FastQC on data 28: W & X
report 24: Trimmomatic on SRR6322567_2 ebpage
FASTQ Summary Statistics by column (R2 paired) 40:FastQCondata27:Ra @ & X
Compute quality statistics wData
Draw nucleotides distribution chart 39: FastQC on data 27: W &S x
Draw guality score boxplot ebpage
It produces 12 outputs:
SAM/BAM 38:FastQCondata2d:Ra @ 4" o
BED 42: FastQC on data 28: RawData wData
< -
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W5: A1) 743> FA—)L (Trimmomatic)
W6: A )T14Fx v (FastQC)
W7:45/ LEEHI~D<VE > (Bowtie2)
W8 : 1 > MEHREN#F (htseg—count)
W9 : A MEERD EFE (Column join)
W10: AT —2DEIEITHIDITHIZDOLNT
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W7-1:Bowtie2

XlE. Bowtie27 AU S LERALNTYYEVS , DY
— JLEIR/ARILTERIZFEENL T. @Mapping,

https://www.ebi.ac.uk/ena/data; X

C {0

# usegalaxy.org

Variant Calling
ChiP-seq

RNA-seq

Multiple Alignments
Phenotype Association
Regional Variation
STR-FM: Microsatellite Analysis
Motif

Chromosome Conformation

METAGENOMICS v
<

Gataxy

GENOMICS ANALYSIS < Gaia art here or CoNsuit our help resources. Yo
can install your own Galaxy by following the tutc
Assembly oA LN ? -k
: and choose from thousands of tools from the Toc
Annotation )
Mapping

= GalaxyHelp
Got Questions?

bet finswers.

help.galaxyproject.org

Tweets by @galaxyproject (]

42: FastQC on data 28: Ra
wData

41: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQCon data 27: W
ebpage

38: FastQC on data 24: Ra
wData

@ 4 X

@ & X
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" S RiE, Bowtie2 I 055 LERNTIVELY , DY

_ . — JLER/SNRILTERIZFEEFL T. @Mapping, B
W7-1:Bowtie2 sontica.

https:/fwww.ebi.ac.uk/ena/data’. X & Galaxy x +

<« C {t & usegalaxy.org w B

Tools w oL History o+ 0%
Galaxy is an open source, web-based platform fo
arch tools ©)  4ata intensive biomedical research. If you are new to sarch datasets O
GENOMICS ANALYSIS ~  (alaxy start here or consult our help resources. You GSE107337_3samples
Assembly can install your own Galaxy by following the tutoria P
. and choose from thousands of tocls from the Too
Annotation ) ’ ’ ’ ) 3.48 GB Yoo
Mapping -
Bowtie? - map reads against reference 42:FastQCondata28:Ra @ 4 X
genome wData

LASTZ : align long sequences

- Galaxy He'p 41:FastQCondata 28: W @ 4 %
Got Questions? o

LASTZ D : estimate substitution scores
matrix
40: FastQCon data 27:Ra @ 4 X

Map with BWaA-MEM - map medium
- . P wData

and long reads {> 100 bp) against

bet fAinswers.

reference genome 39:FastQCondata 2T W @ & X

Map with BWA - map short reads (< hel p.ga la Xyp rgj lafelde ebpage

100 bp) against reference genome

38: FastQC on data 24: Ra A

STAR-Fusion detect fusion genes in
- = wData

RMNA-Seq data
https:/fusegalaxy.org/tool_runner?tool_id=toolshed.g2.bx.psu.edu?2Freposi2Fdevteam2Fbowtie2 %2 Fbowtie2%62F2.3.4.2 | -
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" A RIZ. Bowtie2 TOS S LERNTIVELS , DY
] . — JLZER/SRILTERIZFEEL T, @Mapping, @
W7_1 . BOWtIeZ Bowtie2, CATRRLIZH S,

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

LT

<« C {t & usegalaxy.org w

Tools w oL History o+ M=%
search tools 0 5 OB & Versions ¥ Options search datasets 0
. wtie2 - map reads against reference genome
GENOMICS ANALYSIS (Galaxy Version 2.3.4.2) GSE107337_3samples
Assembly 42 shown
. Is this single or paired library
Annotation 3.48 GB Yee
Mapping Single-end v
Bowtie? - map reads against reference FASTA/Q file 42:FastQCondata28:Ra @ 4 X
genome : wData

| 1 I 30: Trimmomatic - =

LASTZ : align long sequences . .
Must be of datatype "fastgsanger” or “fasta” 41: FastQC on data 28: W @ 4 %

LASTZ D : estimate substitution scores ebpage
matrix Write unaligned reads (in fastq format) to separate
file(s) . .
Map with BWA-MEM - map medium 4?:; F:stQC ondatali:Ra @& X
and long reads {> 100 bp) against Yas Mo wiasa
reference genome . .
) --un/--un-conc (possibly with -gz or -bz2); This triggers 39: FastQC on data 27: W @ & X
MMap with BWA - map short reads (< --un parameter for single reads and --un-conc for ebpage
100 bp) against reference genome paired reads
_ _ _ o 38: FastQCondata24:Ra @ &
STAR-Fusion detect fusion genes in Write aligned reads (in fastq format) to separate wData
RMNA-Seq data file(s)
< Yes No hd
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T 74L& Single—end’Z D T+,

W7-2: 473>

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools w
search tools

GENOMICS ANALYSIS

Assembly

Annotation

Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy x +

B
o
wtie2 - map reads against reference genome
(Galaxy Version 2.3.4.2)

7 Favorite & Versions = Options

Is this single or paired library

Single-end v
FASTA/Q file
| 1 I 30: Trimmomatic - =

Must be of datatype "fastgsanger” or “fasta”
Write unaligned reads (in fastq format) to separate
file(s)

Yes Mo

--un/--un-conc (possibly with -gz or -bz2); This triggers
--un parameter for single reads and --un-conc for
paired reads

Write aligned reads (in fastq format) to separate
file(s)

Yes Mo

History

search datasets
GSE107337_3samples
42 shown

348 GE

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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] _ T 74 )L Single—end?i D T---@)Paired—end|Z

W7-2: 473>

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

GENOMICS ANALYSIS

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

<

Tools i

search tools 0

Galaxy x +

B
o
wtie2 - map reads against reference genome
(Galaxy Version 2.3.4.2)

Y7 Favorite & Versions = Options

Is this single or paired library

Single-end v

Single-end

Faired-end Dataset Collection

Paired-end data from single interleaved dataset

Yes Mo

--un/--un-conc (possibly with -gz or -bz2); This triggers
--un parameter for single reads and --un-conc for
paired reads

Write aligned reads (in fastq format) to separate
file(s)

Yes Mo

History

search datasets
GSE107337_3samples
42 shown

348 GB

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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| _ DT ZA L& Single—end?E D T---(@)Paired—end|Z

W7-2: 4T3 5 o

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
search tools 0 5 Sl & Versions ¥ Options search datasets 0
. wtie2 - map reads against reference genome
GENOMICS ANALYSIS (Galaxy Version 2.3.4.2) GSE107337_3samples
Assembly 42 shown
. Is this single or paired library
Annotation 3.48 GB g oY
Mapping Paired-end -
Bowtie2 - map reads against reference FASTA/Q file #1 42: FastQC on data 28: Ra @ & R
genome wData

ion | O g O 30: Trimmomatic - =
LASTZ : align long sequences 41: FastQC on data 28: W @ & X

Must be of datatype "fastgsanger”or "fasta” ebpage

LASTZ [ : estimate substitution scores

matrix FASTA/Q file #2
Map with BWA-MEM - map medium

40: FastQCon data 27:Ra @& & X

and long reads {> 100 bp) against O @ O 20: Trimmomatic M = wData

reference genome Must be of datatype "fastgsanger”or "fasta” 39: FastQCondata 2T:W @ & X

Map with BWA - map short reads (= . . . ebpage

100 bp) against reference genome ‘;:";“rl{i:e}| unaligned reads (in fastq format) to separate

lleis 38: FastQC on data 24: Ra

STAR-Fusion detect fusion genes in st ®F X
wData

RMNA-Seq data Yes Mo

£ --un/--un-conc (possibly with -gz or -bz2): This triggers -
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= MDhpaired—endDforwardfl] (12&) . @hireverse
W7 2 . j_jo: 2N Bl(22H)D)—FIZHHYT BT —FDERN)—F
-£ . /a/ SEHRETHESALD T, 121285 TL,

= O X

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
earch tools 0 5 Sl & Versions ¥ Options earch datasets 0
. wtie2 - map reads against reference genome
GENOMICS ANALYSIS (Galaxy Version 2.3.4.2) GSE107337_3samples
Assembly 42 shown
. Is this single or paired library
Annotation 3.48 GB Yee
Mapping Paired-end v
Bowtie2 - map reads against reference FASTA/Q file #1 42: FastQC on data 28: Ra @ & R
genome wData

=+ alian | O 30: Trimmomatic - B
Lelle - g Loigfeas st 41: FastQCon data 28: W @ 4 X

Must be of datatype "fastgsanger”or "fasta” ebpage

LASTZ D : estimate substitution scores

matrix FASTA/Q file #2
Map with BWA-MEM - map medium

40: FastQC on data 27: Ra A

and long reads {> 100 bp) against O @ O 20: Trimmomatic v = wData
reference genome Must be of datatype "fastgsanger”or "fasta” 39: FastQCondata 2T:W @ & X
Map with BWA - map short reads (= . . . ebpage
100 bp) against reference genome ‘;:";“rl{i:e}| unaligned reads (in fastq format) to separate
lleis 38: FastQC on data 24: Ra
STAR-Fusion detect fusion genes in astQC on da ® /X
= wData
RMNA-Seq data Yes Mo
£ --un/--un-conc (possibly with -gz or -bz2): This triggers -
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(DMultiple datasets,

W7-3:forwardfgl

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

GENOMICS ANALYSIS

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

<

Tools i

search tools 0

B
o
wtie2 - map reads against reference genome
(Galaxy Version 2.3.4.2)

+r Favorite &% Versions

Is this single or paired library

Paired-end

.

O g O 30: Trimmomatic -
e “fastgsanger or "fasta”
FASTA/Q file #2

O @& 0O

30: Tnmmomatic -

Must be of datatype "fastgsanger”or "fasta”

Write unaligned reads (in fastq format) to separate

file(s)

Yes Mo

--un/--un-conc (possibly with -gz or -bz2): This triggers

= Options

-

.
=

History c+MD
search datasets 0

GSE107337_3samples

42 shown

3.48 GB Yoo

42:FastQCondata28:Ra @ 4 X
wData

41:FastQCondata 286: W @& & X
ebpage

40: FastQCon data 27:Ra @& & X
wData

39: FastQC on data 27: W @ K
ebpage

38: FastQC on data 24: Ra A
wData
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(DMultiple datasets, @Browse Datasets,

W7-3:forwardfgl

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools w
search tools

GENOMICS ANALYSIS

Assembly

Annotation

Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy x +

B
o
wtie2 - map reads against reference genome
(Galaxy Version 2.3.4.2)

7 Favorite & Versions = Options

Is this single or paired library

Paired-end v
FASTAYQ i 1 <@~
0 & O 30: Trimmomatic on & B

29: Trimmomatic on £

28: Timmomatic of A be1rt =
27: Trimmomatic on

26: Trimmomatic on &

25: Trimmomatic on &

24: Trimmomatic on ¢ ™
&t This is a batch mode
input field. Separate jobs
will be triggered for each
dataset selection

Must be of datatype "fastgsanger”or "fasta”

FASTA/Q file #2

History

search datasets
GSE107337_3samples
42 shown

348 GB

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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(DMultiple datasets, @Browse Datasets, A% B%
CIZ%5, @ TFERICHEELT. ANELTEZ =LY
TrimmomaticE{TR DT —2%&ET .

7-3:forward4dl

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy x +

<« C 1) @& usegalaxy.org w -

Type to Search

Label i Time

[ 42: FastQC on data 28: RawData 2019-08-16 09:08
[ 41: FastQC on data 28: Webpage 2015-08-16 09:08
[ 40: FastQC on data 27: RawData 2015-08-10 09:09
(7 39: FastQC on data 27: Webpage 2019-08-16 09:09
[ 38: FastQC on data 24: RawData 2019-03-16 09:08
[ 37: FastQC on data 24: Webpage 2019-08-16 09:08

[ 36: FastQC on data 23: RawData 2015-08-10 09:08

(9 35: FastQC on data 23: Webpage 2019-08-16 09:08

Cancel m
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7-3:forward4dl

0 httpsi//www.ebiacuk/ena/data’ X = Galaxy

<« C 1) @& usegalaxy.org

Type to Search

[ 28: Trimmomatic on SRRE322569_2 (R2 paired)
[M 27: Timmomatic on SRR6322569_1 (R1 paired)

[ 26: Trimmomatic on SRRG6322567_2 (R2 unpaired)

(4 25: Trimmomatic on SRRE322567_1 (R1 unpaired)

[ 24: Trimmomatic on SRRE322567_2 (R2 paired)
[ 23: Timmomatic on SRR6322567_1 (R1 paired)
[ 22: Trimmomatic on SRRG6322564_2 (R2 unpaired)
[ 21: Trimmomatic on SRRE322564_1 (R1 unpairad)

[ 20: Trimmomatic on SRRGE322564 2 (R2 paired)

(DMultiple datasets, @Browse Datasets, — A/%: %

CIZ%%. QT EpI<FELT. ABELTEZ LY

TrimmomaticE{TED T—2%1E T , @Dforward Al D

R1 pairedZERL T, ®0k,

w B e

fastgsanger.gz 2019-08-16 09:07
fastgsanger.gz 2019-08-16 09:07
fastgsanger.gz 2019-08-18 07:30
fastgsanger.gz 2019-08-16 07:30
fastgsanger.gz 2019-08-16 09:06
fastgsanger.gz 2019-08-16 09:06
fastgsanger.gz 2019-08-18 07:29
fastgsanger.gz 2019-08-16 07:29

fastgsanger.gz 2019-03-16 02:06

[ 19: Timmomatic on SRR6322564_1 (R1 paired)

HAZBEFREDEHE 140

fastgsanger.gz 2019-08-16 09:06

Cancel
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"
W7-3:forward{g

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

GENOMICS ANALYSIS

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

<

Tools i

search tools 0

Galaxy

(DMultiple datasets, @Browse Datasets, — A/%: %
CIZ725, QTFERICHBEILT. ARLELTHEZ L
TrimmomaticE{TER D T—3%FIET . @forwardfll D

« +| R1 pairedZZ#IRL T, ®Ok, CAKTRELIZHS, Ch

B
o
wtie2 - map reads against reference genome
(Galaxy Version 2.3.4.2)

+r Favorite &% Versions

Is this single or paired library

Paired-end

FASTA/Q file #1

O e - 25: Trimmomatic on £ -
24: Trimmomatic on &
23: Trimmomatic on ¢
22: Trimmomatic on &
21: Timmomatic on &
20: Trimmomatic on &
19: Trimmomatic on © =

&t This is a batch mode
input field. Separate jobs
will be triggered for each
dataset selection

Must be of dat \fastgsanger or "fasta"”

FASTA/Q file #2

= Options

Tforwardf] T —2 D5 E 5T
(R2 paired){al,

History

search datasets
GSE107337_3samples
42 shown

348 GB

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

o RIE . ®reverse

c+ D%

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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JE—
W7-4:reverseffl

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
search tools

GENOMICS ANALYSIS

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy

(DMultiple datasets, @Browse Datasets, — A/%: %
CIZ%%, QTFHICHELT. AHLLTEZ L
TrimmomaticE{TR DT —2%IFE T . @forward Bl D
R1 pairedZziEIRL T, ®0k, CALERRLIZH S, Th
Tforwardffll 7 —2DIEET T . KId. ®reverse
(R2 palred)L o

dataset selection History c+D &
Must be of dat Mfastgsangeror "fasta” cearch datasets x)
FASTA/Q file #2
GSE107337_3samples
O @& DO 30: Timmomatic v | B A2 shemn
Must be of datatype "fastgsanger”or "fasta” 348 GB v & ™
Write unaligned reads (in fastq format) to separate
file(z) 42:FastQCondata28:Ra @ & X
Yas Mo wData
--un/--un-conc (possibly with -gz or -bz2): This triggers 41: FastQC on data 28: W @ 4" X
--un parameter for single reads and --un-conc for ebpage
paired reads
40: FastQCon data 27:Ra @ 4 X
Write aligned reads (in fastq format) to separate wData
file(s)
39:FastQCondata 2T:-W @ 4 %
Yes MO
ebpage
--al;--al-cmc_[pc?zm y with -gz or -bz2); Tf‘_s tr g;ers -- 38: FastQCon data 24:Ra @ & X
al parameter for single reads and --al-conc for paired
wData
reads
Do you want to set paired-end options?

HAZBEFRE

EEHEE14[0
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(DMultiple datasets,

W7-4:reversefd

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools W

search tools
GEMOMICS ANALYSIS

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy

dataset selection
Must be of datatype "fastgsanger”or "fasta”

-

| g O 30: Trimmomatic - =

L Bl ol e “fastosangeror "fasta”

Write unaligned reads (in fastq format) to separate
file(s)

Yes Mo

--un/--un-conc (possibly with -gz or -bz2): This triggers
--un parameter for single reads and --un-conc for
paired reads

Write aligned reads (in fastq format) to separate
file(s)

Yes Mo

--al/--al-conc (possibly with -gz or -bz2); This triggers --
al parameter for single reads and --al-conc for paired
reads

Do you want to set paired-end options?

History

search datasets
GSE107337_3samples
42 shown

348 GB

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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(DMultiple datasets, @Browse Datasets,

W7-4:reversefd

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools W

search tools
GENOMICS ANALYSIS
Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy

dataset selection

Must be of datatype "fastgsanger”or "fasta”

FASTA/Q file #2

¢

0 & O 30: Trimmomatic on & [
29: Trimmomatic on £

-~

28: Trimmomatic ol et =
27: Trimmomatic on
26: Trimmomatic on &
25: Trimmomatic on &
24: Trimmomatic on & ™
&t This is a batch mode
input field. Separate jobs
will be triggerad for each
dataset selection

Must be of datatype "fastgsanger”or "fasta”

Write unaligned reads (in fastq format) to separate
file(s)

Yes Mo

--un/--un-conc (possibly with -gz or -bz2): This triggers
--un parameter for single reads and --un-conc for
paired reads

History

search datasets
GSE107337_3samples
42 shown

348 GB

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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(DMultiple datasets, @)Browse Datasets, @ T EBIZ

BEIL T, @reversefl]l DR2 pairedZd:EIRLT. B
Ok,

7-4:reverseffl

~ = O X
I httpsy/fwww.ebiacuk/ena/data’ X T  Galaxy x +
& C 1) @& usegalaxy.org b -

Type to Search

[ 28: Trimmomatic on SRRE6322569 2 (R2 paired) fastgsanger.gz 2019-08-16 09:07
[ 27: Trimmomatic on SRR6322569_1 (R1 paired) fastgsanger.gz 2015-08-16 09:07

[ 26: Trimmomatic on SRRG6322567_2 (R2 unpaired) fastgsanger.gz 2019-08-16 O7:30

(4 25: Trimmomatic on SRRE322567_1 (R1 unpaired) fastgsanger.gz 2019-08-16 07:30

[ 24: Trimmomatic on SRRE6322567_2 (R2 paired) fastgsanger.gz 2019-08-16 09:06
[ 23: Trimmomatic on SRR6322567_1 (R1 paired) fastgsanger.gz 2019-08-16 09:06
[ 22: Trimmomatic on SRRG6322564_2 (R2 unpaired) fastgsanger.gz 2019-08-16 O7:29

[ 21: Trimmomatic on SRRE322564_1 (R1 unpairad) fastgsanger.gz 2019-08-16 07:29

[ 20: Timmomatic on SRRE6322564_2 (R2 paired) fastgsanger.gz 2019-08-16 09:06

[ 19: Trimmomatic on SRRG6322564_1 (R1 paired) fastgsanger.gz 2019-08-16 09:06

Cancel
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"
W7-4:reversefd

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

GENOMICS ANALYSIS

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

<

Tools i

search tools 0

Galaxy

(DMultiple datasets, @Browse Datasets, @ T EB(Z
#EIL T, @DreversefllDR2 pairedZERLT. B
Ok, CARRRELIZTES,

dataset selection
Must be of datatype "fastgsanger”or "fasta”
FASTA/Q file #2
.l Tl y —'C €
0 % o 2a: T ?mmcma.. on £ B
25: Tnmmomatic on £
24: Trimmaomatic on £
23: Trimmomatic on £
22: Trimmomatic on &
21: Trimmomatic on &
20: Trimmomatic on & =
ita This is a batch mode
input field. Separate jobs
will be triggerad for each
dataset selection

Must be of datatype "fastgsanger”or "fasta”

Write unaligned reads (in fastq format) to separate
file(s)

Yes Mo

--un/--un-conc (possibly with -gz or -bz2): This triggers
--un parameter for single reads and --un-conc for
paired reads

History

search datasets
GSE107337_3samples
42 shown

348 GB

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

=

Yee

@ ¢ X

@ & X

@ & X

@ & X

@ & X
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W7-5: 473>

AT a2 LT, Dpaired—end optionshHINolZ

o TWBHDT: -

<

< cC O

https:/fwww.ebi.ac.uk/ena/data’. X

Tools W

search tools
GENOMICS ANALYSIS
Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy

Will you select a reference genome from your history

file(s)

Yes Mo

--al/--al-conc (possibly with -gz or -bz2); This triggers --
al parameter for single reads and --al-conc for paired

History

search datasets

42: FastQC on data 25: Ra

42 shown
reads
342 GB
Do you want to set paired-end options?
Mo -
See "Alignment Options" section of Help below for wData
information

or use a built-in index?

Built-ins were indexed using default options. See “Indexes’

Use a built-in genome index

section of help below

Select reference genome

Baboon (Papio anubis): papHam!

41: FastQC on data 28: W

ebpage

40: FastQC on data 27: Ra

wData

ebpage

38: FastQC on data 24: Ra A

wData

If your genome of interest is not listed, contact the

Galaxy team

GSE107337_3samples

39: FastQC on data 27: W

=

¥ee

@ ¢ X

@ & X

@ & X

@ & X
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o
W7-5: 473>

DA T3> LT, Dpaired—end optionsHiNolZ

IEoTADT - QVYesIZEELTHES

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
search tools

GENOMICS ANALYSIS
Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy x +

file(s) History o+ D
Yes Mo search datasets 0
--al/--al-conc (possibly with -gz or -bz2); This triggers -- GSE107337_3samples
al parameter for single reads and --al-conc for paired
42 shown
reads
3.48 GB Yoo
Do you want to set paired-end options?
Mo -
42:FastQCondata28:Ra @ 4 X%
Q wData
Mo 41: FastQC on data 28: W @ F R
W ebpage
ol
40: FastQCon data 27:Ra @ 4 X
Use a built-in genome index b wData
Built-ins were indexed using default options. See “Indexes’ 39: FastQCon data 27:W @ & X

section of help below

Select reference genome

Baboon (Papio anubis): papHam!

If your genome of interest is not listed, contact the

Galaxy team

.
=

to separate -

ebpage

38: FastQC on data 24: Ra A
wData
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W7-5: 473>

DA T3> LT, Dpaired—end optionsHiNolZ
HOTWADTQYesIZERBLTHL, EHZ,

<

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools X
search tools

GENOMICS ANALYSIS
Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

Galaxy x +

Write aligned reads (in fastq format) to separate -
file(s) History o+ D
Yes Mo search datasets 0
--al/--al-conc (possibly with -gz or -bz2); This triggers -- GSE107337_3samples
al parameter for single reads and --al-conc for paired
42 shown
reads
3.48 GB Yoo
Do you want to set paired-end options?
Yes -
42:FastQCondata28:Ra @ 4 X%
See "Alignment Options" section of Help below for wData
information
41:FastQCondata 28: W @ 4 %
Set the minimum fragment length for valid paired- ebpage

end alignments

0 wData
E.g.if -1 80" is specified and a paired-end alignment 39: FastQCon data 27:W @ & X
consists of two 20-bp alignments in the appropriate ebpage

orientation with a 20-bp gap between them, that

alignment is considered valid (as long as - is also 38:FastQCondata24:Ra @ & X
satisfied). A 19-bp gap would not be valid in that case.

-

If trimming options *-3" or -5 are also used, the ™I
constraint is applied with respect to the untrimmed

mates The larner the diffarenre hetwean *-1" and “-%"

.
=

40: FastQCon data 27:Ra @& & X

wData
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ol 000 RR/NRILTFERIZFEEIL T, UI7LURY /LB
] N HEIEET HECH, DT IAILMKGalaxy L THEE
W7-6:1) 7L 2R | Gesioos.

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools v X other at all, consider that to be non-concordant. History - R«
Default=False (--no-overlap)

earch tools (% earch datasets [}

Will you select a reference genome from your history

GENOMICS ANALYSIS -
or use a built-in index? L2 BT e TIE
Assembly o _ 42 shown
) Use a built-in genome index v
Annotation 3.48 GB Yee
Mabbin Built-ins were indexed using default options. See “Indexes’
PPINg section of help below
Bowtie? - map reads against reference Select reference genome 42:FastQCondata28:Ra @ 4 X
genome wData
: Baboon (Papio anubis): papHam v
LASTZ : al I i
align fong sequences 41:FastQCondata 286 W @ & X
LASTZ D - estimate substitution scores If your genome of interest is not listed, contact the ebpage
matrix Galaxy team
; : . . 40: FastQC on data 27: Ra
Map with BWA-MEM - map medium Set read groups information? wData: LI @& %
and long reads {> 100 bp) against
reference genome Do not set T
39:FastQCondata 2T:-W @ 4 %
Map with BWA - map short reads [« Specifying read group information can greatly simplify ebpage
100 bp) against reference genome your downstream analyses by allowing combining
iple datas 38: FastQC on data 24: Ra
STAR-Fusion detect fusion genes in multiple datasets Dat Q ® /X
RNA-Seq data Select analysis mode wiaka
< 1: Default setting only v -
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" A tht/ SRV FERISHBEIL T, UT7LU RS/ LER
. . F|ZFIETET HECH, DT 74 ILEEGalaxy £ THEE
W7'6 . I) 77 I/JZ AlEETEH DD H, ZZTlE. Ensembl Bacteria Hh\i5

= il: \ S
nitpsemebiscuklena/datals X | ¥ Galaxy < I RSN TL éASM2650v1 D7/ L(ASM2650v1 fa
V&R AT S (FE13EMDWIZ) , DLVNTIZRICFIAY
<« C {t & usegalaxy.org _ .« o
57/ T—3 T74)L (ASM2650v1.gff3) 77
> “~ ~ =
| A—RLTH< ELTENZER M) —DDRIRTE
Tools v X other at all, consider that to Ee n éé:j“ "
Default=False (--no-overlap)
search tools 0 search datasets 0
. Will you select a reference genome from your history
GENOMICS ANALYSIS or use a built-in index? L2 BT e TIE
Assembly o _ 42 shown
Use a built-in genome index v
Annotation 3.48 GB Yee
Mabbin Built-ins were indexed using default options. See “Indexes’
PPINg section of help below
Bowtie? - map reads against reference Select reference genome 42:FastQCondata28:Ra @ 4 X
genome wData
LASTZ : align long sequences Baboon (Papio anubis): papHam - P
LASTZ D - estimate substitution scores If your genome of interest is not listed, contact the ebpage
matrix Galaxy team
Map with BWA-MEM - map medium Set read groups information? 4?:; FtastQC on data 27: Ra @& %
and long reads {> 100 bp) against wiasa
reference genome Do not set T
g 39: FastQCon data 27:W @ & X
Map with BWA - map short reads [« Specifying read group information can greatly simplify ebpage
100 bp) against reference genome your downstream analyses by allowing combining
iple datas 38: FastQC on data 24: Ra
STAR-Fusion detect fusion genes in multiple datasets D :5 bl ®F X
RNA-Seq data Select analysis mode wiaka
< 1: Default setting only v -
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£ https:/fwww.ebi.ac.uk/ena/data’ X

@ usegalaxy.org

Galaxy x +

other at all, consider that to be n

A[REEE DDA,

)ZFHT 2 (E

%)J:')L--

RR/NRIILTEIZEEL T, Y7L RS / LE
HEIEET HECH, DT IAILIEGalaxy L TIEE
— Cl&. Ensembl Bacteria h 5
IREEN TULVBASM2650vi D4/ L(ASM2650v1 fa
£13EMOW13) , DLZNTIZRIZFIAT
67/7—y3/774)L(ASM2650v1 eff3) {7 vT
—FLTHEG ZLTENZER N —H 6 ERTE
-QIZZEELTHS

Tools pk g
Default=False (--no-overlap)
search tools 0 search datasets 0
Will you select a reference genome from your history
GENOMICS ANALYSIS -
or use a built-in index? L2 BT e TIE
Assembly o _ 42 shown
) Use a built-in genome index
Annotation 3.48 GB g oY
Mapping
Bowtie? - map reads against reference Use a built-in genome index 42:FastQCondata28:Ra @ 4 ®
genome Use a genome from the history and build index wData
, - DU | PO pis Uiz, pda g
LASTZ : align long sequences 41:FastQCon data 28:W @ & X
LASTZ D : estimate substitution scores If your genome of interest is not listed, contact the ebpage
matrix Galaxy team
Map with BWA-MEM - map medium Set read groups information? 4?; F::tﬂc on data 27: Ra ® s %
and long reads {> 100 bp) against woa
reference genome Do not set
39:FastQCondata 2T W @ 3 o
Map with BWA - map short reads [« Specifying read group information can greatly simplify ebpage
100 bp) against reference genome your downstream analyses by allowing combining
iple datas 38:F C on data 24: Ra
STAR-Fusion detect fusion genes in multiple datasets D ::tq on aa ® s
RNA-Seq data Select analysis mode wha
< 1: Default setting only -
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/S RIILTFERICFREIL T, UT7L RS /L
SZEIEETHECH, DT IAILEEGalaxy ETHEE
A[REZE D D H , CZ Tl Ensembl Bacteria Hh 5

i https:/f'www.ebi.ac.uk/ena/data’. X

< cC O

IR EIN TLVAASM2650v1 D4/ L(ASM2650v1 fa
YEFEHT B (E13EDOWI3) . DLNTIZRIZFIAT

= Galany x +

@ usegalaxy.org

other at all, consider that to be n %)J:j'“ ;

-QIZZE

%)7/7'—“/3/774)1/(ASM265OV1 eff3)ET7vT
—kLTHL ZLTENZTERRN ) — o ERTE
HLTHL BEE,

Tools ki
Default=False (--no-overlap)
search tools search datasets 0
Will you select a reference genome from your history
GENOMICS ANALYSIS
or use a built-in index? L2 BT e TIE
Assembly ) o 42 shown
) Use a genome from the history and build index v
Annotation 3.48 GB g oY
Mabbin Built-ins were indexed using default options. See “Indexes’
PPINg section of help below
Bowtie? - map reads against reference 42:FastQCondata28:Ra @ 4 ®
Select reference genome
genome wData
: ali | 1 I Mo fasta dataset - =
LASTZ : align long sequences 41:FastQCon data 28:W @ & X
LASTZ D : estimate substitution scores ebpage
matrix Set read groups information?
Map with BWA-MEM - map medium Do not set - 4l‘il;F::tQC ondataZi:Ra @& & X
and long reads {> 100 bp) against woa
reference genome Etpecls' ﬁlc_| Fre’scl c_u‘cupl |_’|fcr;1a'_|t|3r? far g'eal'.: , §||11p fy 30:FastQCon data 2T:W =~ @ & X
Map with BWA - map short reads (< your ownstream analyses by allowing combining R
; multiple datasets
100 bp) against reference genome
Select analysi d 38:F C on data 24: Ra
STAR-Fusion detect fusion genes in clect anslysis moce wDa::tq on aa ® s
RNA-Seq data 1: Default setting only -
< Do you want to use presets? h
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<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools W

earch tools
GENOMICS ANALYSIS
Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Galaxy x +

FERXARN)—H5EIRATEEGIREE TIXZZLID T,
(DNo fasta dataset&7%>TULVS, ASM2650v1 D4
J LT 7A4IL(ASM2650v] fa) E7 /T— 3> IJ7A
)L (ASM2650v1.gff3) 7T O—K 3 R, QY
(BB11[EIDW5-3),

Default=False (--no-overlap)

Will you select a reference genome from your history
or use a built-in index?

Use a genome from the history and build index v

Built-ins were indexed using default options. See “Indexes’

section of help below
Select reference genome

O @& 0O

Mo fasta dataset v

Set read groups information?
Do not set -

Specifying read group information can greatly simplify
your downstream analyses by allowing combining
multiple datasets

Select analysis mode
1: Default setting only -

Do you want to use presets?

History
earch datasets

GSE107337_3samples

42: FastQC on data 25: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ebpage

38: FastQC on data 24: Ra
wData

Yee

@ ¢ X

@ & X

@ & X

@ & X

@ & X

BARIBREFREOERF 140

138




CATRRLIZE B,

7-71: Upload

L0 https:/fwww.ebi.ac.uk/ena/data,

<« C 1) @& usegalaxy.org

= O *
= Galany x +
) o e

:D-:-wnload from web or upload from disk

Regular Composite Collection Rule-based
Type (setall): | Auto-detect '+ |Q Genome (setall):| -—--- Additional S... ||
O Choose local file = Choose FTP file [# Paste/Fetch data Pause Resat Start Close -
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H CATERLIZIE S, 22D IF7AIVER SV AT

7 7 Upload TELV=&Z5, DStart,

L0 hitpsy/fwww.ebi.ac.uk/ena/data = Galany x +

= C 1) @& usegalaxy.org T i

Download from web or upload from disk

Regular Composite Collection Rule-based

You added 2 file(s) to the queue. Add more files or click "Start’ to proceed.

MName Size Type Genome Settings

ASM2650v1.fa 2.9 ME Auto-det... Q ----- Additional ... &

ASM2650v1.gff3 1.7 M8 Auto-det... |» | Q ----- Additional S... &

Type (set all): Auto-detect « | Q Genome (setall): Additional 5...

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset
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O CABRRUIZED. 20D IT7AIVERSYS KAy T

7 7 Upl()ad TELV=¢ZA, DStart, 7vFA—FKdh---,

L0 https:/fwww.ebi.ac.uk/ena/data/ = Galany x +

& C 1) @& usegalaxy.org b -

Download from web or upload from disk

Regular Composite Collection Rule-based

Please wait...2 out of 2 remaining.

MName Size Type Genome Settings Status
O Asm2650v1.fa 2.9 MB Auto-det.. + Q ----- Additional S... ¥ & Adding to history... £
B Asm2650v1.gff3 1.7 M8 Auto-det.. + Q ----- Additional S... o
Type (set all): | Auto-detect '+ Q Genome (setall):| - Additional 5... |+
O Choose local file = Choose FTP file [# Paste/Fetch data Pause Resat Start Close -
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CABRRUIZED. 20D IT7AIVERSYS KAy T
TEW=ECDA, DStart, 7vITA—K5E T, @Close

7-71: Upload

L https:/fwww.ebi.ac.uk/ena/data

<« C 1) @& usegalaxy.org

= Galany

Download from web or upload from disk

Regular Composite Collection Rule-based
MName Size Type
0 aAsm2e50vifa 2.9 MB Auto-det...
O AsSM2650v1.gff3 1.7 MB Auto-det...
Type (set all): Auto-detect

O Choose local file

Genome Settings Status
el = Additional S... v « N
)l [— Additional ... = & BTN -
« | Q Genome (setall):| ----- Additional 5... | =

= Choose FTP file

@

[# Paste/Fetch data Pause Reset Start Close -
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CATRRLIZE B,

<

Tools W

search tools

GENOMICS ANALYSIS

Assembly

Annotation

Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

Default=False (--no-overlap)

Will you select a reference genome from your history
or use a built-in index?

Use a genome from the history and build index v

Built-ins were indexed using default options. See “Indexes’

section of help below
Select reference genome

N | | 43: ASM2650v1.fa b =

Set read groups information?
Do not set -

Specifying read group information can greatly simplify
your downstream analyses by allowing combining
multiple datasets

Select analysis mode
1: Default setting only -

Do you want to use presets?

. 2 =%
W7-8: 52

https:/fwww.ebiacuk/ena/data’ X T Galaxy x + - = X
<« C {t & usegalaxy.org e :

History

search datasets
GSE107337_3samples
44 shown

349 GB

44: ASM2650v1.gff3
43: ASM2650v1.fa

42: FastQC on data 258: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ehpage

Yee

@ ¢ X
@ & X

@ & X

@ & X

@ & X

@ & X
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CAIERECIZEA, QF7yTA—KL2DoMI7AIL
M. EXN)—[ZEMENTWNB DR HMNE, QU7
FLUORT J LDE#HEL T, W7-6DNo fasta

< cC O

@ usegalaxy.org

Assembly
Annotation
Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

<

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

dataset |[7=oT=4REEM S5, ERR)—43DHLDIZH)Y
BhHhoTWAZEEHhM 5,

Tools g
earch tools 0

GENOMICS ANALYSIS

Default=False (--no-overlap)

Will you select a reference genome from your history

or use a built-in index?

44 shown
Use a genome from the history and build index v
3.49 GB Yoo
Built-ins were indexed using default options. See “Indexes’
section of help below
44: ASM2650v1.gff3
Select reference genome = A
D E|:'_-| = 43 ASMZ2E50v] Fa - 43: ASM2650v1.fa M f x
. . 42:FastQCondata28:Ra @ 4 X
Set read groups information? wData
Do not set h
onerse 41:FastQCondata 28:W @ & X
Specifying read group information can greatly simplify ebpage
your downstream analyses by allowing combining
multiple datasets 40: FastQC on data 27:Ra @ 4 %
wData
Select analysis mode
1: Default setting only . 39:FastQCondata 2T:W @& 4" X
: ehpage hd
Do you want to use presets?

History
earch datasets

GSE107337_3samples
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bR/ RILTERICREEL T, DE1T,

/—

T

<

https:/fwww.ebi.ac.uk/ena/data’. X

cC O

Tools W

search tools
GENOMICS ANALYSIS
Assembly
Annotation
Mapping
Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ [ : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Do you want to tweak SAM/BAM Options?

Mo -

See "Qutput Options® section of Help below for
information

Save the bowtie2 mapping statistics to the history
Yes MNo
Job Resource Parameters

Uze default job resource parameters -

Bowtie2 Overview

Bowtie2 is an ultrafast and memory-efficient tool for
aligning sequencing reads to long reference sequences. It
is particularly good at aligning reads of about 50 up to
100s or 1,000s of characters to relatively long {e.g.
mammalian) genomes. Bowtie 2 supports gapped, local,
and paired-end alignment modes. Galaxy wrapper for
Bowtie 2 outputs alignments in BAM format, enabling

History
search datasets

GSE107337_3samples

44 chown

349 GB

44: ASM2650v1.gff3
43: ASM2650v1.fa

42: FastQC on data 258: Ra
wData

471: FastQC on data 28: W
ebpage

40: FastQC on data 27: Ra
wData

39: FastQC on data 27: W
ehpage

=

¥ee

@ ¢ X
@ & X

@ & X

@ & X

@ & X

@ & X
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R/ NRILTERICREEL T, DE1T, BT,

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools w
earch tools

GENOMICS ANALYSIS

Assembly

Annotation

Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Executed Bowtie2 and successfully added 3
jobs to the queue.

The tool uses 7 inputs:

43: ASM2650v1.fa

28: Trimmomatic on SRRE322569 2
(R2 paired)

27: Trimmomatic on SRR6322569 1
(R1 paired)

It produces 3 outputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

History
earch datasets

GSE107337_3samples

() 47: Bowtie2 on data 4
3, data 28, and data 27: al
igned reads (BAM)

‘. 46: BowtieZ on data 4
3, data 24, and data 23: al
igned reads (BAM)
&' 45: Bowtie2 on data 4
3, data 20, and data 19: al
igned reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

Yee

@ 4 X

@ & X

@ ¢ X

@ &7

BARIBREFREOERF 140

146




W7-10:F17

R/ NRILTERICREEL T, DE1T, BT,

<

https:/fwww.ebi.ac.uk/ena/data’. X
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Tools w
earch tools

GENOMICS ANALYSIS

Assembly

Annotation

Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Executed Bowtie2 and successfully added 3
jobs to the queue.

The tool uses 7 inputs:

43: ASM2650v1.fa

28: Trimmomatic on SRRE322569 2
(R2 paired)

27: Trimmomatic on SRR6322569 1
(R1 paired)

It produces 3 outputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

History
earch datasets

GSE107337_3samples

:*. 47: BowtieZ on data 4
3, data 28, and data 27: al
igned reads (BAM)

.+ 46: BowtieZ ondata 4
3, data 24, and data 23: al
igned reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

Yee

@ ¢ X

@ 4 X

@ & X

@ ¢ X

@ &7
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https:/fwww.ebi.ac.uk/ena/data’. X
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Tools w
earch tools

GENOMICS ANALYSIS

Assembly

Annotation

Mapping

Bowtie2 - map reads against reference
genome

LASTZ : align long sequences

LASTZ D : estimate substitution scores
matrix

Map with BWA-MEM - map medium
and long reads {> 100 bp) against
reference genome

Map with BWA - map short reads (=
100 bp) against reference genome

STAR-Fusion detect fusion genes in
RMNA-Seq data

@ usegalaxy.org

Executed Bowtie2 and successfully added 3
jobs to the queue.

The tool uses 7 inputs:

43: ASM2650v1.fa

28: Trimmomatic on SRRE322569 2
(R2 paired)

27: Trimmomatic on SRR6322569 1
(R1 paired)

It produces 3 outputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

History
earch datasets

GSE107337_3samples

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 on data 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

=

¥ee

@ ¢ X
@ 4 X
@ & X

@ & X

@ &K T
>
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W8-1: htseq-count

hitps://www.ebiac.uk/ena/datar X ¥

< C O

@ usegalaxy.

RIZADMEEHRINE . htseg—count&ELNST AT S
LERAWS, DEHLTERRN)—/SRJLLISNEY T
Ly alf=12DIKEE,

Galaxy X +

Tools % g History <+ [0 &
Galaxy is an open source, web-based platform fo
calballonds data intensive biomedical research. If you are naw to S e o
=did Stari Ner2 or CoNsUit our nelp resources ou GSE107337_35amp|es
Get Data can install your own Galaxy by following the tutoria et
Send Data and choose from thousands of tools from the Too
! ; -~ ] ] : 4,52 GB O X
Collection Operations ~heaq.
GENERAL TEXT TOOLS 47: Bowtie2 on data 43, d @ & X
Text Manipulation ata 28, and data 27: align
. . ed reads (BAM)
Fiter and Sort Running Your Own |
Join, Subtract and Group 46: BowtieZ on data 4?' d @4 %
ata 24, and data 23: align
Datamash ed reads (BAM)
GENOMIC FILE MANIPULATION An in-depth tutorial 45:Bowtie2ondatad3, d @ 4 X
ata 20, and data 19: align
EASTVRASTO ed reads (BAM)
FASTQ Quality Control
44: ASM2650v1.gff3 »
SAM/BAM g S X
BED "/ 43: ASM2650v1.fa @ & X Y
4 Tweets by @galaxyproject (4] = >
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W8-1: htseq-count

https://www.ebi.ac.uk/ena/data/ X

< C {0

@ usegalaxy.org

Galaxy

W7 TIToTLM =D&, DMapping, 717> MEERER
B{Ax11ohtseq-count7 AT S LE. @RNA-seqDH
TAU—WNIZHFEET S, TDLEZHO>TLNDD LT
SLTWET . HLTATS LALLM LEWNGS
[F. DNDIEFE R Thtseq— countf? L'C:E)J:L\

GENOMICS ANALYSIS

Assembly

Annotation
Mapping

Variant Calling
ChlP-seq
RNA-seq
Multiple Ali

Phenotype Association

ments

Regional Variation
STR-FM: Microsatellite Analysis
Motif

Chromosome Conformation

METAGENOMICS
<

Galaxy S.an open source, Web-0asea piatorm 1or

data intensive biomedical research. if you are new to
Galaxy start here or consult our help resources. You
can install your own Galaxy by following the tutoria

and choose

- e

from thousands of tools f

~

Galaxy 101
an introduction to Galaxy tutorial

P omsinaanms -

Galaxy Training Network

Tweets b

318‘\'“r0>—|,t o

History

search datasets
GSE107337_3samples
47 shown

4,52 GB

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 ondata 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

<c+ 0

@ & X

@ 4 X

@SR T
>
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W8-1: htseq-count

https://www.ebi.ac.uk/ena/data

C O

X

@ usegalaxy.org

Galaxy

@& D)yOLT=%8, ElLQBfeatureCounts& VDT
AU S LTHLAIUMERIIGELSBEMZERT S
_llETEL, M Tldhtseg—countZFI AT XL,
DT EEDLT DBk&HZ A Shtseg—countZEHE

<

GENOMICS ANALYSIS

Assembly
Annotation
Mapping
Variant Calling
ChlP-seq
RNA-seq

limma PerformWifferential expression

with limma-voom or limma-trend

edgeRr Perform differential expression

of count data

HISAT2 A fast and sensitive
alignment program

featureCounts Measure gene

expression in RNA-Seq experiments

from SAM or BAM files,

updated

Chet

~@-

)
C
—
Q
3
l’l
o
A7)
(8]
'
. O
(SIS
b
(@]
t
-
il
+
(8]
¥

~

Try Galaxy
on the Cloud

Now you can have a personal Galaxy within the infinite Universe

Tweets by @galaxyproject (4]

History
search datasets

GSE107337_3samples

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 ondata 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 ondata 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

<c+ 0

@ & X

@ 4 X

@SR T
>

HAZBEFREDEHE 140

152




MDhtseq—countZFFE B LI=-DTU vy,

W8-1: htseq-count

https://www.ebi.ac.uk/ena/data

< C O

@ usegalaxy.org

Galaxy X -

<

on RNA-Seq transcripts

Szilifish transcript quantification from

RNA-seq data

geseq tests for overrepresented gene

categories

DESeq2 Determines differentially
expressed features from count tables

RNA STAR Gapped-read mapper for

RNA-seg data

cummeRbund visualize Cuffdiff cutput

htseg-count - Count aligned reads in a
BAM file that overlap features in a GFF

file

GffCompare compare assembled
transcripts to 3 reference annotation

Cuffmerge merge together several

Cufflinks assemblies

Aara imramEim e e - —cmay 1f1; = -
data intensive biomedical research. if you are new to
P P e 3 il [ s =
4 (aiaxy stari here or CoNsuUit our nelp resources. You
H -t 1t Ay (" Aalava s b i TV e T
can install your own Galaxy by following the tutoria

LI

=

Running Your Own

An in-depth tutorial

Tweets by @galaxyproject (4]

History
search datasets

GSE107337_3samples

47 shown

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 ondata 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 ondata 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

Yeoe®

@ & X

@ &S X

@ 4 X

@SR T
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CATRRLIZE B,

W8-1: htseq-count

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

Tools i

search tools 0

Galaxy x +

ht
e
g-count - Count aligned reads in 2 BAM file that

overlap features in a GFF file (Galaxy Version 0.9.1)

7 Favorite & Versions = Options

Aligned SAM/BAM File

O | 47: Bowtie? on - =
GFF File

O @ O 44 v =
Mode

Unian -

Mode to handle reads overlapping more than one feature.

(--mode)
Stranded
es -

Specify whether the data is from a strand-specific assay.
**Be sure to choose the correct value™ (see help for more

I e T P T e ]

History

search datasets
GSE107337_3samples
A7 shown

452 GB

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 on data 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

=

¥ee

@ ¢ X
@ & X
@ & X

@ & X

@ &K T
>
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FF3 DMDBAMI 7 A )LE—EITERY TV =LI\D T,
(DMultiple datasets,

@ usegalaxy.org

Tools w X
earch tools 0

on RMA-Seq transcripts -

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

< cC O

ht
e
g-count - Count aligned reads in 2 BAM file that

overlap features in a GFF file (Galaxy Version 0.9.1)

AIi&AM File

7 Favorite & Versions = Options

[ | 47: Bowtie? on - =

O @ O 44 v =
Mode

Unian -

Mode to handle reads overlapping more than one feature.

(--mode)
Stranded
es -

Specify whether the data is from a strand-specific assay.
**Be sure to choose the correct value™ (see help for more

I e T P T e ]

History
earch datasets

GSE107337_3samples

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 on data 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

=

Yoo

@ ¢ X
@ & X
@ & X

@ & X

@ &K T
>
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FF3 DMDBAMI 74 )L —EICHYF LV -LI\D T,
(DMultiple datasets, @Browse Datasets,

<

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools X
search tools

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

History c+MD
ht - . :
37 F t Wi * Opt
e avorite & Versions ptions <earch datasets o
g-count - Count aligned reads in 2 BAM file that
overlap features in a GFF file (Galaxy Version 0.9.1) GS5E107337_3samples

Aligned SAM/BAM File

O @& O
GFF File
O & O
Mode
Union

4A7: Bowtie2 on
4f: Bowtie2 on
45: Bowtie2 on

& This is a batch mode ata 24, and data 23: align
input field. Separate jobs ed reads (BAM)
will be triggerad for each

dataset selection

44

.
=

A7 shown
. 452 GB Ol X
data 43, B
data 43
data 47:Bowtie2 ondatad3, d @ & X

ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 ondatad3, d @& & X

45: Bowtie2 ondatad3, d @ & X
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3 @& # XK

43: ASM2650v1.fa @ &K T
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AR LCIZH S, AAIXBAMI7AILIED T

~ = O X
{0 hitps:ffwwaw.ebiacuk/ena/data’ X T Galaxy +
& C 1) @& usegalaxy.org b -

Type to Search

Label Time

[147: Bowtie2 on data 43, data 28, and data 27: aligned reads (BAM) 2019-08-19 05:15
[ 46: Bowtie2 on data 43, data 24, and data 23: aligned reads (BAM) 2019-08-19 05:09
[ 45: Bowtie2 on data 43, data 20, and data 19: aligned reads (BAM) 2019-08-19 05:09
[ 44: ASM2650v1.gff3 2019-08-19 04:52
[ 43 ASM2650v1.fa 2019-08-19 05:05

[ 42: FastQC on data 28: RawData 2015-08-16 09:08

[ 41: FastQC on data 28: Webpage 2019-08-16 09:08

[ 40: FastQC on data 27: RawData 2019-08-16 09:0%

Cancel m
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CABRELIZES, ANEBAMI7AILGEDT &
nioZEZERL T, DOk,

8-2: BHEIETE

0 httpsi//www.ebiacuk/ena/data’ X = Galaxy x +

<« C 1) @& usegalaxy.org

Type to Search

Label
[ 47: Bowtie2 on data 43, data 28, and data 27: aligned reads (BAM)

[ 46: Bowtie2 on data 43, data 24, and data 23: aligned reads (BAM)

Time
2019-08-19 05:15

2019-08-19 05:09

[M 45: Bowtie? on data 43, data 20, and data 19: aligned reads (BAM)

2019-08-19 05:09

[ 44: ASM2650v1.gff3
[ 43: ASM2650v1.fa

[ 42: FastQC on data 28: RawData

[ 41: FastQC on data 28: Webpage

[ 40: FastQC on data 27: RawData

HAZBEFREDEHE 140

2019-08-19 04:52
2019-08-19 05:05
2019-08-16 09:08
2019-08-16 09:08

2019-08-16 09:0%

Cancel
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<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
earch tools

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

@ usegalaxy.org

ht
e
g-count - Count aligned reads in 2 BAM file that

overlap features in a GFF file (Galaxy Version 0.9.1)

7 Favorite & Versions = Options

Aligned SAM/BAM File

0O A i 47: Bowtie2 on data 43, B
46: Bowtie? on data 43
45: Bowtie? on data 43
&5 This is a batch mode
input field. Separate jobs
will be triggerad for each
dataset selection
GFF File
O £ ] 44 - =
Mode
Union -

History
earch datasets

GSE107337_3samples

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 on data 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

=

Yoo

@ ¢ X
@ & X
@ & X

@ & X

@ &K T
>
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" _E—— Rk, EOMADRSL HIBERRS ShE R
_ 5. DCEZ TN rAILE. QDA TR
WS8-3:GFF 774 )L | msvsvs osonos,

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
ht : . _
7 Favorite \ersions * Options
earch tools o se & 2 earch datasets [ %
) g-count - Count aligned reads in 2 BAM file that
on RNA-Seq transcripts overlap features in a GFF file (Galaxy Version 0.9.1) GS5E107337_3samples
Sailfish transcript quantification from 47 shown
RNA-seq data Aligned SAM/BAM File
: 452 GB Yoo
goseq tests for overrepresented gene N €7 ) 47: Bowtie2 on data 43 =
categories 46: Bowtie? on data 43
DESeq2 Determines differentially d5:Bowtiez on data 3, 47: BowtieZ ondatad3, d @ 4 X

ata 28, and data 27: align
ed reads (BAM)

expressed features from count tables

EMA STAR Gapped-read mapper for

L]

RNA-seq data - 46:Bowtie2ondatad3 d @ & X
cummeRbund visualize Cuffdiff output '_'_:_'Th?_ is a batch m':'_de ata 24, and data 23: align

input field. Separate jobs ed reads (BAM)
htseg-count - Count aligned reads in 2 will be triggered for each
BAM file that overlap features in a GFF dataset selection 45:Bowtie2ondatad3, d @ & X
file GFF File ata 20, and data 19: align
GffCompare compare assembled ed reads (BAM)
transcripts to a reference annotation O @& i 44 v

44: ASM2650v1.gff3 @ & "
Cuffmerge merge together several Mode
Cufflinks assemblies - i B _ 43:ASM2650v1.fa @ & X -
< b
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] 45, DTRATWSeMI7(ILE. QDERS TR
W8-3:GFFI77A )L | i 0 aomsciexr—

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Galaxy x +

%?Lﬁ‘%Té’hfﬁ?ﬁ\Of’@’C‘“Z:?CT:’JT:fJ\ ©)
/n\ n:unﬁkéhfb\%)é:jf:o

Tools i

search tools 0

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff cutput

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

History c+MD
:: 17 Favorite & Versions ~ Options cearch datasete o
g-count - Count aligned reads in 2 BAM file that
overlap features in a GFF file (Galaxy Version 0.9.1) GS5E107337_3samples
A7 shown
Aligned SAM/BAM File
452 GB Yoo
0O A i 47: Bowtie2 on data 43, B
46: Bowtie? on data 43
Rl . 47:Bowtie2ondatad3, d @ & X
ata 28, and data 27: align
ed reads (BAM)
- - 46:Bowtie2 ondatad3. d @ & X
ata This is a batch mode ata 24, and data 23: align
input field. Separate jobs ed reads (BAM)
will be triggerad for each
dataset selection 45:Bowtie2ondatad3, d @ & X
GFF File ata 20, and data 19: align
ed reads (BAM)
O & O 4 - e
44: ASM2650v1.gff3 @& # XK
Mode Q
Union . . 43: ASM2650v1.fa @& ST
3
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W8_3 : GFFjT’f)lx 35, DTRATWSf3T7740 /L%, QDESH

<

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools W

search tools

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff cutput

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

Galaxy

History c+MD
:: 7 Favorite & Versions |+ Options <earch datasets o
g-count - Count aligned reads in 2 BAM file that
overlap features in a GFF file (Galaxy Version 0.9.1) GS5E107337_3samples
A7 shown
Aligned SAM/BAM File
452 GB Yoo
0O A i 47: Bowtie2 on data 43, B
46: Bowtie? on data 43
Rl . 47:Bowtie2ondatad3, d @ & X
ata 28, and data 27: align
ed reads (BAM)
- - 46:Bowtie2 ondatad3. d @ & X
& This is a batch mode ata 24, and data 23: align
input field. Separate jobs ed reads (BAM)
will be triggerad for each
dataset selection 45:Bowtie2ondatad3, d @ & X
GFF File ata 20, and data 19: align
ed reads (BAM)
O @ O 44 hd =
44: ASM2650v1.gff3 @& & R
Mode
Union . . 43: ASM2650v1.fa @& ST
3

HIL,\

HSE AN Q&Y VI, QDE T TIRERR) —

« +| BELORTRSNTEDNOI=DTARR =M. Q)

mxgnrb\niﬂzéhfla\%)d:jfho _35-6—67/7___:/3
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https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

Tools w X
earch tools 0

Galaxy x +

OLLTEIZFEE, RIXADIEHREADI LI
DNEIRET D, @T A ILEEexonf=h, ZZTIE

[RERIXERCLgeneD A MERZEFL =LY

MDD T, genelZTEH,

"
l

minimum value. {--minagual

Feature type

History

Exon ' earch datasets
GSE107337_3samples

Feature type (3rd cdlumn in GFF filg) to be used. A
features of other types are ignored. The default, suitable
for RMA-Seq and Ensembl GTF files, is exon. (--type)

ID Attribute

gene_id

GFF attribute to be used as feature ID. Several GFF lines
with the same feature |D will be considered as parts of the
same feature. The feature |D is used to identity the counts
in the output table. All features of the specified type
MUST have a value for this attribute. The default, suitable
for RMA-Seq and Ensembl GTF files, is gene_id. (--idattr)

Set advanced options

Default settings -

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 on data 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

=

Yoo

@ ¢ X
@ & X
@ & X

@ & X

@ &K T
>
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff cutput

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

Tools i

search tools 0

Gala"c_'f'

OLLTEIZFEE, RIXADIEHREAD LI

DMNEIETET Do @T A IR Lexonf=H
[RERXERULLgeneD AU MEHRZEFL=LY
4| DT genelZZEH, QEFEE,

. CCTI&

"
l

minimum value. {--minagual

Feature type
[ gend

Feature type (3rd cdlumn in GFF filg) to be used. A
features of other types are ignored. The default, suitable

for RMA-Seq and Ensembl GTF files, is exon. (--type)

ID Attribute

gene_id

GFF attribute to be used as feature ID. Several GFF lines
with the same feature |D will be considered as parts of the
same feature. The feature |D is used to identity the counts
in the output table. All features of the specified type
MUST have a value for this attribute. The default, suitable
for RMA-Seq and Ensembl GTF files, is gene_id. (--idattr)

Set advanced options

Default settings -

w B e

History

search datasets
GSE107337_3samples
47 shown

452 GB

47: Bowtie2 on data 43, d
ata 28, and data 27: align
ed reads (BAM)

46: Bowtie2 on data 43, d
ata 24, and data 23: align
ed reads (BAM)

45: Bowtie2 on data 43, d
ata 20, and data 19: align
ed reads (BAM)

44: ASM2650v1.gff3

43: ASM2650v1.fa

Yoo

@ ¢ X
@ & X
@ & X

@ & X

@ &K T
>
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@ usegalaxy.org

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff cutput

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

https:/fwww.ebi.ac.uk/ena/data’. X =

Tools i

search tools 0

"

minimum value, {--minagual) T
Histor
Feature type y ~
gene search datasets 0

Feature type (3rd column in GFF filg) to be used. A

features of other types are ignored. The default, suitable A7 chown
for RMA-Seq and Ensembl GTF files, is exon. (--type)
. 452 GB Ol X
1D Attribute
gene_id
47: BowtieZ ondatad3, d @ # X
GFF attribute to be usad as feature 1D. Several GFF lines ata 28, and data 27: align
with the same feature |D will be considered as paris of the ed reads (BAM)
same feature. The feature |D is used to identity the counts .
in the output table. All features of the specified type 46: Bowtie2 on data 4?' d &4 X
MUST have a value for this attnbute. The default, suitable ata 24, and data 23: align
for RNA-Seq and Ensembl GTF files, is gene_id. (--idattr) ed reads (BAM)
Set advanced options 45:Bowtie2ondatadd. d @ & X
Default settings - ata 20, and data 19: align
ed reads (BAM)
44: ASM2650v1.gff3 @ & "
43: ASM2650v1.fa @ K 7
A~ - }

GSE107337_3samples

=
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
earch tools

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

@ usegalaxy.org

Executed htseq-count and successfully
added 3 jobs to the gueus.

The tool uses 4 inputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

46: Bowtie2 on data 43, data 24,
and data 23: aligned reads (BAM)

45: Bowtie2 on data 43, data 20,
and data 19: aligned reads (BAM)

It produces 6 outputs:

53: htseq-count on data 44 and
data 47 (no feature)

History
earch datasets

GSE107337_3samples

(@ 53: htseq-counton da
ta 44 and data 47 (no feat
ure)

(@ 52: htseq-counton da
ta 44 and data 47

@ 51: htseq-count on da
ta 44 and data 46 (no feat
ure)

(@ 50: htseq-count on da
ta 44 and data 46

(@) 49: htseq-count on da

=

¥ee

BARIBREFREOERF 140

166
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
earch tools

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

@ usegalaxy.org

Executed htseq-count and successfully
added 3 jobs to the gueus.

The tool uses 4 inputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

46: Bowtie2 on data 43, data 24,
and data 23: aligned reads (BAM)

45: Bowtie2 on data 43, data 20,
and data 19: aligned reads (BAM)

It produces 6 outputs:

53: htseq-count on data 44 and
data 47 (no feature)

History
earch datasets

GSE107337_3samples

(@ 53: htseq-counton da
ta 44 and data 47 (no feat
ure)

(@ 52: htseq-counton da
ta 44 and data 47

% 51: htseq-count on da

ta 44 and data 46 (no feat
ure)

» 50: htseq-count on da

ta 44 and data 46

49: htseq-count on data 4

=

¥ee
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T, #9307 MMYELE,

WS8-7:ET5T

<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools X
earch tools

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

@ usegalaxy.org

Executed htseq-count and successfully
added 3 jobs to the gueus.

The tool uses 4 inputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

46: Bowtie2 on data 43, data 24,
and data 23: aligned reads (BAM)

45: Bowtie2 on data 43, data 20,
and data 19: aligned reads (BAM)

It produces 6 outputs:

53: htseq-count on data 44 and
data 47 (no feature)

History
earch datasets

GSE107337_3samples

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
4 and data 46

49: htseq-count on data 4

=

¥ee
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@ & X
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

on RMA-Seq transcripts

Sailfish transcript quantification from
RMA-seq data

goseq tests for overrepresented gene
categories

DESeq2 Determines differentially
expressed features from count tables

EMA STAR Gapped-read mapper for
RMA-seq data

cummeRbund visualize Cuffdiff output

htseg-count - Count aligned reads in 2
BAM file that overlap features in a GFF
file

GffCompare compare assembled
transcripts to a reference annotation

Cuffmerge merge together several
Cufflinks assemblies

<

Tools w X
earch tools 0

Galaxy

ET6 77 ILDFER D55 Dno feature BTN
=t @D (EXKR)—49, 51, 53) (L. [FLLVAD Uk
AL DIRETEERICHEZ T S DIED TEARESR
. 4| TELY, FRYDERR)—48, 50, 524, $5ELT=
feature|ZX I HHOUMEHRZZLELD T,

F—

o Executed htseq-count and successfully

added 3 jobs to the gueus.

The tool uses 4 inputs:

47: Bowtie2 on data 43, data 28,
and data 27: aligned reads (BAM)

46: Bowtie2 on data 43, data 24,
and data 23: aligned reads (BAM)

45: Bowtie2 on data 43, data 20,
and data 19: aligned reads (BAM)

It produces 6 outputs:

53: htseq-count on data 44 and
data 47 (no feature)

History c+MD
earch datasets o

GSE107337_3samples

452 GB Yoo
53: htseq-count on data 4 F %

4 and data 47 (no featur

)

52: htseq-counton datad @ 4" X
4 and data 47

51: htseq-count on data 4 F x
4 and data 46 (no featur
e)

50: htseq-counton data 4 @ " %
4 and data 46

49: htseq-count on data 4

HAZBEFREDEHE 140

169




|
oS
Contents
W1: T —2R—XENA
W2: 95 MR ATIRIE Galaxy
W3:ENAD 5 Galaxy ~DFASTQI 7 A JL D &+
Wa: oA )T14Fx v (FastQC)
W5: A1) 743> FA—)L (Trimmomatic)
W6: A )T14Fx v (FastQC)
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WO9-1:Column Jom

RIEFHDUT—2IEFEREDER ®7&?EFLT|:
xw—/\*)bu%@?uulu—@:m AE,

X =(.;a,

https://www.ebi.ac.uk/ena/data

C O

e

# usegalaxy.

Tools % g History c+ D
Galaxy is an open source, web-based platform fo
ol i Q)Y caisiririsne bioriedical resssien if you are new to SearTdlasets O
Gaiaxy start nere or CoNsUit our nelp resources You GSE107337_35amp|es
Get Data can install your own Galaxy by following the tutoria "
Send Data and choose from thousands of tools from the Too
! ; - ] 4,52 GB O X
Collection Operations ~Nea
Text Manipulation 4)and data 47 (no featur
e
Filter and Sort
Join, Subtract and Group 22 Uisagrounton e AN ® & | X
4 and data 47
Datamash
51: htseq-countondatad @ 4 X
GENOMIC FILE MANIPULATION 4 and data 46 (no featur
FASTA/FASTQ ®
FASTQ Quality Control 50: htseq-countondatad @ & X
4 and data 46
SAM/BAM
BED v 49: htseq-countondatad @ ¢ X
< Tweets by @galaxyproject (4] =
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WO9-1:Column Jom

RIFHI T —3BISRERDERS

®€bet

AR — /2L N E) Ly a L= D IkEE, @

Collection Operations,

v.ebiacuk/ena/data; X T Galaxy

https://wwy

C O

# usegalaxy.

Tools % g History c+ D
Galaxy is an open source, web-based platform fo
iliadliis ©)  data interisive biomedical resesrch, if you are new to S e O
Ga a,"{:," Stari ner2 or Consuit our ne O resources U GSE107337_3samp|es
Get Data can install your own Galaxy by following the tutoria .
Send Data and choose from thousands of tools from the Too
; : - 452 GB Yo
Collection Operations ~hea
GENERAL TEXT TOOLS 53: htseq-countondatad @ & X
Text Manipulation 4)and data 47 (no featur
e
Filter and Sort
Join, Subtract and Group 22; lSeg EOUNE O defa A | & | X
4 and data 47
Datamash
51: htseq-countondatad @ 4 X
GENOMIC FILE MANIPULATION 4 and data 46 (no featur
FASTA/FASTQ ey LS ®
RIgNTt NoOw
FASTQ Quality Control x 50: htseq-countondatad @ & X
4 and data 46
SAM/BAM
BED - 49: htseq-countondatad @ & X
< Tweets by @galaxyproject (4] =
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WO9-1:Column Jom

RIFADUNT—2IEERDER, DFHLTE
AR =/ LS E) Ty /luufzmxw @

Collection Operations, @)Column join,

https://www.ebiac.uk/ena/data’ X T Galaxy +

&« C {Y & usegalaxy.org

Column Join on Collections
Unzip Collection
Zip Collection

Filter empty datasets from a cellection

Filter failed datasets from a collection

Flatten Collection into 3 flat list of

Tools w L History s ik -
earch tools (%) search datasets (%}
salaxy start here or consult our help resources. You GSE107337_3samples
GetData can install your own Galaxy by following the tutoria S opan
Send Data and choose from thousands of tools from the Too
: : i 452 GB Yo
Collection Operations Shea.

53: htseq-countondatad @ 4 X
4 and data 47 (no featur
e)

52: htseq-countondatad @ 4 X
4 and data 47

datasets

Merge Callections into single list of
datasets Right now
Relabel List Identifiers from contents of

afile

Eilter List from contents of a file v

https://usegalaxy.org/tool_runner?toal_id=toolshed.g2.bx.... Tweets by @galaxyproject

51: htseq-countondatad @ 4 X
4 and data 46 (no featur
e)

50: htseq-countondatad @ ¢ X
4 and data 46

49: htseq-countondatad @ & X
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" N X35 T — SRR O, DERLTE
ZRJ— s SR EY TS 1 LR DR EE, @
W9 1 COIumn JOIn Collection Operations, @)Column join, CAZERL(Z

1%
hitps:/fwww.ebi.acuk/ena/data’. X T Galaxy + do
<« C {t & usegalaxy.org w :
Tools w oL History o+ M=%
C : . _
Y7 Favorite Versions = Options
search tools 0 ol * P search datasets 0
umn Join on Collections (Galaxy Version 0.0.3)
GSE107337_3samples
SELEE Tabular files 53 chown
Send Data
& O 53: htseq-count on data 44 ar E 452 GB oo
Collection Operations 52: htseg-count on data 44 ar
- o7 — 51: htseg-count on data 44 ar
LOMn Join on Loliections 50: htseq-count on data 44 ar 53: htseq-countondatad @ & X
Unzip Collection 4% htseq-count on data 44 ar 4 and data 47 (no featur
) ) 48: htseqg-count on data 44 ar )
Zip Collection 44; ASM2650v1.aff3 » s
Eilter empty datasets from a collection Identifier column 52: htseq-counton datad @ 4 X
Filter failed datasets from a collection . 4 and data 47
Flatten Collection into a flat list of
N . 51: htseq-counton datad @ 4 X
datasets Number of Header lines in each item 4 and data 46 (no featur
Merge Collections into single list of 0 e)
datasets
. . Keep original column header 50: htseq-counton datad @ & X
Re!abel List Identifiers from contents of 4 and data 46
a ‘fI|E- Yes MNo
Filter List from contents of a file v _ . 49: htseq-countondatad @ & X ~
Disable if you want columns headers to be only
( ) - -
composed of the inout dataset names
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fa X RIETE

(1DBrowse Datasets,

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

Collection Operations

Column Join on Collections

Unzip Collection

Zip Collection

Filter empty datasets from a collection
collection

Filter failed datasets from a

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

Tools i
earch tools 0

Get Data

Send Data

Galaxy

C
ol

17 Favorte

&% Versions

= Options

umn Join on Collections (Galaxy Version 0.0.3)

Tabular files

~

& O 53: htseq-count on data 44 ar E
52: htseg-count on data 44 ar
51: htseg-count on data 44 TR RS0
50: htseq-count on data 44 ar
4% htseq-count on data 44 ar
48: htseqg-count on data 44 ar

44: ASM2650v1.aff3

ldentifier column

MNumber of Header lines in each item

1

0

Keep original column header

Yes MNo

Disable if you want columns headers to be only

comnosed of the inout dataset names

History
earch datasets

GSE107337_3samples

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
4 and data 46

49: htseq-count on data 4

=

¥ee

@ ¢ X

@ 4 X

@ & X

@ & X

@& F X~
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(DBrowse Datasets, B#ELIzLVEDIXERM)—
48, 50, 5277 T+,

0-2: EiE xR {5

1 httpsy/fwww.ebiacuk/ena/data’ X =T Galaxy X

<« C 1) @& usegalaxy.org w -

Type to Search

Label Details Time

[ 53: htseg-count on data 44 and data 47 (no feature) tabular 2019-08-19 02:03
[ 52: htseg-count on data 44 and data 47 tabular 2019-08-19 09:03
[ 51: htseg-count on data 44 and data 46 (no feature) tabular 2019-08-19 05:48
[ 50: htseg-count on data 44 and data 46 tabular 2019-08-19 08:43
[ 49 htseg-count on data 44 and data 45 (no feature) tabular 2019-08-19 08:39
[ 48: htseg-count on data 44 and data 45 tabular 2019-08-19 08:39

[ 47: Bowtie2 on data 43, data 28, and data 27: aligned reads (BAM) bam 2019-08-19 08:30

[ 46: Bowtie2 on data 43, data 24, and data 23: aligned reads (BAM) bam 2019-08-19 08:30

Cancel m
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(DBrowse Datasets, EFELI=L\EDIFTERR)—
48, 50, 5272 D T FNLEREL T, @0k,

0-2  EREXRIETE

0 httpsi//www.ebiacuk/ena/data’ X = Galaxy x +

& C 1) @& usegalaxy.org b -

Type to Search

Label Details Time

[ 53: htseg-count on data 44 and data 47 (no feature) tabular 2019-08-19 02:03
[M 52: htseq-count on data 44 and data 47 tabular 2019-08-19 09:03
[ 51: htseg-count on data 44 and data 46 (no feature) tabular 2019-08-19 05:48
[ 50: htseq-count on data 44 and data 46 tabular 2019-08-19 08:48

[ 49 htseg-count on data 44 and data 45 (no feature) tabular 2019-08-19 08:39

[ 48: htseq-count on data 44 and data 45 tabular 2019-08-19 08:39

[ 47: Bowtie2 on data 43, data 28, and data 27: aligned reads (BAM) bam 2019-08-19 08:30

[ 46: Bowtie2 on data 43, data 24, and data 23: aligned reads (BAM) bam 2019-08-19 08:3Q

Cancel
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48, 50, 52IE DT TN bZEIEEL T, @0k, —A
ﬁ%*lﬂ M| rCizr3,

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

Tools i
earch tools 0

Get Data

Send Data

Galaxy x +

C
ol
umn Join on Collections (Galaxy Version 0.0.3)

7 Favorite & Versions = Options

Tabular files

& O 53: htseq-count on data 44 ar E
52: htseg-count on data 44 ar
51: htseg-count on data 44 ar
50: htseq-count on data 44 ar
4% htseq-count on data 44 ar
48: htseg-count on data 44 zr
44; ASM265001.aff3 =

ldentifier column

1

MNumber of Header lines in each item
0

Keep original column header
s No

Disable if you want columns headers to be only
comnosed of the innut dataset names

History
earch datasets

GSE107337_3samples

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
4 and data 46

49: htseq-count on data 4

=
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@ & X

@ & X
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<« C {t & usegalaxy.org

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

https:/fwww.ebi.ac.uk/ena/data’. X =

Tools i
search tools 0

Get Data

Send Data

composed of the input dataset names

Fill character

Additional datasets to create

O select/Unselect all

Joins lists of tabular datasets together on a field.

Example

To join three files, with headers, based on the first column:

First file (in_1.tabular):

#EKEY
one
tuwo
three

c2 3 4
1-1 1-2 1-3
1-4 1-5 1-&
1-7 1-8 1-%9

History
search datasets

GSE107337_3samples

53: htseq-count on data 4

4 and data 47 (no featur
' )

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
4 and data 46

49: htseq-count on data 4

=

Yoo
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OTEIHEL T, QFT. EITH,

W9-4:E1TH

https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

Tools i
earch tools 0

Get Data

Send Data

Executed Column Join and successfully
added 1 job to the queue.

The tool uses 2 inputs:

52: htseq-count on data 44 and
data 47

50: htseq-count on data 44 and
data 46

48: htseq-count on data 44 and
data 45

It produces this output:

54: Column Join on data 52, data
50, and data 43

You can check the status of queued jobs and
view the resulting data by refreshing the

Ilictoms ommuned 18nmen dloe tols e bhose win

History
earch datasets

GSE107337_3samples

@ 54: Column Joinond
ata 52, data 50, and data
48

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

Tools i
earch tools 0

Get Data

Send Data

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

Executed Column Join and successfully
added 1 job to the queue.

The tool uses 2 inputs:

52: htseq-count on data 44 and
data 47

50: htseq-count on data 44 and
data 46

48: htseq-count on data 44 and
data 45

It produces this output:

54: Column Join on data 52, data
50, and data 43

You can check the status of queued jobs and

view the resulting data by refreshing the

Ilictoms ommuned 18nmen dloe tols e bhose win

History
earch datasets

GSE107337_3samples

54: Column Join on data
52, data 50, and data 48

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
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HAREER (. D12 (EXFJ—54),

WO-6 : i 25

https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +

<« C {t & usegalaxy.org w

LT

Tools w oL History o+ M=%
Executed Column Join and successfully
earch tools o added 1 job to the queue. earch datasets Q
The tool uses 3 inputs: GSE107337_3samples
Get Data i
24 s5NowWn
Send Data 52: htseq-count on data 44 and
i 452 GB Yoo
data 47

Collection Operations

Column Join on Collections
54: Column Join on data F %

50: htseq-count on data 44 and 52, data 50, and data 48

Unzip Collection

data 46
Zip Collection
53: htseq-countondatad @& & XN
Filter empty datasets from a collection
) _ ) 48: htseq-count on data 44 and 4;“:' bl
Filter failed datasets from a collection data 45 €
Flatten Collection into a flat list of 52: htseq-countondatad @ & X
datasets It produces this output: 4 and data 47
Merge Collections into single list of
datasets 54: Column Join on data 52, data 51: htsegcounton datad4 @ & X
_ _ 4 and data 46 (no featur
Relabel List Identifiers from contents of 50, and data 48 e)
a file
e T e e o You can check the status of queued jobs and 50: htseq-counton datad @ & X =
< view the resulting data by refreshing the
I limdmem s omompmem] TRl mim dlnm Gl bnmm bvmmam oy 1im -
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools

earch tools

Get Data
Send Data

@ usegalaxy.org

Collection Operations

Column Join on Collections

Unzip Collection

Zip Collection

Filter empty datasets from a collection

Filter failed datasets from a collection

Flatten Collection into a flat list of

datasets

Merge Collections into single list of

z History c+MD
Executed Column Join and successfully
(%) added 1 job to the queue. earch datasets [ )
The tool uses 3 inputs: GSE107337_3samples
24 shown
52: htseq-count on data 44 and
E 452 GB Yoo
data 47

= Galany x +

.
=

50: htseq-count on data 44 and 54: Column Join on data @& X

data 46 52, data 50, and data 4%

53: htseq-counton datad @ 4" X

48: htseq-count on data 44 and e

data 45 .
52: htseq-counton datad @ & X
It produces this output: 4 and data 47

datasets 54: Column Join on data 52, data 51:htseg-countondatad @ & X
) ) 4 and data 46 (no featur
Belabel List Identifiers from contents of 50, and data 48 o)
afile
Eilter List from contents of a file - You can check the status of queued jobs and 50: htseq-counton datad @ 4 X -
S view the resulting data by refreshing the
Lsegalaxy '.'-:_.L--\.'tﬂ'.-:.'_- L QISPIEYS S preview= [ == T S N -
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"
WO9-7: 175
- u
u
https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy x +
<« C {t & usegalaxy.org

<

Tools W

earch tools

Get Data
Send Data
Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

1

EKEY
EBEGO0001128470
EBGO0001128475
EBGO0001128500
EBGO0001128509
EBGO0001128529
LGG_00001

LG 00002
LGG_00003
LGG_00004
LGG_00005
LGG_00006
LGG_00007
LGG_000028
LGG_00003
LGG_00010
LGG_00011
LGG_00012
L&G_00013

htseq-count on data 44 and data 45_2
130

1412
1573
703

W

History
earch datasets

GSE107337_3samples

54: Column Join on data
52, data 50, and data 48

53: htseq-count on
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
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<

https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

Tools W

search tools

Get Data
Send Data
Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

@ usegalaxy.org

Galaxy

1

EKEY
EBEGO0001128470
EBGO0001128475
EBGO0001128500
EBGO0001128509
EBGO0001128529
LGG_00001

LG 00002
LGG_00003
LGG_00004
LGG_00005
LGG_00006
LGG_00007
LGG_000028
LGG_00003
LGG_00010
LGG_00011
LGG_00012
L&G_00013

AT S, D15 B Idgene IDIEER, @25
Bl&. QERXN)—48D1EHR, E RN )—48D & il
MNATRZTWAEDIZHEYET,, BHAIZ, BE
AR)—45[F., SRR6322564 (pH4.5 1h rep3)
DIVELT$ERDBAMI7AJLIZHSLET,

15
99
166

185
513

21
138
239
630

"
13
1412
1573
703

htseq-count on data 44 and data 45_2
130

History
search datasets

GSE107337_3samples

54: Column Join on data
52, data 50, and data 48

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

1

Tools i
earch tools 0

Get Data

Send Data

Galaxy

and data 45_2
130

1412
15373
703

htseq-count on data 44 and data 46_2
75

17

52

97

0

242

589

171
339
910

History
earch datasets

GSE107337_3samples

54: Column Join on data
52, data 50, and data 48

53: ht nt on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
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https:/fwww.ebi.ac.uk/ena/data’. X

< C O

@ usegalaxy.org

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Caollections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

Tools w X
earch tools 0

Get Data

Send Data

1 data 44 and data 46_2
75

17

52

97

0

243

589

171
339
910

htseg-count on data 44 and data 47_2
181

g8

52

308

History
earch datasets

GSE107337_3samples

54: Column Join on data
52, data 50, and data 48

seq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)

50: htseq-count on data 4
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https:/fwww.ebi.ac.uk/ena/data’. X

< cC O

@ usegalaxy.org

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

<

Tools i
earch tools 0

Get Data

Send Data

Galaxy

1data 44 and data 46_2
75

17

52

97

0

248

589

171
339
910

htseq-count on data 44 and data 47_2
161

306

History
earch datasets

GSE107337_3samples

54: Column Join on data
52, data 50, _and data 48

53: htseq-count on data 4
4 and data 47 (no featur
e)

52: htseq-count on data 4
4 and data 47

51: htseq-count on data 4
4 and data 46 (no featur
e)
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|
u
https:/fwww.ebi.ac.uk/ena/data’. X = Galaxy » +
<« C {t & usegalaxy.org

<

Tools W

search tools

Get Data
Send Data
Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

1data 44 and data 46_2
75

17

52

97

0

248

589

171
339
910

htseq-count on data 44 and data 47_2
161

306

VT —REZENSTEN DM D,

History
search datasets

GSE107337_3samples

54: Column Join on data
52, data 50, and data 48

2,949 lines, 1 comments

Ja—<7w [ tabular, = —4~5—21: 7

2O ?

wHEY htseg-count on data 44 and

EBGEEEE11.64 /8 139

EBGEBEBE11LEA e 15

EBGEEEE11LE588 99

EBGEEEE11LE58Y9 166
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https:/fwww.ebi.ac.uk/ena/data’. X

<« C {t & usegalaxy.org

Tools i
search tools 0

Get Data

Send Data

Collection Operations
Column Join on Collections
Unzip Collection
Zip Collection
Filter empty datasets from a collection
Filter failed datasets from a collection

Flatten Collection into a flat list of
datasets

Merge Collections into single list of
datasets

Relabel List |dentifiers from contents of
a file

Eilter List from contents of a file

https:/fusegalaxy.or

Galaxy

1data 44 and data 46_2

b

g/datasets/bbd44e69cb8906b5dEa

17b630c49853

75
17
52
97
0
248
589

171
339
910

22
19
19
317
1140
500

DEV)YILTRET 5, Q(NyT—1T72K<)
T#0%2,949, DFY . 2,949 EF M D HY

4
htseq-count on data 44 and data 47_2
161

T/displayfto_ext=tabular

O

.
=

History c+MD
search datasets 0

GSE107337_3samples
54 cshown

452 GB g oY

54: Column Join on data @ & R
52, data 50, and data 48

2,949 lines, 1 comments
w b tabular, 7 —%~— 2 7

202 wm ? e

wHEY htseg-count on data 44 and
EBGEEeE]112E478 138
EBGBEBE112847E 15
EBGEEEE]1 128588 99

EBGEEEE11LE58Y9 166
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ol DExcel TRk B ECARBELITHRYET , Thlk

WO9-9:Excel CHEEH [E22E>.

#KEY htseq-count on data 44 and data 45 2  htseq-count on data 44 and data 46 2  htseqg-count on data 44 and data 47 2

EBGO0001128470 130 75 161
EBGO0001128476 15 17 9
EBGO0001128500 99 52 52
EBGO0O0001128509 166 97 211
EBG0O0001128529 0 0 0
LGG_00001 195 248 252
LGG_00002 513 589 842
LGG_00003 21 32 il
LGG_00004 138 171 174
LGG_00005 230 389 £14
LGG_00006 680 210 1640
LGG_00007 6 5 1
LGG_00008 54 22 279
LGG_00009 11 19 24
LGG_00010 13 19 22
LGG_00011 1412 817 806
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W9_9 : ExceI’G‘#EHE REDIZS,

#KEY htseq-count on data 44 and data 45 2  htseq-count on data 44 and data 46 2  htseqg-count on data 44 and data 47 2
LGG 02928 51 75 131
LGG_02929 6 5 3
LGG_02930 6 6 5
LGG_02931 40 50 159
LGG 02932 16 8 16
LGG_02933 34 39 53
LGG_02934 111 27 84
LGG_02935 9 0 3
LGG 02936 36 52 49
LGG_02937 156 252 289
LGG_02938 69 131 82
LGG_02939 120 80 141
LGG 02940 386 197 342
LGG_02941 201 112 224
LGG_02942 120 69 72
LGG_02943 2111 499 879
LGG 02944 4255 2668 14963
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WO-10: 52T )4

OFLIECDERFET, ROMBITEREMRLALIC
IHO. YT RGEEZFHTERLTES

gene ID pH4.5 1h rep3
EBGO00001128470 130
EBGO00001128476 15
EBGO00001128500 99
EBG00001128509 166
EBG00001128529 0
LGG_00001 195
LGG_00002 513
LGG_00003 21
LGG_00004 138
LGG_00005 239
LGG_ 00006 680
LGG 00007 6
LGG_ 00008 54
LGG_00009 11
LGG_00010 13
LGG_00011 1412

pH4.5 24h rep3 pH7 CCG repl

75
17
52
97
0
248
589
32
171
389
910

22
19
19
817

161
0
52
211
0
252
842
31
174
314
1640
1
279
24
22
806
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"BoNf=AObT—21TH DT (= 2,949) HY
. Ensembl Bacteriadr @ L. rhamnosus GG D #k
FHEHRE—HT HEMNERAREZRL, DEFEVIVD, iE

&! Lactobacillus rhamnosus GG - £+ X + % El‘] [: |E_| L:'Tﬁ*&fd:@ —G\ @%7 U “j7 L—C:E) J: L \ o

= L ]

€ D> C 0t @ FEESWTWELRE | bacteria.ensembl.org/Lactobacillus_rhamnosus_gg/Info/Index 7+ KB )

Login/Register

v HUNER | BUAST | Toos | Dounoais | Nore

Lactobacillus rhamnosus GG

Lactobacillus rhamnosus GG

Lactobacillus rhamnosus GG

Provider European Nucleotide Archived | Taxonomy 10 568703 &

Search Lactobacillus rthamnosus GG._..

e.g. is1 or FM179322:17235-18251 or synthetase

About Lactobacillus rhamnglsus GG

0 Information and statistics

Genome assembly: ASM2650v Gene annotation

[ m— s —
I
.0 More information and statistics - What can | find? Protein-coding and non-coding genes, hpt
—a splice variants, cDMA and protein sequences, nen-coding lacZ

li'l Download DMA sequence (FASTA
Example region M b hi build Example gene
ﬁ Display your data in Ensembl Bacteria 0 ore about this genebui

-—
li'l Download genes, cDMAs, ncRNA, proteins - FASTA r' l
. . -GFF3 e

Comparative genomics

Update your old Ensembl [Ds B
What can | find? Gene families based on HAMAP and PANTHER S Example transcript
classification.
0 More about comparative analyses Variation

This species currently has no variation database. However you can process
your own variants using the Variant Effect Predictor:

Variant Effect Predictor &

http://bacteria.ensembl.org/Lactobacillus_rhamnosus_gg/Info/Index

0 Phylogenetic overview of gene families
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Bont=Ao T —21T5D1TH (= 2,949) N
. Ensembl BacteriaB M L. rhamnosus GGD#i
SHEHRE—BIT HMNFARDIRL, OEV)VY, 18
BRHMICEILHEHRGD T, @& 0)vILTHLLY,
Q2,944 THAHENHMYET,

v  HMMER | BLAST | Tools | Download

Lactobacillus rhamnosus GG

Lactobacillus rhamnosus GG Assembly and Gene Annotation
Statistics
Summary
Assembly ASM2650v1, INSDC Assembly GCA_ 00002650516, Feb
2015
Database version 97 1
Base Pairs 3,010 111
Golden Path Length 3,010,111
Genebuild by EMNA
Genebuild method Generated from ENA annotation
Data source European Mucleotide Archive &
Gene counts
Coding genes 2,944
Mon coding genes 156
Small non coding genes 156
(Gene transcripts 3,100
Ensem

http://bacteria.ensembl.org/Lactobacillus_rhamnosus_gg/Info/Annotation/#assembly
BALBEPREOEREL4E 195
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W10-1: 17415

BaEE @) [0 9- Q-

GFFZ74 )L (ASM2650v1.gff3) ZExcel THiLY
T.EBG00001128470 T ELI-#EE,

ASM2650v1.gff3 - Excel

Il R-h A A= LTI > G S ST 5+ B AN |y PO [k & HE
12528 E Je [D=gene:EBG00001128470; Name=rli28;biotype=sRNA gene id=EBG00001128470;logic_name=rfam g +
enes
sEFBEE o
A B C D 1 M -
2519 |[FM179322 ena mRNA 505972 s #F(D) EHE) 5G_00497:bioty
2520 FM179322 ena EeX0n 505972 3 BETELSFI(N): | EBGO0001128470 > £86352-1;const
2521 |[FM17932Z ena CDS 505972 5( = AR 86352 prote;
2522 \#82
2523 [FM17932Zena gene 506286 50 ding;description
2524 FM179327ena  mRNA 506286  5( 17234 == | 56 00498 bioty
2525 |[FM17932Z ena EX0n 500286  5( R80393-1 const
2526 FM179322ena CDS5 506286  5( TATEE(]) DEEFE(E) FLS ARB6393 prote
2527 |#== T - - -
2528 |FM179322 Rfam gene 506642 506842 . - |DJ=gme:I_IBGﬂﬂ-DUI 128470 Name=rli?3;biotype=sRNA;
2529 |[FM179322 Rfam transcript J06642 06842 . - ID=transcript EBT00001719480;Parent=gene EBGO0001
2530 FM179322 Rfam EX0N S06642 06842 . - Parent=transcript EBT00001719480;Name=EBG000011]
2531 |###4
2532 |[FM179322 Rfam gene 507097 507297 . - ID=gene:EBGO0001128509; Name=rli?3;biotvpe=sRNA
2533 [FM179322 Rfam transcript 307097 307297 . - ID=transcript EBT00001719564;Parent=gene EBGO0001
2534 FM179322 Rfam EX0N 507097 507297 . - Parent=transcript EBT00001719564;Name=EBG000011]
2535 |###4
2536 |FM179322 ena gene 507589 509007 . - ID=gene L GG 00499;Name=is27;biotype=protein_codin
2537 [FM179322 ena mBENA 307589 309007 . - ID=transcript: CAR86394; Parent=gene.GG_00499;Nar
?’i'—!R-F\:ﬂ 79327 ena EX 0 S07589  S09007 - Parent=tranzcrintCARE6I94- Name=C AR L6391 -const ™
ASM2650v1 1 »
#EXTT Scrolllock ) - 0 + 100%
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W10-1: 17415

BaEE @) [0 9- Q-

#ETT Scrolllock

[D=gene: EBGO0001128470;Name=rli28 biotype=sRNA ;gene id=EBG00001128470;logic_name=rfam g =+

Il =L &wA A= LAFIb
12528 7 J
' enes
A B C D
2519 |FM179322 ena mRNA 505972
2520 |FM179322 ena EeX0n 505972
2521 |FM179322 ena CD5 505972
2522 |#EE
2523 |FM179322 ena gene 506286
2524 |FM179322 ena mRNA 506286
2525 |FM179322 ena EX0n 506286
2526 |FM179322 ena CDSs 506286
2527 |
2528 |FM179322RE; gene S06642
2529 [FM179322 Ef; transcript 506642
2530 |[FM179322 Rfam EeX0n S06642
2531 [+
2532 |[FM179322Rf; gene 507097
2533 [FM179322 Ffam transcript 507097
2534 |[FM179322 Rfam EeX0n 507097
2535 |
2536 |FM179322 ena gene 507589
2537 |FM179322 ena mRNA 507589
2538 [FW179327 ena EH N A07489
ASM2650v1

ASM2650v1.gff3 - Bxc

55

2,

1
s¢ BE(@)
51
st
st
st
st
st

506842 .
506842 .
506842 .

509007 .
509007 .
S09007

Lt

E#(P)

L EETIFTRI(N):

For

EBG0O0001128470 e

W8-4TR b BFeature typeZoenelZZE B LT
EWVSZEF. GFFI74 )L DD351 B A@
gene&E > TULSITO EZEFHRZAWLTAY U+
T—RERFELIZENSTE,

~rLVT P BE = A

L M -
3G_ 00457 bioty
£86352-1;const
AR 86352 prote;

ding;descriptior
5G_ 00498 bioty
R80393-1 const
ARB6393 prote

AT23U(T) ==

251

TATIERE(]) | | WEEEE)

f

[D=geneHBGO0001 128470 Name=rli?3;biotype=sRNA;
[D=transcript EBT00001719480; Parent=gene: EBGQ00(01
Parent=transcript EBT00001719480;Name=EBG000011]

[D=gene:EBGO0001128509; Name=rli?8;biotype=sREINA;;
[D=transcript EBT00001719564; Parent=gene: EBGQ00(01
Parent=transcript EBT00001719564;Name=EBG000011]

[D=gene: L.GG_00499;Name=is27;bictype=protein_codin

[D=transcript- CAR86394;Parent=gene L.GG_00499; Nar

Parent=tranzcrintCARE6I94- Name=C AR L6391 -const ™
1 3

H = O -—kA

+ 100%
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W8-4 TR bh bFeature typeZxgenelZZEELT-
EWSTEIE. GFFI74 )L D@D35 B HQ
genet@tofb\é’_ODF"*@'I'ﬁ*&EHEJL\'Cﬁ'T/F

BEEE (0 42) AR ASM2650v1.gff3 - Exc /)-ljé— Hy L7=&L \9 — t @*E 'i [@start @
TPl h-h A A-TL4FIN R 55 BE = end]O)EEIEIi)\Fﬁ LWohd, @RRSUREHE,
12528 & Je ID=gene: EBG00001128470; Name=rh28;biotype=sRIN A gene_id=EBG00001128470;logic_name=rfam g =~
A B I J K L M -
2519 |[FM17932Zena mR_NA 3{}}9?2 }{}6328 ; - ID=transcript:CAR86392 Parent=gene.GG_00497;bioty
2520 |FM17932Z ena exotn 505972 506328 . - Parent=transcript CAR86392; Name=CARS86392-1;const
2521 FM179322 ena CD3s 505972 506328 . - 0 ID=CDS&:CARS86392; Parent=transcript CAR 86392 prote;
2522 &=2
2523:1‘3-11 79322 ena gene 506286 506450 . - ID=genel.GG 004983 hiotvpe=protein _coding;description
2524 |FM179327 ena mRINA 506286 506450 . - ID=transcript CAR86393 Parent=gene L GG_00498bioty
2525 FM179322 ena exon 506286 506450 . - Parent=transcript CAR86393; Name=CARS86393-1;const
2526 |FM179322 ena CDs 506286 506450 . - 0 ID=CDS:CAR86393;Parent=transcript CAR86393 ;prote:
2527 |#8E
2528 |FM179322 Rfam gene 506642 506842 . - |DJ=gme:I_IBGﬂﬂ-DUI 128470 Name=rli?3;biotvpe=sRENA;
2529 |FM179322 Rfam transcript 506642 506842 - ID=transcript EBT00001719480; Parent=gene EBG00001
2530 |FM179322 Rfam exotn 506642 506842 . - Parent=transcript EBT00001719480;Name=EBG000011:
2531 |#HH
2532 |[FM179322 Rfam gene 507097 507297 . - ID=gene:EBGO0001128509; Name=rli?3;biotvpe=sRNA
2533 |[FM179322 Rfam transcript 507097 507297 . - ID=transcript EBT00001 719564, Parent=gene EBG00001
2534 [FM179322 Rfam exotn 507097 507297 . - Parent=transcript EBT00001719564; Name=EBG000011:
2535 |#HH
2536 |FM179322 ena gene 507589 509007 . - ID=gene L GG 00499;Name=is27;biotype=protein_codin
2537 |Fni179322 ena mRINA 50738% 509007 . - ID=transcript CAR 86394 Parent=gene L.GG_00499 Nary
?’HR-F\-H 79327 ena EX 0 S07589  S09007 - Parent=tranzcrintCARE6I94- Name=C AR L6391 -const ™
ASM2650v1 ) . 3
ZE7T ScrollLock HH El - 1 + 100%
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WS8-4M E & Lt TID Attribute D &EZATIEELT-

gene_idAY, AU bT—2ZEEBFLIIRIZ, ALY

HITARMICHER,

ASM2650v1.gff3 - Excel

Jrdll. m—h A A= LAFIb I T4 B Fr LT PO = HE
12528 E Je [D=gene:EBG00001128470; Name=rli28;biotype=sRNA gene id=EBG00001128470;logic_name=rfam g +
enes
A B C D E G H 1 J K L M -
2519 [FM179322 ena mBENA 305972 306328 . [D=transcript- CAR86392;Parent=gene L.GG_00497;bioty
2520 |FM179322 ena EeX0n 505972 506328 . Parent=transcript CARS6392; Name=CARS86392-1;const
2521 [FM179322 ena CDSs 305972 306328 . 0 ID=CDS&:CARS6392;Parent=transcript- CARS86392;prote;
2522 \Z2=
2523 [FM17932Zena gene 506286 306450 [D=geneL.GG_00498;biotvpe=protein_coding;description
2524 |[FM179322 ena mBENA s06286 206450 [D=transcript CARS6393;Parent=gene LGG_ 00498 ;bioty
2525 \FM179322 ena exon 506286 506450 Parent=transcript CARS86393; Name=CARS86393-1;const
2526 [FM179322 ena CD5 s06286 206450 0 ID=CDS&:CARE6393;Parent=transcript: CAR86393;prote:
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g ' LGG 00007 7 10 2 3.5000
o9 LGG 00008 73 76 499 0.1463
10 LGG_ 00009 16 435 42 0.3810
11 LGG 00010 20 65 57 0.3509
12 LGG 00011 2281 2596 2150 1.0609
13 LGG 00012 2510 3631 3097 0.8105
14 LGG 00013 971 1301 1424 0.6819

GSE107337_RawCounts @

GSE107337 RawCounts.

a

[arba—)L (bEIREE) (233 25 H (1hix
M Tshort-term) DEEERA L ADZEREL 1D .
@xt# (ElX2), LGG_00001DiHE L. B
0.5248Mlog,Z,5E NS5, 2FY. @
log,(0.5248) = -0.9302,

D

F G H -
4 24h/CCG logy(pH4 1hW/CCG) Igh,(pH4 24h/CCG)
1.2404 -0.9302 0.3108
1.1041 -0.9019 0.1429
1.2527 -0.3580 0.3251
1.2772 -0.8725 0.3530
0.8017 -1.9753 -0.3189
0.9521 -1.4681 -0.0708
5.0000 1.8074 2.3219
0.1523 -2.7731 -2.7150
1.0714 -1.3923 0.0995
1.1404 -1.5110 0.1895
1.2074 0.0853 0.2720
1.1724 -0.3032 0.2295

0.9136 -0.5524 -0.1303 | .
4 [

£ H - i + 100%

214




S
W11l-4: |OJ:|3

BEERE (0 A7) B 9-

GSE107337 RawCounts.

r[Darro—/L (IR EE) I2x 3 2R E (24h%
M Tlong-term) DEEEA L ADEEREIL 1D,
@xt# (El2) , LGG_00001DiHE L. B
1.2404Mlog,Z#EBHENSTE, 2FY. @

L b A A-vu{7oh  #m 75 wm =x 4 1992(1.2404) = 0.3108,
H2 - Jr | =LOG(F2.2 -
A B C D E F €; H -
1 Gene  pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 24/CCG Ife,(pH4 1W/CCG) log,(pH4 24h/CCG)
2 [LGG 00001 286 676 545 0.5248 1.2404 -0.9302 0.3108
3 |ILGG 00002 776 1601 1450 0.5352 1.1041 -0.9019 0.1429
4 LGG 00003 71 114 91 0.7802 1.2527 -0.3580 0.3251
5 \LGG 00004 201 470 368 0.5462 1.2772 -0.8725 0.3530
6 LGG 00005 368 1160 1447 0.2543 0.8017 -1.9753 -0.3189
7 \ILGG 00006 1041 2742 2880 0.3615 0.9521 -1.4681 -0.0708
g \ILGG 00007 7 10 2 3.5000 5.0000 1.8074 2.3219
o9 LGG 00008 73 76 499 0.1463 0.1523 -2.7731 -2.7150
10 LGG_ 00009 16 45 42 0.3810 1.0714 -1.3923 0.0995
11 LGG 00010 20 65 57 0.3509 1.1404 -1.5110 0.1895
12 LGG 00011 2281 2596 2150 1.0609 1.2074 0.0853 0.2720
13 LGG 00012 2510 3631 3097 0.8105 1.1724 -0.3032 0.2295
14 LGG 00013 971 1301 1424 0.6819 0.9136 -0.5524 -0.1303 | .
GSE107337_RawCounts @ 4 »
) B = | + 100%
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"
W11-5:LGG 02240

B3I, SEKOTLVDEDIE, EFESMNGEOL
TABKLTLWAGSEL07337Mraw countT —4
M5, FaMEEEIEOlog, BELEIL) Bt

BEiEE (0 A7) o

et e 2 LT=HD, DLGG_02240D#EE,

Jrdll A EwA A= L{FIk gL T4 Eit| == AL P EBE = =}
AZ158 e Je LGG 02240 v
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240/CCG log,(pH4 1h/CCG) logy(pH4 24h/CCG)
2152 LGG 02233 227 331 539 0.4212 0.6141 -1.2476 -0.7035
2153 LGG 02234 406 791 1093 0.3715 0.7237 -1.4287 -0.4665
2154 LGG 02235 582 009 1289 0.4515 0.7750 -1.1472 -0.3677
2155 | LGG 02236 277 467 647 0.4281 0.7218 -1.2239 -0.4703
2156 LGG 02238 768 674 577 1.3310 1.1681 0.4125 0.2242
7 LGG 02239 5146 18308 5690 0.9044 3.2176 -0.1450 1.6860
LGG_I]224I]_| 1106 2444 422 2.6209 5.7915 1.3900 2.5339
2059 LGG 02241 a7 107 130 0.6692 0.8231 -0.5794 -0.2809
2160 LGG 02242 377 340 540 0.6981 0.6296 -0.5184 -0.6674
2161 | LGG_ 02244 36 116 44 0.8182 2.0364 -0.2895 1.3985
2162 | LGG_ 02245 19 101 29 0.6552 3.4828 -0.6101 1.8002
2163 LGG 02246 23 63 3 2.8750 7.8750 1.5236 2.9773
2164 LGG 02247 384 531 556 0.6906 0.9550 -0.5340 -0.0664
2165 LGG 02248 245 405 318 0.7704 1.2736 -0.3762 0.3489 | ~
GSE107337_RawCounts ® 1 3
B=rme H |- + 100%
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= | 55U, SBO TS0 (L, EESAGEOL
T2FHLTLWSGSEL07337M t7—%4
W11-5:LGG 02240 15 i vhog, s o) 2mat

HEFE (0 47) =5 GSE107337_RawCoun ﬁbf_:ﬁ)o) ®LGG 022400)%:&%0 J?% jCEF'

b deh @A ASLooh mm 7o mm s | O @2.53-fold, @1.39-foldEEM N TLV-HE
, X, AV BEFHELEERPOD. log, ({FHREL
AZ158 d Je LGG 02240 ) @ﬂ{ﬁ&%é':_ﬁo
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240/CCG log,(pH4 1h/CCG) logy(pH4 24h/CCG)
2152|LGG_02233 227 331 539 0.4212 0.6141 -1.2476 -0.7035
2153|LGG_02234 4006 791 1093 0.3715 0.7237 -1.4287 -0.4665
2154| LGG_02235 582 999 1289 0.4515 0.7750 -1.1472 -0.3677
2155|LGG_02236 277 467 647 0.4281 0.7218 -1.2239 -0.4703
2156 | LGG_02238 768 674 577 1.3310 1.1681 0.4125 0.2242
7 LGG 02239 5146 18308 5690 0.9044 3.2176 -0.1450 1.6860
LGG_DEEdD_l 1106 2444 422 2.6209 5.7915 1.3900 2.5339
259 LGG_02241 87 107 130 0.6692 0.8231 - -
2160 LGG_02242 377 340 540 0.6981 0.6296 -0.5184 -0.6074
2161 | LGG_02244 36 116 44 0.8184 2.6364 -0.2895 1.3985
2162| LGG_02245 19 101 29 0.6552 3.4828 -0.6101 1.8002
2163 LGG_02246 23 63 8 2.8750 7.8750 1.5236 2.9773
2164| LGG_02247 384 531 556 0.6906 0.9550 -0.5340 -0.0664
2165 | LGG 02248 245 405 318 0.7704 1.2736 -0.3764 0.3489 | -
GSE107337_RawCounts ® 1 3
B=rae | H M- 1 + 100%
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W11-5:LGG 02372

BEiRE (0 1) =5

GSE1Q

7337 _RawCoun

B, SEEHTLVDEDIE, EFSMNGEOL
T2ABLTULVAGSEL107337MDraw countT—4
Mhis, TR HEEE L Plog, (EREIL) EHET
EL-H0, DLGG _02473M#ER, [RERXF

b deh @A ASLoob mm 7o mm #m | O @3.34-fold, @1.34-foldEEM N TLV-HE
X, AV BEFHELEERPOD. log, ({FHREL
A2286 d Je LGG 02372 ) @ﬂ{ﬁ&%é':_ﬁo
A B C D E G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240/CCG log,(pH4 1h/CCG) logy(pH4 24h/CCG)
2280| LGG_02366 01 138 79 1.1519 1.7468 0.2040 0.8047
2281 | LGG_02367 15 31 11 1.3636 2.8182 0.4475 1.4948
2282 | LGG_02368 10 31 7 1.4286 4.4286 0.5146 2.1468
2283| LGG_02369 12 46 5 2.4000 0.2000 1.2630 3.2016
2284| LGG_02370 15 64 7 2.1429 0.1429 1.0995 3.1926
s LGG 02371 14 68 6 2.3333 11.3333 1.2224 3.5025
LGG_DESTE_' 33 132 13 2.5385 10.1538 1.3440 3.3440
7 LGG_02373 103 330 97 1.0619 3.4021 ‘% %
2288 | LGG_02374 37 109 41 0.9024 2.6585 -0. 1.
2289 | LGG_02375 314 339 773 0.4064 0.4386 -1.2997 -1.1891
2290 LGG_02376 32 69 48 1.0833 1.4375 0.1155 0.5236
2201 LGG_02377 33 58 18 1.8333 3.2222 0.8745 1.6881
2292| LGG_02378 42 85 49 0.8571 1.7347 -0.2224 0.7947
2293 | LGG 02379 42 85 64 0.6563 1.3281 -0.6077 0.4094 | -
GSE107337_RawCounts ® 1 3
B=rae | H M- 1 + 100%
BARIBREFREOERF 140 218
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= WO-10F TERMEDFIET, 9B T L5 DHY

le-l ] 9 samop IeS VT —EBRRIFETIToER,

BHElgEE (0 1) 2 - = data_osamples.xlsx-- i @ 52l
Il R-h A =2 AT g T BB &N L EE L
Al = F i
A B C D E F G H I J -
1 l pH4.5 1h pH4.5 24h pH7 CCG
2 gene ID repl repl rep3 | repl repl repd | repl repl rep3
3 | EBG00001128470 7 133 130 69 158 751 124 16l 68
4 | EBG00001128476 3 10 15 15 44 17 0 0 1
5 | EBG00001128500 25 73 09 58 176 52| 107 52 21
6 | EBGO0001128509 11 166 166 72 200 071 154 211 69
7 | EBG00001128529 0 0 0 0 0 0 0 0 0
g | LGG_00001 58 141 195 158 491  248| 392 252 76
9 | LGG_00002 113 413 513] 412 1233 589 911 842 263
10, LGG_00003 1 20 21 20 69 32 20 31 8
11|  LGG_00004 17 03 138 128 335 171 255 174 60
12| LGG_00005 53 159 239 272 882 389 878 814 258
13|  LGG_00006 204 585 680 742 2230 910 1849 1640 549
14| LGG_00007 0 3 6 0 11 5 3 1 0
15| LGG_00008 5 43 54 15 63 22| 253 279 154
16 LGG_00009 3 11 11 6 50 19 42 24 6| .
data_9samples summed | ) 1 3
MErme H M- | + 100%

HAZBEFREDEHE 140 220



WO-10FTCLERBZEDFIET. 99 TILHDHD
T —ARFETIT >R, FZBEOD3HUT

12-1:9 samples | Lsosonrsrs—smwot0tEs.

BHElgEE (0 1) 3 - = data_osamples.xlsx-- P E=— @ Eal O *
IJrfil.  w"—L #wA =% L4FI- g T4 Eiti| = NS PO #F [}
Al ~ f v
A B | C | D E | F | G H | 1 | 1 |[[=
1 | pH45_ 1h pH4.5 24h pH7 CCG
2 gene ID repl repl rep3 | repl repl repd | repl repl rep3
3 | EBG00001128470 7 133 130 60 158 75 124 161 68
4 | EBG00001128476 3 10 15 15 44 17 0 0 1
5 | EBG00001128500 25 73 00 58 176 52 107 52 21
6 EBGO00001128509 11 166 166 72 206 07 154 211 60
7 | EBG00001128529 0 0 0 0 0 0 0 0 0
g | LGG_00001 58 141 195 158 491 248 392 252 76
9 | LGG_00002 113 413 513| 412 1233 gene ID pH4.5 1h rep3 pH4.5 24h rep3 pH7 CCG rep2
10| LGG_00003 1 29 21 20 69 | EBG00001128470 130 75 161
11 |  LGG_00004 17 03 138 128 335 | EBGO00D01128476 15 17 0
12| LGG_00005 53 159 230 272 882 | EBG00001128500 00 52 52
13 | LGG_00006 204 585 680 742 2230 EBGO00001128500 166 07 211
14| LGG 00007 0 3 6 0 111 EBG00001128529 0 0 0
15 | LGG_00008 5 43 54 15 63 LGG 00001 195 248 252
16| LGG_00009 3. 1L 1] 6 501 165G 00002 513 589 842
data_9samples summed | ) 1 LGG_I]I]I]GS 21 32 31
Warme | @ LGG_00004 138 171 174
GG 0po0s 239 389 814
AXRIBEFREOESE14/0 221



12-1:9 samples

WO-10FTCLERBZEDFIET. 99 TILHDHD
TR ETIT > EHR, D392 T
IWHDHDAIET—2(WI-10) LR TR B

BHElgEE (0 1) D - = data_osamples.xlsx-- PSE E— @ 755‘]@’&1@(3& Eﬁh\':_ﬁb-tb\éo
IJrfil.  w"—L #wA =% L4FI- g T4 = NS PO #F [}
Al ~ f ' ’ '
A B | C | D E | F | G H | 1 | 1
1 | pH45_ 1h pH4.5 24h pH7 CCG
2 gene ID repl repl rep3 | repl repl repd | repl repl rep3
3 | EBG00001128470 7 133 130 60 158 75 124 161 68
4 | EBG00001128476 3 10 15 15 44 17 0 1
5 | EBG00001128500 25 73 00 58 176 52 107 52 21
6 EBGO00001128509 11 166 166 72 206 07 154 211 60
7 | EBG00001128529 0 0 0 0 0 0 0
g | LGG_00001 58 141 195 158 491 248 392 252 * ' '
9 | LGG_00002 113 413 513| 412 1233 gene ID pH4.5 1h rep3 pH4.5 24h rep3 pH7 CCG rep2
10| LGG_00003 1 29 21 20 69 | EBG00001128470 130 75 161
11 |  LGG_00004 17 03 138 128 335 | EBGO00D01128476 15 17 0
12| LGG_00005 53 159 230 272 882 | EBG00001128500 00 52 52
13 | LGG_00006 204 585 680 742 2230 EBGO00001128500 166 07 211
14| LGG 00007 0 3 6 0 111 EBG00001128529 0 0 0
15 | LGG_00008 5 43 54 15 63 LGG 00001 195 248 252
16| LGG_00009 3. 1L 1] 6 501 165G 00002 513 589 842
data_9samples summed | 1 LGG_I]I]I]GS 21 32 31
Warme | @ LGG_00004 138 171 174
GG 0po0s 239 389 814
AXRIBEFREOESE14/0 222




O B —#HRNDIREDH (sum)Z&o1=FER,

12-2:sum

HEEE 0 5) % * data Osamplesxisx-  PEE= @ &

Jr4)l KA #wA A= LAFIb I T sE FTr O OALT L BE [}

Al ~ Je gene 1D v
A B c , D , E | F | G | H [+

1 gene ID _|pH4.5_]h pH4.5 24h pH7 CCG

2 |[EBG00001128470 270 302 353

3 |[EBGO00001128476 28 76 19

4 (EBG00001128500 197 286 180

5 |[EBGO00001128509 343 375 434

6 EBGO00001128529 0 0 0

7 | LGG_00001 394 897 720

g | LGG_00002 1039 2234 2016

9 | LGG_00003 51 121 68

10, LGG_00004 248 634 489

11|  LGG_00005 451 1543 1950

12| LGG_00006 1469 3882 4038

13| LGG_00007 0 16 4

14| LGG_00008 102 100 686

15|  LGG_00009 25 75 72

16 LGG_00010 21 85 73 -
| data_9samples summed ) 1 3

BErme B |- 1 + 100%
AARIBEEFREOESHFE 140 223



" F—BNO3REDH (sum) EEo1-ER, Fk
] DRE R DFESLaverage countTHo7=H(
W12'2 SUum W11-2) . averageEsumlI B MIZE M EE X
BHElgEE (0 1) D - 5 data_9samples.xlsx--- i @ —CJ:L\O)-Gs 1uf:’§ﬂ1ﬁﬁ¥ﬁ(:ﬁésum0)‘i5€*¥
T hebh  BA  RSL4FIN  mR 75 sm == | LT
" GSE107337_RawCoun:-- = — O X
Al . fe | gene ID TN L A RS #st 7—5 R TR ANG L
A B C D E H G -
1 gene ID  |pH4.5 1h pH4.5 24h pHT CCG G28 . Je | -0.6781 -
» [EBG00001128470 270 302 353
3 |[EBG00001128476 28 76 19 A B c D “
4 EBG00001128500 197 286 180 1 Gene  pH4 lh pH4 24h pH7 CCG
s [ EBG00001128509 343 375 434 =27 LGG_00001 286 676 545
6 EBGO00001128529 0 0 0 / 2> LGG_00002 776 1601 1450
7 | LGG_00001 394 897 720 / _>LGG 00003 71 114 91
s | LGG_00002 1039 2234 2016 / s> LGG_00004 201 470 368
9 LGG_00003 51 121 68 / 6 LGG_00005 368 1160 1447
10 LGG_00004 248 634 489 7 LGG_00006 1041 2742 2880
11 LGG_00005 451 1543 1950 s LGG 00007 7 10 2
12| LGG_00006 1469 3882 4038 0 -LGG_DDODS 73 76 499
13| LGG_00007 9 16 4 10 LGG_00009 16 45 42
14 LGG_ 00008 102 100 686 11 LGG 00010 20 65 57
15| LGG_00009 3 75 72 12 LGG 00011 2281 259 2150
16| LGG 00010 = 83 73 13 LGG_ 00012 2510 3631 3097
| data_9samples summed ) 1 14-LGG 00013 971 1301 1424 | _
Werzs B m - 0 . | _GSE107337. @ : « §
EH L | + 100%

HAZBEFREDEHE 140 224



FRENMEREILEHERS

data_gsamples.xlsx - FELILE
Jrdll. m—h A A= LTI > G S T i+ I SN |y | PO = HE
E7 v K || =B7/D7 M
A . B C , D E F G , H [«
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG|pH4 1WCCG pH4 24h/CCG | log:(pH4 1WCCG) log:(pH4 24h/CCG)
2 :EBGDDDG]]EEﬁITD 270 302 353 0.7649 0.8555 -0.3867 -0.2251
3 |[EBG00001128476 28 76 19 1.4737 4.0000 0.5594 2.0000
4 |[EBGO00001128500 197 286 180 1.0944 1.5889 0.1302 0.6680
5 |EBG00001128509 343 375 434 0.7903 0.8641 -0.3395 -0.2108
6 EBGO0001128529 0 0 of #prvior 7 #DIV/O! #DIV/0! - #DIV/0!
7 LGG_00001 304 897 720 0.5472 l 1.2458 -(.8698 0.3171
g | LGG_00002 1039 2234 2016 0.5154 1.1081 -0.9563 0.1481
9 LGG_00003 51 121 68 0.7500 1.7794 -0.4150 0.8314
10| LGG_00004 248 634 4890 0.5072 1.2965 -0.9795 0.3746
11 | LGG_00005 451 1543 1950 0.2313 0.7913 -2.1123 -0.3377
12| LGG_00006 1469 3882 4038 0.3638 0.9614 -1.4588 -0.0568
13 | LGG_00007 0 16 4 2.2500 4.0000 1.1699 2.0000
14 | LGG_00008 102 100 686 0.1487 0.1458 -2.7496 -2.7782
15 | LGG_00009 25 75 72 0.3472 1.0417 -1.5261 0.0589
16 LGG 00010 21 85 73 0.2877 1.1644 -1.7975 0.2196 | -
| data_9samples summed averaged | ) 1 3
WBarme  H M- | + 100%
BARIBEEFREOEHFE14E 225



FRtehilog, EREIL) BEHERS

data_gsamples.xlsx - FELILE
Tl h—h WA R-ILAFIh  BE T4 BE == AT O B: & 34
G7 - £ || =LOG(E12) v
A . B , c , D , E , F G H -
{ gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24WCCG | logy(pH4 1W/CCG) logy(pH4 24W/CCG)
» [EBG00001128470 270 302 353 0.7649 0.8555 -0.3867 -0.2251
3  EBG00001128476 28 76 19 1.4737 4.0000 0.5594 2.0000
4 EBG00001128500 197 286 180 1.0944 1.5889 0.1302 0.6680
5 [EBGO00001128509 343 375 434 0.7903 0.8641 -0.3395 -0.2108
6 [EBG00001128529 0 0 o #prvior T #prvior | #DIV/0! - #DIV/0!
;| LcG oooo1 394 897 720 0.5472 1.2458 -0.8698 | 0.3171
s LGG_00002 1039 2234 2016 0.5154 1.1081 -0.9563 0.1481
9 LGG_00003 51 121 68 0.7500 1.7794 -0.4150 0.8314
10| LGG_00004 248 634 489 0.5072 1.2965 -0.9795 0.3746
11| LGG_00005 451 1543 1950 0.2313 0.7913 -2.1123 -0.3377
12| LGG_00006 1469 3882 4038 0.3638 0.9614 -1.4588 -0.0568
13| LGG_00007 9 16 4 2.2500 4.0000 1.1699 2.0000
14| LGG_00008 102 100 686 0.1487 0.1458 -2.7496 -2.7782
15| LGG_00009 25 75 72 0.3472 1.0417 -1.5261 0.0589
16 LGG 00010 21 85 73 0.2877 1.1644 -1.7975 0.2196 | -
| data_9samples summed averaged | ) 1 3
BErae | H - i + 100%
BAIBREFREDESFE14[H 226



] DLGG_02240MEtEFER,

12-5:LGG 02240

data_osamples.xlsx - Excel

Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
A2746 - Je LGG 02240 v
A B | C , D , E , F , G , H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
2239| LGG_02233 313 483 752 0.4162 0.6423 -1.2646 -0.6387
2240 LGG_02234 503 1064 1452 0.3877 0.7328 -1.3668 -0.4485
241| LGG_02235 820 1379 1751 0.4683 0.7875 -1.0945 -0.3446
242 LGG_02236 401 0691 030 0.4271 0.7359 -1.2275 -0.4424
2243| LGG_02237 55 87 79 0.6962 1.1013 -0.5224 0.1392
2244| LGG_02238 1130 1014 810 1.3951 1.2519 0.4803 0.3241
LGG 02239 6052 25000 7758 0.8961 3.2225 -0.1583 1.6882
LGG_ 02240 .l 1231 2914 490 2.5122 5.9469 1.3290 2.5721
7 LGG:D224] 121 147 174 0.6954 0.8448 -0.5241 -0.2433
2248| LGG_02242 068 567 1063 0.6284 0.5334 -0.6702 -0.9067
2249| LGG_02243 163 131 419 0.3890 0.3126 -1.3621 -1.6774
2250 LGG_02244 47 143 47 1.0000 3.0426 0.0000 1.6053
2251| LGG_02245 18 115 35 0.5143 3.2857 -0.9594 1.7162
2252| LGG_02246 22 61 8 2.7500 7.6250 1.4594 2.9307
2253 LGG 02247 534 752 809 0.6601 0.9295 -0.5993 -0.1054 |
| data_9samples summed averaged | ) 1 3
MErme H M- | + 100%

HAZBEFREDEHE 140 227



] DLGG_02372MEtEHER,

12-5:LGG 02372

data_osamples.xlsx - Excel

Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
A2378 - Je LGG 02372 v
A B | C , D , E , F , G , H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
23711| LGG_02365 219 345 297 0.7374 1.1616 -0.4395 0.2161
2372 LGG_02366 123 179 104 1.1827 1.7212 0.2421 0.7834
2373| LGG_01367 22 46 14 1.5714 3.2857 0.6521 1.7162
2374| LGG_01368 19 49 8 2.3750 6.1250 1.2479 2.60147
2375 LGG_01369 15 69 6 2.5000 11.5000 1.3219 3.5236
2376| LGG_02370 20 01 11 1.8182 8.2727 0.8625 3.0484
7 LGG 02371 22 90 10 2.2000 0.0000 1.1375 3.1699
LGG 02372 .l 56 188 15 3.7333 12.5333 1.9005 3.6477
299 LGG:D2373 131 490 131 1.0000 3.7405 0.0000 1.9032
2380 LGG_02374 49 139 52 0.9423 2.6731 -0.0857 1.4185
2381 LGG_02375 416 445 1096 0.3796 0.4060 -1.3976 -1.3004
2382 LGG_01376 74 102 73 1.0137 1.3973 0.0196 0.4826
2383| LGG_02377 35 68 26 1.3462 2.6154 0.4288 1.3870
2384| LGG_01378 53 108 79 0.6709 1.3671 -0.5759 0.4511
2385 LGG 02379 67 153 116 0.5776 1.3190 -0.7919 0.3994 | -
| data_9samples summed averaged | ) 1 3
MErsme | H |- | + 100%
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= [RERXDP1608-1609=M T THX TR
nTWa, DLGG 00113DEERFLREHTIC
W13-1: LGG 00113 s;25m8ETe0ntr—scrn,

BEREE 0 ) [§ ©- GSE107337_RawCounts.x|sx cel
Il A A R=% LAFIk 3 = Lt Fzr AN PO = = HE
All3 N S LGG 00113 h
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
107|LGG_00107 132 151 134 0.9851 1.1269 -0.0217 0.1723
108| LGG_00108 02 351 912 0.1009 0.3849 -3.3093 -1.3776
109| LGG_00109 119 402 1615 0.0737 0.2489 -3.7625 -2.0063
110|LGG_00110 165 302 2403 0.0687 0.1631 -3.8643 -2.6159
111|LGG_00111 72 127 1101 0.0654 0.1153 -3.9347 -3.1159
LGG 00112 178 341 1967 0.0905 0.1734 -3.4660 -2.5282
GG_[II]]]S! 176 277 1159 0.1519 0.2390 -2.7192 -2.0649
4 LGG_00114 99 220 940 0.1053 0.2340 -3.2472 -2.0952
115|LGG_00115 136 296 a60 0.1581 0.3442 -2.6607 -1.5387
116|LGG_00116 202 198 298 0.6779 0.6644 -0.5610 -0.5898
117|LGG_00117 99 03 37 2.6757 2.5135 1.4199 1.3297
118| LGG_00118 13 31 a 1.6250 3.8750 0.7004 1.9542
119|LGG_00119 32 79 17 1.8824 4.6471 0.9125 2.2163
120 LGG 00120 52 78 30 1.7333 2.6000 0.7935 1.3785 |~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - 1 + 100%
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= B JRE R DP1608-1609ZMTTHDX TS
NTW%S, DLGG 00113DEER ML REHTIC
W13-1:LGG 00113 s52zmger2084507—s<cr.

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
Alle - Je LGG 00113 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
112, LGG_00106 78 225 44 1.7727 5.1136 0.8260 2.3543
113, LGG_00107 187 232 196 0.9541 1.1837 -0.0678 0.2433
114, LGG_00108 120 490 1226 0.0979 0.3997 -3.3520 -1.3231
115, LGG_00109 147 554 2275 0.0646 0.2435 -3.9520 -2.0379
116, LGG_00110 221 536 3400 0.0650 0.1576 -3.9434 -2.6052
117, LGG_00111 80 167 1331 0.0601 0.1255 -4.0564 -2.9946
8 LGG 00112 284 459 2715 0.1046 0.1691 -3.2570 -2.5644
LGG 00113 .l 224 368 1561 0.1435 0.2357 -2.8009 -2.0847
0 LGG:DD]]4 107 296 1200 0.0892 0.2467 -3.4874 -2.0194
121, LGG_00115 186 409 1192 0.1560 0.3431 -2.6800 -1.5432
122, LGG_00116 261 275 432 0.6042 0.6366 -0.7270 -0.6516
123 LGG_00117 161 125 52 3.0962 2.4038 1.6305 1.2653
124 LGG_00118 16 46 0 1.7778 5.1111 0.8301 2.3536
125, LGG_00119 36 05 22 1.6304 4.3182 0.7105 2.1104
126 LGG 00120 06 07 46 1.4348 2.1087 0.5208 1.0764 |~
| data_9samples summed averaged | ) 1 3
MEre H B @ - | + 100%

HAZBEFREDEHE 140 231




= [RERXDP1608-1609=M T THX TR
nTWha, DLGG 00115MEERFLREHTIC
W13-2: LGG 00115 s;25meETe0nstr—scrn,

BEREE 0 ) [§ ©- GSE107337_RawCounts.x|sx cel
Il A A R=% LAFIk 3 = Lt Fzr AN PO = = HE
Alls N S LGG 00115 h
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
107|LGG_00107 132 151 134 0.9851 1.1269 -0.0217 0.1723
108| LGG_00108 02 351 912 0.1009 0.3849 -3.3093 -1.3776
109| LGG_00109 119 402 1615 0.0737 0.2489 -3.7625 -2.0063
110|LGG_00110 165 302 2403 0.0687 0.1631 -3.8643 -2.6159
111|LGG_00111 72 127 1101 0.0654 0.1153 -3.9347 -3.1159
112|LGG_00112 178 341 1967 0.0905 0.1734 -3.4660 -2.5282
113| LGG_00113 176 277 1159 0.1519 0.2390 -2.7192 -2.0649
4 LGG 00114 99 220 940 0.1053 0.2340 -3.2472 -2.0952
GG_[II]]]S! 136 296 a60 0.1581 0.3442 -2.6607 -1.5387
ﬁ_LGG:ﬂl]llﬁ 202 198 298 0.6779 0.6644 -0.5610 -0.5898
117|LGG_00117 99 03 37 2.6757 2.5135 1.4199 1.3297
118| LGG_00118 13 31 a 1.6250 3.8750 0.7004 1.9542
119|LGG_00119 32 79 17 1.8824 4.6471 0.9125 2.2163
120 LGG 00120 52 78 30 1.7333 2.6000 0.7935 1.3785 |~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - 1 + 100%

BAILEE

il
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“NE




= B JRE R DP1608-1609ZMTTHDX TS
NTW%, DLGG 00115MEER ML REHTIC
W13-2:LGG 00115 s52zmger2084507—s<cr.

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
Al21 - Je LGG 00115 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
112, LGG_00106 78 225 44 1.7727 5.1136 0.8260 2.3543
113, LGG_00107 187 232 196 0.9541 1.1837 -0.0678 0.2433
114, LGG_00108 120 490 1226 0.0979 0.3997 -3.3520 -1.3231
115, LGG_00109 147 554 2275 0.0646 0.2435 -3.9520 -2.0379
116, LGG_00110 221 536 3400 0.0650 0.1576 -3.9434 -2.6052
117, LGG_00111 80 167 1331 0.0601 0.1255 -4.0564 -2.9946
118, LGG_00112 284 459 2715 0.1046 0.1691 -3.2570 -2.5644
119, LGG_00113 224 368 1561 0.1435 0.2357 -2.8009 -2.0847
o LGG 00114 107 296 1200 0.0892 0.2467 -3.4874 -2.0194
LGG_00115 .l 186 409 1192 0.1560 0.3431 -2.6800 -1.5432
| LGG_00116 261 275 432 0.6042 0.6366 -0.7270 -0.6516
123 LGG_00117 161 125 52 3.0962 2.4038 1.6305 1.2653
124 LGG_00118 16 46 0 1.7778 5.1111 0.8301 2.3536
125, LGG_00119 36 05 22 1.6304 4.3182 0.7105 2.1104
126 LGG 00120 06 07 46 1.4348 2.1087 0.5208 1.0764 |~
| data_9samples summed averaged | ) 1 3
MErme H M- | + 100%

HAZBEFREDEHE 140 233




= B [RE R Dp1608-1609IZMIFTHX TR
nTL3, DLGG 00108DEERARL AEHTIZ
W13-3: LGG 00108 s;25m8ETe0n - r—scira.

BEREE 0 ) [§ ©- GSE107337_RawCounts.x|sx cel
Il A A R=% LAFIk 3 = Lt Fzr AN PO = = HE
Al08 N S LGG 00108 h
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
7 LGG 00107 132 151 134 0.9851 1.1269 -0.0217 0.1723
GG_GI]]DE! 02 351 912 0.1009 0.3849 -3.3093 -1.3776
|LGG_00109 119 402 1615 0.0737 0.2489 -3.7625 -2.0063
110|LGG_00110 165 302 2403 0.0687 0.1631 -3.8643 -2.6159
111|LGG_00111 72 127 1101 0.0654 0.1153 -3.9347 -3.1159
112|LGG_00112 178 341 1967 0.0905 0.1734 -3.4660 -2.5282
113| LGG_00113 176 277 1159 0.1519 0.2390 -2.7192 -2.0649
114|LGG_00114 99 220 940 0.1053 0.2340 -3.2472 -2.0952
115|LGG_00115 136 296 a60 0.1581 0.3442 -2.6607 -1.5387
116|LGG_00116 202 198 298 0.6779 0.6644 -0.5610 -0.5898
117|LGG_00117 99 03 37 2.6757 2.5135 1.4199 1.3297
118| LGG_00118 13 31 a 1.6250 3.8750 0.7004 1.9542
119|LGG_00119 32 79 17 1.8824 4.6471 0.9125 2.2163
120 LGG 00120 52 78 30 1.7333 2.6000 0.7935 1.3785 |~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - 1 + 100%
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= JRZERX DP1608-1609[ZMFTHDX TS
NTWS, DLGG 00108DEER ML REHTIZ
W13-3:LGG 00108 s52z886t208490507—scikz.

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
Alld - Je LGG 00108 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
112, LGG_00106 78 225 44 1.7727 5.1136 0.8260 2.3543
3 LGG 00107 187 232 196 0.9541 1.1837 -0.0678 0.2433
LGG_00108 .l 120 490 1226 0.0979 0.3997 -3.3520 -1.3231
5| LGG:DD]GQ 147 554 2275 0.0646 0.2435 -3.9520 -2.0379
116, LGG_00110 221 536 3400 0.0650 0.1576 -3.9434 -2.6052
117, LGG_00111 80 167 1331 0.0601 0.1255 -4.0564 -2.9946
118, LGG_00112 284 459 2715 0.1046 0.1691 -3.2570 -2.5644
119, LGG_00113 224 368 1561 0.1435 0.2357 -2.8009 -2.0847
120 LGG_00114 107 296 1200 0.0892 0.2467 -3.4874 -2.0194
121, LGG_00115 186 409 1192 0.1560 0.3431 -2.6800 -1.5432
122, LGG_00116 261 275 432 0.6042 0.6366 -0.7270 -0.6516
123 LGG_00117 161 125 52 3.0962 2.4038 1.6305 1.2653
124 LGG_00118 16 46 0 1.7778 5.1111 0.8301 2.3536
125, LGG_00119 36 05 22 1.6304 4.3182 0.7105 2.1104
126 LGG 00120 06 07 46 1.4348 2.1087 0.5208 1.0764 |~
| data_9samples summed averaged | ) 1 3
MErme H M- | + 100%

HAZBEFREDEHE 140 235




= B [RE R Dp1608-1609IZMIFTHX TR
nTL3, DLGG 00109MDEERRL AEHTIZ
W13-4: LGG 00109 s;25m8ETe0ntr—scirn.

BEREE 0 ) [§ ©- GSE107337_RawCounts.x|sx cel
Il A A R=% LAFIk 3 = Lt Fzr AN PO = = HE
Alde N S LGG 00109 h
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
107|LGG_00107 132 151 134 0.9851 1.1269 -0.0217 0.1723
3 LGG 00108 02 351 012 0.1009 0.3849 -3.3093 -1.3776
GG_GI]]DQ! 119 402 1615 0.0737 0.2489 -3.7625 -2.0063
0 LGG_00110 165 302 2403 0.0687 0.1631 -3.8643 -2.6159
111|LGG_00111 72 127 1101 0.0654 0.1153 -3.9347 -3.1159
112|LGG_00112 178 341 1967 0.0905 0.1734 -3.4660 -2.5282
113| LGG_00113 176 277 1159 0.1519 0.2390 -2.7192 -2.0649
114|LGG_00114 99 220 940 0.1053 0.2340 -3.2472 -2.0952
115|LGG_00115 136 296 a60 0.1581 0.3442 -2.6607 -1.5387
116|LGG_00116 202 198 298 0.6779 0.6644 -0.5610 -0.5898
117|LGG_00117 99 03 37 2.6757 2.5135 1.4199 1.3297
118| LGG_00118 13 31 a 1.6250 3.8750 0.7004 1.9542
119|LGG_00119 32 79 17 1.8824 4.6471 0.9125 2.2163
120 LGG 00120 52 78 30 1.7333 2.6000 0.7935 1.3785 |~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - 1 + 100%
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= B JRZERX DP1608-1609[ZMFTHDX TS
NTWS, DLGG 00109DEER ML REHTIZ
W13-4:LGG 00109 5228861208200 7—scikz.

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
Alls - Je LGG 00109 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
112, LGG_00106 78 225 44 1.7727 5.1136 0.8260 2.3543
113, LGG_00107 187 232 196 0.9541 1.1837 -0.0678 0.2433
4 LGG 00108 120 490 1226 0.0979 0.3997 -3.3520 -1.3231
LGG_00109 .l 147 554 2275 0.0646 0.2435 -3.9520 -2.0379
6 LGG:DD]]D 221 536 3400 0.0650 0.1576 -3.9434 -2.6052
117, LGG_00111 80 167 1331 0.0601 0.1255 -4.0564 -2.9946
118, LGG_00112 284 459 2715 0.1046 0.1691 -3.2570 -2.5644
119, LGG_00113 224 368 1561 0.1435 0.2357 -2.8009 -2.0847
120 LGG_00114 107 296 1200 0.0892 0.2467 -3.4874 -2.0194
121, LGG_00115 186 409 1192 0.1560 0.3431 -2.6800 -1.5432
122, LGG_00116 261 275 432 0.6042 0.6366 -0.7270 -0.6516
123 LGG_00117 161 125 52 3.0962 2.4038 1.6305 1.2653
124 LGG_00118 16 46 0 1.7778 5.1111 0.8301 2.3536
125, LGG_00119 36 05 22 1.6304 4.3182 0.7105 2.1104
126 LGG 00120 06 07 46 1.4348 2.1087 0.5208 1.0764 |~
| data_9samples summed averaged | ) 1 3
MErme H M- | + 100%

HAZBEFREDEHE 140 237




T J?%@ WX DP1611MD A RAFHETHRANSHTL
5. DLGG_01064MEERML REHTIZHITS
W14-1: LGG 01064 s5s iszonis—scrn.

HEgEE (0 #7) g 9- GSE107337_RawCounts.x|sx cel FSH Z=— @ Eal
Il A A R=% LAFIk 3 = Lt Fzr AN PO = = HE
Aldl6 7 S LGG 01064 h
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 24W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
1010 LGG_01058 19 35 46 0.4130 0.7609 -1.2756 -0.3943
1011 | LGG_01059 6 24 10 0.6000 2.4000 -0.7370 1.2630
1012 LGG_01060 20 68 47 0.4255 1.4468 -1.2327 0.5329
1013 | LGG_01061 1644 1981 2169 0.7580 0.9133 -0.3998 -0.1308
1014 LGG_01062 1204 3690 2140 0.5626 1.7243 -0.8298 0.7860
5 LGG 01063 19 131 25 0.7600 5.2400 -0.3959 2.3806
LGG II]]I]64| 27 268 11 2.4545 24.3636 1.2955 4.6067
W7 LGG 01065 33 389 a 4.1250 48.6250 2.0444 5.6036
1018 LGG_01066 144 707 152 0.9474 4.6513 -0.0780 2.2176
1019 LGG_01067 2 12 1 2.0000 12.0000 1.0000 3.5850
1020 LGG_01068 150 602 183 0.8197 3.2896 -0.2869 1.7179
1021 | LGG_01069 228 040 271 0.8413 3.4686 -0.2493 1.7944
1022 LGG_01070 165 557 196 0.8418 2.8418 -0.2484 1.5068
1023 LGG 01071 02 343 105 0.8762 3.2667 -0.1907 1.7078 | ~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - 1 + 100%
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e 0 [RERXDPl611D AR RFHHIETHRARS5NTLY
5. DLGG 01064NEERAFLRAEHTIZEITS
W14-1:LGG 01064 ss8:=2054c07—scis,

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
Al1070 - Je LGG 01064 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
1063| LGG_01057 380 825 078 0.3885 0.8436 -1.3638 -0.2454
1064 LGG_01058 46 130 168 0.2738 0.7738 -1.8688 -0.3699
1065 LGG_01059 39 111 74 0.5270 1.5000 -0.9241 0.5850
1066 LGG_01060 35 88 52 0.6731 1.6923 -0.5712 0.7590
1067, LGG_01061 2258 2677 2986 0.7562 0.8965 -0.4032 -0.1576
1068 LGG_01062 1625 5164 3043 0.5340 1.6970 -0.9051 0.7630
9 LGG 01063 26 229 44 0.5909 5.2045 -0.7590 2.3798
LGG_01064 .l 49 389 18 2.7222 21.6111 1.4448 4.4337
1| LGG:D]E]ﬁﬂ 37 536 12 3.0833 44.6667 1.6245 5.4811
1072| LGG_01066 195 083 200 0.9330 4.7033 -0.1000 2.2337
1073| LGG_01067 2 52 2 1.0000 26.0000 0.0000 4.7004
1074 LGG_01068 233 871 247 0.9433 3.5263 -0.0842 1.8182
1075 LGG_01069 328 1359 355 0.9239 3.8282 -0.1141 1.9367
1076] LGG_01070 202 701 248 0.8145 2.82606 -0.2960 1.4991
1077 LGG 01071 130 445 152 0.8553 2.9276 -0.2256 1.5497 | -
| data_9samples summed averaged | ) 1 3
MErme H M- | + 100%
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T J?%@ WX DP1611MD A RAFHETHRANSHTL
5. DLGG_02032MEERML REHTIZHITS
W14-2: LGG 02032 sperrteonssr—scrn.

BEREE 0 ) [§ ©- GSE107337_RawCounts.x|sx cel
Il A A R=% LAFIk 3 = Lt Fzr AN PO = = HE
Al959 7 S LGG 02032 h
A B C D E F G H -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 24W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
1953 | LGG_02025 20 148 78 0.2564 1.8974 -1.9635 0.9241
1954 LGG_02026 26 144 05 0.2737 1.5158 -1.8694 0.6001
1955 LGG_02027 65 238 468 0.1389 0.5085 -2.8480 -0.9755
1956 LGG_02028 143 175 197 0.7259 0.8883 -0.4622 -0.1708
1957 LGG_02030 13 44 16 0.8125 2.7500 -0.2996 1.4594
g LGG 02031 a3 152 180 0.4889 0.8444 -1.0324 -0.2439
LGG GEDSEI 36 207 617 0.1394 0.3355 -2.8429 -1.5756
1 _LGG 02033 59 179 05 0.6211 1.8842 -0.6872 0.9140
1961 LGG_02034 109 504 729 0.1495 0.6914 -2.7416 -0.5325
1962 LGG_02035 191 41092 3al 0.5013 107.8530 -0.9962 6.7529
1963 LGG_02036 168 272 472 0.3559 0.5763 -1.4903 -0.7952
1964 LGG_02037 1734 1257 3475 0.4990 0.3617 -1.0029 -1.4670
1965 LGG_02038 338 371 4382 0.7012 0.7697 -0.5120 -0.3776
1966 LGG 02039 62 03 a4 0.7381 1.1071 -0.4381 0.1468 | ~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - 1 + 100%
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[REBHXDPL61IID EF R IETHRARSNTLY

B, DLGG 02032MEEALAEHTIZHEITS
W14-2:LGG 02032 segrrrzonssnr—scis.

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
A2038 - Je LGG 02032 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
2031| LGG_02025 20 183 00 0.2020 1.8485 -2.3074 0.8863
2032| LGG_02026 36 214 130 0.2769 1.6462 -1.8524 0.7191
2033| LGG_02027 83 336 652 0.1273 0.5153 -2.9737 -0.9564
2034| LGG_02028 230 289 305 0.7541 0.9475 -0.4072 -0.0777
2035| LGG_02029 40 51 65 0.6154 0.7846 -0.7004 -0.3499
2036| LGG_02030 18 65 19 0.9474 3.4211 -0.0780 1.7744
7 LGG 02031 139 215 259 0.5367 0.8301 -0.89790 -0.2686
LGG_ 02032 .l 116 290 831 0.1396 0.3490 -2.8407 -1.5188
2059 LGG:DEEH'S 1 6 1 1.0000 6.0000 0.0000 2.5850
2040 LGG_02034 178 727 1057 0.1684 0.6878 -2.5700 -0.53990
2041 LGG_02035 242 58154 525 0.4610 110.7695 -1.1173 6.7914
2042 LGG_02036 260 409 660 0.3904 0.6141 -1.3570 -0.7034
2043| LGG_02037 2416 1779 4907 0.4924 0.3625 -1.0222 -1.4638
2044| LGG_02038 468 510 648 0.7222 0.7870 -0.4695 -0.3455
2045 LGG 02039 75 110 112 0.6696 0.9821 -0.5785 -0.0260 -
| data_9samples summed averaged | ) 1 3
MEre H B @ - | + 100%
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W14-3: LGG 00418

07337

_RawCounts.xlsx

cel

[RERXDplo11D AR R{FHE TSN TLY
5H. DLGG 00418MEEACLREHTIZHEITS

HE 1-&1:%@/\ _\\_gfﬁﬁnrb\o

BEREE 0 ) [§ ©-

Il A A A= LTIk o= T4 Lt For PO = = HE
A402 N I LGG 00418 h
A B C D E F G -
1 Gene pH4 1h pH4 24h pH7 CCG pH4 1WCCG pH4 240W/CCG logy(pH4 1W/CCG) logy(pH4 24W/CCG)
396 LGG_00412 102 256 285 0.3579 0.8982 -1.4824 -0.1548
397 LGG_00413 14 47 9 1.5556 5.2222 0.6374 2.3847
398 LGG_00414 76 131 48 1.5833 2.7202 0.6630 1.4485
399 LGG_00415 a0 289 580 0.1379 0.4983 -2.8580 -1.0050
400 LGG_00416 42 144 306 0.1373 0.4706 -2.8651 -1.0875
1| LGG 00417 209 730 2188 0.0955 0.3336 -3.3880 -1.5836
GG [ll]4]8| 156 443 1710 0.0912 0.2591 -3.4544 -1.9486
3_LGG 00419 65 178 569 0.1142 0.3128 -3.1299 -1.6766
404 LGG_00420 a0 207 289 0.2768 0.7163 -1.8530 -0.4814
405 LGG_00421 11 44 70 0.1571 0.6286 -2.6699 -0.6699
406 LGG_00422 9 33 71 0.1268 0.4648 -2.9798 -1.1054
407 LGG_00423 25 102 42 0.5952 2.4286 -0.7485 1.2801
408 LGG_00424 25 59 21 1.1905 2.8005 0.2515 1.4903
409 LGG 00425 13 73 23 0.5652 3.1739 -0.8231 1.6663 | ~
GSE107337_RawCounts o) 1 3
BMeErme H @ [ - + 100%

BAILEE

il

“NE

b D EE 14
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[REBHXDPL61IID EF R IETHRARSNTLY

5. DLGG_00418MERARLRAEHTIZHEITS

W14-3:LGG 00418 srerrronits—scis.

BEiRE (0 1) =l data_9samples.xlsx
Jrdll. m—h A A= LTI I T4 wE O FEFR AT PO = HE
Adrd - Je LGG 00418 v
A B C D E & G H -
1 gene ID pH4.5 1h pH4.5 24h pH7 CCG pH4 1WCCG pH4 24h/CCG log(pH4 1WCCG) log:(pH4 24h/CCG)
417, LGG_00411 32 82 20 1.6000 4.1000 0.6781 2.0356
418 LGG_00412 2 0 7 0.2857 1.2857 -1.8074 0.3626
419, LGG_00413 16 04 14 1.1429 4.5714 0.1926 2.1926
4200 LGG_00414 06 184 67 1.4328 2.7463 0.5189 1.4575
421, LGG_00415 111 389 818 0.1357 0.4756 -2.8815 -1.0723
422, LGG_00416 46 170 353 0.1303 0.4816 -2.9400 -1.0541
3 LGG 00417 282 080 3031 0.0930 0.3233 -3.4260 -1.6289
LGG_ 00418 222 609 2233 0.0994 0.2727 -3.3304 -1.8745
5| LGG:DD4]9 08 230 789 0.1242 0.2915 -3.0002 -1.7784
426 LGG_00420 103 271 380 0.2711 0.7132 -1.8834 -0.4877
427, LGG_00411 0 54 87 0.1034 0.6207 -3.2730 -0.6881
428) LGG_00412 17 46 03 0.1828 0.4946 -2.4517 -1.0156
429 LGG_004213 28 149 58 0.4828 2.5690 -1.0506 1.3612
430, LGG_00424 32 68 26 1.2308 2.6154 0.2996 1.3870
431 LGG 00425 12 111 27 0.4444 4.1111 -1.1699 2.0395 |~
| data_9samples summed averaged | ) 1 3
MErme H M- | + 100%
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" S
W15-1:data_original.txt

R—H 7 LEORUEAREE VLT,

Gene

LGG 00001
LGG 00002
LGG 00003
LGG 00004
LGG 00005
LGG 00006
LGG 00007
LGG 00008
LGG 00009
LGG 00010
LGG 00011
LGG 00012
LGG 00013
LGG 00014
LGG 00015

LGG 00016
I GG 0NN17T

pH4 1h
286
776
71
201
368
1041
7
73
16
20
2281
2510
971
17
82

30
20

pH4 24h

676
1601
114
470
1160
2742
10
76
45
65
2596
3631
1301
78
255

149
127

pH7 CCG
545
1450
91
368
1447
2880
2
499
42
57
2150
3097
1424
16
33

21
0N

HAZBEFREDEHE 140
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W15-2:data_galaxy.txt

R—H 7 LEORUEAREE VLT,

gene [D

pH4.5 1h pH4.5 24h pH7 CCG

EBG00001128470
EBG00001128476
EBG00001128500
EBG00001128509
EBG00001128529

LGG 00001
LGG 00002
LGG 00003
LGG 00004
LGG_00005
LGG 00006
LGG 00007
LGG 00008
LGG 00009
LGG 00010

LGG 00011
I GG 0NN1D

270
238
197
343
0
394
1039
51
248
451
1469
9
102
25
21

2536
VAAT

302
76
286
375
0
897
2234
121
634
1543
3882
16
100
75
85
3127
1295

353
19
180
434
0
720
2016
68
489
19350
4038
4
686
72
73

2407
2534
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W15-3: FE U EETHE

Bl—H T IILEOELUENFRIE N EETER

3

Ly O

R RGui (64-bit) - O *
T4l EE BE w0 A=y 94YFEY AT Vignettes
HEEIBERRIEIE
"R R Console = >
> data ori <- read.table("data original.txt", header=TRUE, sep="\t", row.names=15 8
> data gal <- read.table("data galaxy.txzt", header=TRUE, sep="\t", row.names=1l) 35
> dim(data_ori) FiTH Bl #E T
[1] 2838 3
> dim{data gal) TiTH B EFE o
[1] 294% 3
> common <- intersect (rownames (data ori), rownames (data gal)) #EBLEITEENREES
> length (common) TEEHBTLTHEFRET
[1] 2838
> data <- cbind(data ori[common, ], data gall[common, ])#%AMTHESLEERFdaSs
> cor{data, method="spearman") #iE U NDSpearmantAR{REFSTE
pH4 1h  pH4 24h  pH7 CCG pH4.5 1h pH4.5 24h  pH7 CCG
pH4 1h 1.0000000 0.9023052 0.8919116 0.5544823 0.86€70647 0.8€17587
pH4 Z4h 0.2023052 1.0000000 0.81583148 0.85836811 0.9544563 0.788%9c34
pHT CCG 0.8919%11¢ 0.8183148 1.0000000 0.8533259 0.7849992 0.9662319
pH4.5 1h 0.9544823 0.8583811 0.853325% 1.0000000 0.2055912 0.8548864
pH4.5 24h 0.8€70647 0.5544563 0.7845%%2 0.%055%%12 1.0000000 0.8279148
pH7 CCG 0.8€17587 0.7889¢34 0.9662319 0.8%94868c4 0.8279148 1.0000000
= 5
< >
EKELE&E?%E&\ Eﬁ%l4@
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W15-4:;

BN

NEADIUT—EDIES T BHAIVMEDEKR
ER/INDRBIZIE, D2.18ZLNDEINHS !

MK

R RGui (B4-bit) - g X
Jrfll ®/E BE o Ayr-3 9 uE AT Vignettes

SEEIEEREIEIE

"R R Console l_l':' l_IEI l—lﬁ

el

| > dim(data ori) TiTH Sl #E T

[1] ZB38 3

> dim(data gal) FiTH Bl #E R

[1] 25495 3

> Commorn <-

intersect (rownames (data_ or

i),

TS

rownames (data _gal) ) #38L%E

> length (common) rERHMOBTEFHENERT
[1] 2838
> data <- cbind(data ori[commcn, ], data gall[common, ])#5%|ARTESLEERFdaS
> cor(data, method="spearman") fiEdENDSpearmantBfREFSTE
pH4 1h  pH4 24h  pHT7 CCG pH4.5 1h pH4.5 24h  pH7 _CCG
pH4 1h 1.0000000 O0.92023052 0.891911¢ 0.9544823 0.8¢70647 0.B617587
pH4 Z24h 0.%023052 1.0000000 0.8183148 0.8583811 0.9544563 0.7889%634
pH7 CCG 0.89%1%11¢ 0.8183148 1.0000000 0.8533259% 0.78499%2 0.9%9662319
pH4.5 1h 0.95448Z3 0.8583811 0.8533259% 1.0000000 0.505991Z2Z 0.85488¢c4
pH4.5 Z4h 0.8€70647 0.5544563 0.7849552 0.5059512 1.0000000 0.8275148
pHT7 CCG 0.8617587 0.7889%¢34 0.%662319 0.8%948864 0.8279148 1.0000000

> colSums (data ori)

pH4 1h pH4 24h pHT_CCG
774376 1670016 1e90218
> max (colSums (data ori))

[1] 2.182¢684
s | ’
£

/min (colSums (data ori))

BARIBEFSEDES F14/0
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