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OEE, AV T aaryba—n (BT, Q0. Tk
T T/ 7= ary GEETFHEEBREETI) Svor:
T 5 RN O RFEAAEAET B HREE 6 ~ 9 TIz ™,
QC L LT, FastQC™ TF— % 0 &gz W 2 7 +
V74 F 2 Efio0b " FaQCs™ % HwT 2
FVTARAATORNY) — FRT7 5T 5 —BHORE%L
o720 Dk, Velvet™ %72 de novo 7> 7Y,
DFAST ™ 2\ 727 ) A7 ) 5= a v &fiole 2O
¥ & 13, [FastQC - FaQCs - Velvet - DFAST| & w9
THT T HDHAEDETT ) MEN Z{To>Tnb I I
MB L. 20k REEoRNZ 7 —2 70— (Workflow)
bl 52PN

J—2r 78— HWwb70r77508—-7 3 Y OEN
WKLo THRLE L, BlzIX. # 6 TiE de novo Ty 7 7
D 15TH% Platanus (ver. 122) 9 Z V520 F bR
L7ze 2O¥HIEE. 7—27 70—% [FastQC - FaQCs -
Platanus (ver. 12.2)- DFAST] ® X 52tk § 5 Z &8
T&5%, 7= 7u—i3F7., 7= %2 L7 NGS %
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WL THRRY I 2. P12, LRl2o0T—27 70—
13, Illumina MiSeq 7°— % OFNTICHH L 72 D TH - 720
5 7 Il TR S L 72 PacBio 'V 7 — & O #4713, HGAP "™
(Protocol3; ver. 22.0) # MW7z de novo 72> 7V 75
A% — 1 L720T [HGAP - DFAST] & £ $ 5 2 & ¥
Galaxy &, % 7% NGSf###Hr (QC. Y= /2 ¥4 7,
RN, ®F — 7%, RNA-seq. ChIP-seq. * %7
D NIRRT E) CHIELTWB Y Kix 7 7 4 VIR
(FASTQ. bam. bed 7% &) DHARAARLEIRLWHETH
bo BEDT =7 7U=DBHELTVIEDIELHAADT
Ly =70 —%MRTAMAAETR ST LADN=T g v
Ty TR LT O T LD, VA= VATHHIITR S
ToolShed ' &\ 9 H:fLA S HE SN T %, Galaxy I
Linux 2~ ¥ FIZAENR e F721FTld% <, Linux 2~
VREMWCREDINALFTA VT AT 4 7 Ah ERED
—#d HEICFIH L TWwhb, Galaxy 2 fiv 2 g i,
INAFA VT AT A7 AP EBBEVPHEIAT> TV
IRV RIA VBB ERSOMITiEE Vo THMET
v

Galaxy 7OV o b~

AR, 7= Z T D TE 2 EBREE A2 TETB
D, O THIEICHREMHINTOWLEEROARIT) (wet)
Wiges & 7 — F BT O A7 (dry) WFZE8 DAL 2% <
)OO Hb, LML, EBHEOAMIC Linux 27
YRERBMELTaxc Y 94 VBB TR T — & T 24T
9 [dry b T&hAwete b BEFRFLELBIRTH Y.
27 ABMEDSS R — A D GUI B CTUE L 7 — 5 fFHT o —
Weir) 2 eDTESL wet a ML HIRTH 5, Linux
OV FREZHBHE RV, a0 FI A4 BRI
EO, LWV ORELRHITH A ). MET— 7 TS
EMENB LD\ Galaxy DRIZE 7T Y =7 M, Y
WZFD XD WG DD T — Z IR OREEE TIF5 2
EEHMELT20054FEHICA Y — h L7,

Galaxy 7B Y = 27 Mid, TRV YV ANZ 7K
(Penn state University) &Y a ¥ &R 7F >~ A Kk% (Johns
Hopkins University) ® * ¥ /N—12 X - THIE - #i45 &
NTWV B, 2005 4E DA DL OF I ELAS 1467 [,
2010 4E D 3C Y 32517 [l (W D Google Scholar
O 5 2017 4E5 A 12 HIIR) LR PCL SRS
TWw5[Wll Galaxy i3 A —=F YV —=2ADT7 7 ) r—3 3
V7 b7 (BT, V7 b)) THbH, L, 7us
FTEADY—ATA—FPRMEINTEY, —EDLRETTO
. i, W HBHEAPEOLNTWEY 7 FThD
CLEEBEWT L, BERHL-TIA LV ARWBATLY T
P (7T EMER) LELY, 2] v7
FCHEZEDVHBMTH 5o FEBL Galaxy 3T 572
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DIZEHINTWE a7 - FRay 3=DAHT S, fiEfs
DN % D34 BT CTHAEEZ Y R— ML TWb,

F—=T vV —=AORXY) v ME, EETHHTELZ L,
BISIZEINTE L2 LR ERNBTOENL, T 41 v M,
BRI THHIE, V2T 2TDE) ETFREBLI—¥—
PAR—= NIV ONEIES L T HNTHERL R ITN
Ehbhnwl e BB TFohbs, €D, Galaxy 7
OYzs M, BEREZT TR Z-FERKZ a3
ZTAOBERI =T 4 Y TORBICHEBNTH D, H
AT HEFHFE D co-chair % % 5 Galaxy Community
Japan (Pitagora-Galaxy Project) #%2014 4 X 0 1§ 8 %
A5 — b L. Z—FHETOFRILE L MEBEIH I LT
Voo 2T THRA LI, N ALV T AT A
AERZONWT O MEEFEH A b BioStar 2 @ Galaxy Fit
(https://biostar.usegalaxy.org) dAFFET 5 [W2]lo 2 h
5 FHT UL MO —FH) 5 ORIEIT X - THED
hTaztddsb,

fETY 7 b E L TORH

— W MR GUI VY 7 ME, TR Y T R<y
¥y 7, 77 AVEROER, 7= 5 om b —iE)
DIFFTY — VD> TV b Fi20 T—F DA HAER
OWNF CICHMREEEZLEE LI L2 UM e
LTEFON 5, Galaxy d F 7o AR 2 i 2ERLH] 0
fER NGS BT IS LB —B Y OV 7 Mo TWd, b
LEAAETHHERET, VA= NVENTWEDbIFTIE%
Wiz, Ll @ ToolShed & v 9 Al A % HwT, 4
LA =TV I—=ADY T A VA=V L THHT %,
ToolShed &, AX— b+ 7+ VIZBIFAT7T ) r— 3>
A N7 Google Play D& ) % dbDTHb, VAT v 7 &
NTVE7U 7T LADMPLHEICA VA= VT52 L
MHTEL [W3le HARRZRR Y ik, RIEILIETHER S5
ETHbo

Galaxy D—FDOEFTIZ. 7 — & BT O FBME 2 HAES
b7 DI ERAMADE S TWDE HETH D, Galaxy 7
0y r M, BWTOTSI VT REDT—F A F
VRV E A2 2282 HIBLTHESIRTY
7oo L LEGETIE, —BEfT - 72T 24 0B LIS T 5
SLHRTE, TNEIELAL. NOL—FHHHTE i
OB EH LTV 2 75 NGS 7— 7 i Tld. [FastQC
- FaQCs - Velvet - DFAST] @ & 9 Z¥En 7 —2 7
O—Z2# )R LETTLI LSV, T—2 70— HDK
V=V 2R TR TETT 5 ERRBE N0, —FEED
727 =27 7u0—%HEINIZFETTEL LHITLTBL O
HARTHLH, LT —=2770—=%R0OF— 7120 LTHELT
L7z, V=2 7u0—%Wg$5707 7 2HNEHED/T
A=F (F73 ATV av) 2Z2 THEREOBEWERN
DT 2% EDVEEVPEDLENETH b,
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Tar I LADOAEMNEEVE T T —1%, 2
<Y N4 VBBEORA. HamY BLUgEEY Tl
RV NVAZYT P THERNETH L, LrLad
5. ELLSEMET 2 Y 2 VA Z ) 7 b Otk R e, 947
JREDEHLHET L, P ERDZ L o dry BfgEEICE 5
THBE CHEMERTEETH 5o JR12. LHFTER & Cho
Wizet & 7 — & RN REB L 0T — 2 70— 2@y
B AT RAE BRI - HR - M2 E TR &
LZEEP2 DS, Galaxy & T —27 7O —OWEHE, R,
JEREEE, I, FLTENOO/ER2 /B IAITAS L
WA HTIERICENL TV S, 2RHIZDWTIE, KIE LI
THERLTFETH b,

Galaxy OEIERE

Z 2T, Galaxy OBEEIIZOWTHNRS, V7 b
OB YD B0, T TRERO TS AL
STEHWTWLNCHEH LTEIET 2, Fl2I1E RERD
T A N EROLBICHVE Y 2T T TRy T
FTHY, BARMIZIZ Google Chrome. Firefox, Safari.
Microsoft Edge %2 E2S#H4 346, ZLTINHDY 7 b
HikIL, B HE O PCoOF (HBEHMNZREETIZ PC 1)
TEHWT WS, #2102 TS L 72 Windows DI >
F7a v 7 b (i Tid Windows PowerShell % Bash on
Ubuntu on Windows ® FIH W #E) X° Mac/Linux ® % —
IFVTEITENDLTO T T AIZOWTHRBETH B, K
At 7 b VirtualBox #if2#) L T Bio-Linux = .5 EIF,
ZOHT FastQC 2 FEATT LG LML TH 5o EBRES
HAERHS D PCWICHE L2 DTH %720, FastQC
L) T s I AETFIRICHLAHD PC ETEFTSINT
Wb, THTTAFEFICETDREMIE, MRELFETL
W oMEE (CPULXEY . ZLTTF A4 AZHR) 10Xo
Thfighbd, 2. BHHO PC B L OIS (Bio-
Linux) OWREIIKGET %, Galaxy FIIEED £7-, 7 s
SLMEZTEMTENLEDZIE L RHRT LI EPEET
Hbo

47 1Y TiE, PacBio 7 — % @ de novo 7 ¥ 7 ) %
TICRBEGBREEDAT Y PLETH L & ERRT,
COLEDOELEEEFT, BHDOPC LTy 2777 9%%
#28) L. DDBJ Pipeline ® 1 HGAP™® %174 %
T Tholo HGAP 7Uu 7 J A HiKIL, HHEEIE =5
WD % BN DA == Y 2 —F Y AT
A ETEITENT WS, Galaxy RHBDOPC LTy =7
TSI FEBLTEAMGHERTY 7 THY, w277
T EE L THED TW 5B Z D Galaxy DSFELLET 55T
WAL 7 YT AN END, FIAIR 1 m° Tl
~7z DBCLS Galaxy % FfIJH 3 2¥541213. DBCLS O
Y= NETTRT T ANETENL, 22 FTld. DDB]
Pipeline Z FIf L 72 BBV HNIIHEHICHBTEX L TH
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%9,

% { @ Galaxy FlLEIC E o THRLRFWIZ, Y277
T E@E L THROTWAEZD Galaxy BEMLET S [E
PO AR PCUSND T Y ¥ a— 5 ThLHLEIX
BOHHOPCTHEW) 2 W) HTHA ) BIAKIZIE,
HHEDOPC LICEHAT S GalaxyD 7O 7 I L2 HHEDY =
TT I EE L THETMREZL L THETSIELILEDHT
&b, LWHZETHb, [HHFDPCUSDEH (7=
THA N ZANBEON—W T 2T T T FOFI
BETHDH, FrlldHdhtml 774 VESTTVI) v 7
TG ERENRETHL L P L I Rb LR
ZiEEve bbHA HFOPCONREZEAZ - TU T 5
ABEFEIELILIITE R, flziE, xEY) 8GB#
BEDOPC LT B GBRERED X EY 2 %9 5 HGAP 7
U7 T h&FTTEIEFFERNIIATRETHL, 20K
Iy AR D Galaxy H— & FIH T 28R & LTI,
de novo T v 7 ) e LB KE L AE) 23570
77 AOFANFETFHNS, b HAHA DDBJ Pipeline T3
Hio7a 77 AR ZEIE. EANICEL LT
b L,

Galaxy QBRI Z{HICE L OLELDTOHY &7
% (D Galaxy W T 2EEIIHED PC LOY =775
THEAN LTI @ Galaxy BSFEFET AHTHAKIZ EC
Th v (HHOPC LETH Lwv LA Galaxy H—
THEw) 28 LT TGalaxy 82 L TWwW5b D0
ELLIBRLTE2RIER S R, HEH® PC I Galaxy
EAVAI=VLTHHTAAY v Mg, FHHFEELLT
Galaxy Z¥ET & 2 O THMIIHENT Y — V2 BN HET
HHTE, (PEFFTHRD) AHICEHRABEELZ 2 5
TEPBITFONDL, TAY Y ME A YA P VOFHD
Wb, EET LN TIVIEHS TRRERIER S %
WZEPBIF SN D, AR &I Galaxy B —/Y (Public
Galaxy Server) =FH3 % 2 v ME, Galaxy D1 ¥ A
F=WRbFTFT TN Y a—=T 4 YV TDFMBEPNDLHRNT &
HENRRTFONDL, FTAY v ME, %L OBEFHEZ
7= mOHIBE (quota) PEEIFOLNTWwWE I &, HHT
LSBTy =NV Ad YA =V BHERPE 2 5 Tw
LW DEMEIZZOREKRAT 2 LEPH LI LR LT
5%

Public Galaxy Server Q&AWL F A

Galaxy #W0#F 11X, T2 Galaxy Project 253 H$ 5
Public Galaxy Server (https://usegalaxy.org: i “Galaxy
main”) ZFHALTHADLE LV, T —FEHDZL\» Galaxy
main (21X, fRATY — WV SEE IR TWAS ([ VA F—
WIBRATHL) o THb, TH7 v hOVEFIE. Galaxy
main @ W [{ A 5 “Register” Z EBINL T, A—=IVT7 KL
Ay 28R — K, Z—%% (Public name) % &% AJJL.
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“Submit” # 27V v 73T L v [W4-3], BFrL 7z A —
V7 KL A2, “Galaxy Account Activation” &\ 9 %
APMVDORX=VD)EL DT, ALFIZHBURLE 7Y v
ZINET A MERDOET TH S [Wa-8]. Galaxy
main % —/NTld, FIATREL T —F w21 7 A7~ M2
DX 250GB £°C. [RIZHFEITTESL Y a 7TH6D0FTL
WO IR H 5 [W5-1]o flich. I ATHEHEOT A7~
FEER LTI Rb%W (fERTE2T7AY Y MEITAL
D) LV N—HDH D,

Galaxy main @ JEAREEVEW X, HEIZ 3 0 E S 74
e o TWwd (K1 W5-2) ATy — b BEPR S A
Wy HRAERAER K RFIR SV, £ L THMAHELT S
Ny a T EBEORANVTH DL, =2 Tld, Galaxy
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BAEICEN S Z 2 HWE LC, Bio-Linux BB T1ro 72
Hlumina MiSeq =% D27 1) 5 4 Fx v 7 7 % Galaxy
main TI7 9. BARMIZIX, 30 Y — FH» 5% 5 gzip E
#ii FASTQ 7 7 4 v (DRR024501sub_1.fastq.gz [W5-3])
DT v 7 u— K& FastQC #9479 %, Galaxy main ¥ —
INANDT v 7a—FMEERE NIy 7 & Fay TEIERLE
LT\ %728, DDB]J Pipeline FIJi 0 FTP #&H D 7 »
Tu—F (E6modWI3) X LHHTH 5,

iE. 7 v 7 u— F#% O Galaxy main Wil TH %
[W6-11o %3 56MB 2* b 7% % gzip £ #i FASTQ 7 7 4
VT vy 77— FLEd, ARUOBEESAVOFRREO
186.06MB %* & 72 % (2) DRR024501sub_1 fastq 127 » T
A EWbhrb, TOZ ML, Galaxy I2IX7 v 7 u—

= https//usegalaxy.org

Workflow

Analyze Data

Tools X

Shared Data~

L~ @¢ | T Galaxy

Galaxy is an open source, web-based platform
search tools @ A for data intensive biomedical research. If you

Get Data are new to Galaxy start here or consult our
Send Data help resources. You can install your own
Lift-Over Galaxy by following the tutorial and choose

Collection Operations from thousands of tools from the Tool Shed.

Text Manipulation
Datamash

Convert Formats

Eilter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

Running Your Own

An in-depth tutorial

1. Galaxy main OEAIZ{EEE

Visualization~ Help~
A History oo
search datasets (<}

Unnamed history

(empty) ® »

0 =2 1U—1FETT. You can load
your own data or get data from
an external source

HEIZ 3 DB SNIRER L 2o TH D oA — VBBPOS KV, A BRIERHKE R
FORNAIN, ZLTHEMA LA DY) =AW TH D [W5-2]6

= hittps//usegalaxy.org

Analyze Data  Worldlow
Tools L
Galaxy is an open source, web-based platform
search tools @ A for data intensive biomedical research. If you
Get Data are new to Galaxy start here or consult our

Send Data help resources. You can install your own
Lift-Over Galaxy by following the tutorial and choose

Collection Operations from thousands of tools from the Tool Shed.

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

Making (scBf
Galaxy : Sh

L
work

CIRIBMATNG 75 TIAKS O G0

for you t M
Register now SL3mfrasie

2. FASTQ 774 )LO7 v 7O—R

P-EC | =T Galaxy

| History (S - g}

search datasets (%)

Unnamed histpry
1 shown

186.06 MB % e

1 @ S R

DRR0245015ub 1.fastq r

gzip A L 72 56.1MB @ DRR024501sub_lfastq.gz 7 7 A V&7 v 7 a— L7
HEDIRFE, U7 v 70— F£i13 186.06MB & 72 - TE D @ gzip FEFEMIREIZ R -

TWabIZEDbrsd [W6-1lo
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NL727 7 A VSRR R EHER CHIUTHBI TR
LIS OVWTWBE I ENbNb, 774 NVOHHEDOHR
~[W6-2], 77 A VFHOEE, AE@ERI LT 714
NVEROERRCBIE (W6-3] 2 OEELMFETH 2,
AR VDO A MY —=h SO [W6-4] 255714 A2
(Galaxy main —2%) S50 F—% v s OHIK [W7-7]
LA T—NTIE RV RS, HIBkS L v fildrvwog
THOHAMDOE A M) =R VICERENLFFITHR-oTY
L [W7-8] dIONITE) b LR, &I
nNTHs,

I9FUF«F vy (FastQC)

7w 7a—FL7ZFASTQ 7 7 4 WiZx LT, FastQC
WEB27F) T4 F 2y 27 %479 [WIlo Galaxy DFEAR
BT 1T Aoy —VEFUSE V25D NGS : QC
and manipulation 2 7V v 7 L Hi9® @ FastQC % #.5
&L YL SRV IZ FastQC O Em A2} 5 (K 3),
OANT7ANDPDOT v 7a—=FLZbDERLIZE >
TWb I EEMERLT, ®FET (Execute) K& ¥ 24§
[W9-8]c fHL., A% A2 ITEBIZFETEINLDIFT
&7\ [W9-9], DDBJ Pipeline FIHKF & [FH U A3k H—
N2l O bBFHLTWLINETH A, Galaxy DY
HFid. GO X B =KV BETREBIRED & 213K
i, FATHIZM L, FATOMGER T 9 5 LRk, RIWT 2
LlkfacRasnNs [W9-101,

E A MY =28 ECREIICZE D 5 72 FastQC FATHE 5
(Webpage £ HFEWTHHIEH) OBETAav%r) v o
T, B6MO W2 THROAH D LU X9 7% html
LR — RSP IRAVICFR SN S [WI10-2], B A MY —
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NRANVETTIU Y E—=FT A RT3 %27y 0T 5
LT, htmlVR—=F 774 VESY T u—F352 L
BTE L [W10-4]o Galaxy OIS A2 )V ECTHkD S X D
b, ¥ yu—FL7Zhtml 774 VEFTNVI) v 7 L
TH—=AIVEBETHD 5139 PEMEL BB LT WES
9o T TiE, Galaxy FTFAT L7z FastQC (ver. 0.11.5)
D7 F) T4 AT 54 [W10-6] 7%, Bio-Linux L T%
1T L7z FastQC (ver. 0.11.4) O#EF [W10-7] L ESBLL
TWb Z L EERL.

T74)LDE (Trimmomatic ZH(C)

COMiSeq 7= X7 ¥ 7Y —BIHBEENTSE
h [W1l-11. #6101k FaQCs™ # VT T7 ¥ 7% —k
F %475 72, Galaxy main Tl& FaQCs ZEIRTE o7z
¥, 22T Trimmomatic ™ 2FIHLT7 ¥ 7% —kE
479 [W11-2]o L2 L2856, KIKO Galaxy #Wl0#
¥ Trimmomatic Z#R L7z ZAFTTITEETAHTH
%9 [W11-3], FastQC FEATHEIZIZE A M) — 232 v D
DRR024501sub_lfastq 7 7 £ WA HI A2V ETR S
T2y [W9-3], Trimmomatic FEATRFICIZZEN % B
TEHWHALTH A,

Galaxy &, i34 7027 F 512X - CTH L FASTQ
ERXTL XFEMNICHE (v a—F771 Y 7D)) O
EXAT ) BN D 5o 2010 4FED S NGS T ICHD > T
WHE N THhNITHLBREMBCTEXLHE L ITEDR
5H, FASTQERIZH WL OO NP HFLET 255
Tdh 5%, Bl 213, FastQC FAT#5 4 @ Basic Statistics
® JH H 12 B v T, Encoding %% “Sanger / Illumina 1.9”
ERHLENTW DL, T FastQC 71 7 J 428

Text Manipulation
Datamash

Convert Formats
Eilter and Sort

NGS: OC and manipulation
Trimmematic flexible read
i &9 tool for Illumina

thresholds for th
parameter

FastQC Read Quality reports

Trim Galore! adaptive quality

ﬂ Purpose

3. FastQC =T

1 i .
losk — FastQC Read Quality & Versions -~ Options | History <&l
search tools & Al | reports {(Galaxy Version 0.67)
search datasets [x)

Get Data Short read data from your current histery )
Send Data Unnamed history

@ | & ©O 2:DRRO24501sub_1i.fastq = 1 shown, 1 deleted
Lift-Over Contaminant list

ontaminant hsi
Collection Operations LEC O ¥% e

O | O Nothing selected -
tab delimited file with 2 columns: name and
sequence. For example: Illumina Small RNA RT
Primer CAAGCAGAAGACGGCATACGA
Submodule and Limit specifing file

A | & © | Nothing selected -
a file that specifies which submodules are to be
executed (default=all) and also specifies the
each submodules warning

Z ® #x

DRR024501sub 1.fastq ‘

(DNGS : QC and manipulation TR 51 %@ FastQC % #IR4 5 &, gL <A
V1T FastQC OFAEE A S5 5 [W9-3]le QAT 7 A VDL AHIT, @
Ty 7a—FKLE77AVERENE I E#HEA LT, ® Execute K% ¥ ZH1E

FastQC 231781 5 [W9-8],
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DRR024501sub_1fastq % “Sanger / Illumina 1.9” 72 & H
B L2 L2 EKT 5 [W10-3],

Galaxy main I C Trimmomatic & E79 54513, £
FrHd ROV Eo Input FASTQ file ® & 25 %k, A
717 7 4 V% fastqsanger &\ BIZZE W4 2 PB4 38
WA [W1l-3lo LT kA M) =RV EDATT 7
4 V% #i4 L C. Datatype & 7 7 # )V b @ fastq 7* 5
fastgsanger (& H 3 5 [WI11-7] (K4, 29952 & T,
Trimmomatic @ Input FASTQ file I T DRR024501sub_1.
fastq 2SEEE SN B X H 1274 B [W11-9], BIZEHoRiEIL,
Trimmomatic EfTHHICIR - 7256 Tld v, 70542
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EILZIMNTFET A VvoRIZ, T ur T A% Galaxy 12
BT HE MIIoThOONL, BBICHIEEZITH 2
LI o Ty BEND N T ZE LD O Galaxy DF
HEOTHA).

FPHTH—KIUZS (Trimmomatic)

Trimmomatic (X, 7% 7 % —BHEEIFELL 7271 7
FLATIE RV, TD72%, Perform initial ILLUMINACLIP
step? T Yes # BINL [W12-1]1. AN 7 74 MiZEDbEL:
757y —ly) (2 DO¥41E Hlumina MiSeq ) %Z3#R L

htps://usegalaxy.org/ ool id=toolshed g2

(¢ BIE

Analyze Data

Tools A

Attributes  Convert Format

briggs? O ~ @ C || T Galaxy

Datatype

. ]
Permissions (IS <cud

search tools Q A
FHS(TEEETD

FLWST:

fastgsanger

Get Data

Send Data

Lift-Over

Collection Operations
Text Manipulation
Datamash

Convert Formats

Eilter and Sort

Jain, Subtract and Group
Eetch Alignments/Sequences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

4. ANT 74 )L DEZER

search datasets (%)

Unnamed history

3 shown, 1 deleted

187.46 MB. [CAL N ]
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Methods for analyzing next-generation sequencing data
XI. Galaxy —an integrated data analysis environment
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There are a variety of methods to analyze Next-Generation Sequencing (NGS) data. In this series,
we have introduced data analysis methods based on the Command Line Interface (CLI) which uses
keyboard input. However, there are still many users demanding an analysis method using the mouse
input. Here, we introduce the Galaxy, an integrated data analysis environment which is one of the
most popular data analysis methods. Galaxy can be categorized as a web tool as it is used via a web
browser. However, it is not straightforward to get used to Galaxy, because of its looking and terms, for
example, workflows or history management. This paper shows the overview of Galaxy and the basic
usage of the public server. Supplementary materials are available at our web site, http://www.in.a.u-
tokyo.ac.jp/~kadota/r_seq.html#about_book_JSLAB.
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