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m DDBJ Pipeline (Nagasaki et al., DNA Res., 2013) '
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m FaQCs (Lo and Chain, BMC Bioinformatics, 2014)
Quality Control AT AT 5 L, DAV TATAINR) T 0T FET3—BRENEBH
m FastQC
Quality Control R0 5L, 73 TA—DiEANEZENGST—2DOF ) T4FyINEBER
m HGAP (Chin et al., Nat Methods, 2013)
PacBiof de novoT / L7275, baxhb 77 ILDHZEANELTEZIT{FIT5
m KmerGenie (Chikhi and Medvedev, Bioinformatics, 2014)
de novo’T / L7 J)EICAWSREGKIEZEHL TS, HES /LA XHRT
m Platanus (Kajitani et al., Genome Res., 2014)
de novo’7 / LT T 5, BEDKEZFET DD T, KmerGenie& [ FER] (%
m SRA Toolkit
srals X 77 A ILALEBRAD T OS5 L, FASTQIZZE# 9 Sfastg—dumpFI A E B Y
m Velvet (Zerbino and Birney, Genome Res., 2008)
de novo’7 / LTt T5, BE—DKIEZF|IFHT HD T, KmerGenieL R HY
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US Mational Library of Medicine
Mational Institutes of Health Advanced

Abstract - Send to: -

BMC Genomics. 2015 Mar 25;16:240. doi: 10.1188/512864-015-1435-2.

Complete genome sequence and analysis of Lactobacillus hokkaidonensis
LOOC260(T), a psychrotrophic lactic acid bacterium isolated from silage.

Tanizawa Y2, Tohno M*, Kaminuma E*, Nakamura Y=, Arita M57.

# Author information

Abstract

BACKGROUND: Lactobacillus hokkaidonensis is an obligate heterofermentative lactic acid bacterium,
which is isolated from Timothy grass silage in Hokkaido, a subarctic region of Japan. This bacterium is
expected to be useful as a silage starter culture in cold regicns because of its remarkable
psychrotclerance; it can grow at temperatures as low as 4°C. To elucidate its genetic background,
particularly in relation to the source of psychrotolerance, we constructed the complete genome
sequence of L. hokkaidonensis LOOC280(T) using PacBio single-molecule real-time sequencing
technology.

RESULTS: The gencme 0(T) comprises one circular chromosome (2.28 Mbp) and two
circular plasmids: pLOOC260-1 (31.6 kbp) and pLOOC250-2 (41.0 kbp). We identified diverse mobile
genetic elements, such as prophages, integrated and conjugative elements, and conjugative plasmids,
which may reflect adaptation to plant-associated niches. Comparative genome analysis alsc detected
unigue genomic features, such as genes involved in pentose assimilation and NADPH generation.

CONCLUSIONS: This is the first complete genome in the L. vaccinostercus group, which is poorly
characterized, so the genomic information obtained in this study provides insight into the genetics and
evolution of this greup. We alse found several factors that may contribute to the ability of L.
hokkaidonensis to grow at cold temperatures. The results of this study will facilitate further investigation
far the cold-tolerance mechanism of L. hokkaidonensis.

PMID: 25879859 [PubMed - in process] PMCID: PMC4377027  Free PMC Article

ARG U3 20T NGSAS T oma= lanizawa et al,, BMC Genomlcs 16: 240, 2015
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4t L5 DT —43, DRR054113-0541161ZZLEZ 5N TS
EILHEZVEI5F)—F, 4L 5D TH60H)—FK

m Illumina MiSeq7—%*(DRR024501)
paired—end% / L\ T —7
J—k~ K (X, forwardfil]l &reverseff] 2[2250 bp
A1oFIL1E2,971,3100) —F,, &¥)D300,000') —Z 4T
forward{8l(DRR024501sub_1.fastq.gz)
reverse{fl|(DRR024501sub_2.fastq.gz)

m FaQCsE1THER(5F6[AIW5-4)
300,0001)—F > 297,633!)—F (W5-2)
forward{f](QC.1.trimmed.fastqg.gz)

reverseffl](QC.2.trimmed.fastq.gz)
TJ7A4ILDIEFT:"/Documents/DRR024501 /result

L
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BFEIEEESEOEFEOSTY . Linnxd7 2 FO 943 FICHiEBrit#sTd ., EiEPDEDNZ
LICJIBHOD Al ctypoi N T s dA2THNIE, E:rd2"0THNAE, Tdhm m, &
7o TBERIEICL 2249 S IEEO BEO MEICNSIC2NTIE, %?E{#ﬁ@%%m‘%

B JICDNTTED 2 T2 DT, B8Ol Tt d & FECh S, | M EA T

=1 "S5 FAERTERLEF & . -
;u}glu-" %?@l’“jjhﬁ? {}IE.EE # ‘j-Jhij-*fR*ExE

o [BIEPDF
« O EFPDF

o AL A AR H(OKWAVE)

Jerrvfish: Marcais and Kmesford, Biomformatics, 2011

- WindowsFH(2016.03.294%;

EKmerGenie: Chikh and Medvedev, Biomnformatics.

2014

= MacintoshFH : — :
EmerStream: Melsted and Halldérsson, Bioinformatics, 2014
o (HEFT LA ERTEIEIRE 2 L) » KmerGeme® 7 /00— F & BRE[W11-2]
- WindowsF(2015.12.28 4
= MacintoshFH(2015.12 28k cd ~/Downloads

1s

1s -1 kmer*
tar -zxvf kmergenie-1.6982.tar.gz
1s -1d kmer*

wget -cg http://kmergenie.bx.psu.edu/kmergenie-1.6982.tar.gz
#cp ~/Desktop/backup/kmergenie-1.6982.tar.gz .
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W11l-1:KmerGenie

20164E6 B 15 H IR FE D KmerGenieD /\—3
E1.70161=H8, FE6EH T ERMER X
(201641 A5H) MKmerGenie (ver. 1.6982)

Software: KmerGenie

KmerGenie estimates the best k-mer length for genome de novo assembly. Given a
set of reads, KmerGenie first computes the k-mer abundance histogram for many
values of k. Then, for each value of k, it predicts the number of distinct genomic
k-mers in the dataset, and returns the k-mer length which maximizes this number.
Experiments show that KmerGenie's choices lead to assemblies that are close to the
best possible over all k-mer lengths.

KmerGenie predictions can be applied to single-k genome assemblers (e.g. Velvet,

IDBA) generally perform better with default parameters (using multiple k values),
rather than the single best k predicted by KmerGenie.

See a sample report generated by KmerGenie from a dataset of bacterial reads.

~-

Download KmerGenie sources here: kmergenie-1 6982 tar g~

You will need Python and R. H<(0)
FUWSTTEL(W)

Download

* 16213 (1/30/14): Advanced Help section in the HTM

+ 1.5621 (8/02/13): HTML report for easier results exar HIEZERI(P)

* 15378 (6/25/13): Suitable histogram resolution (-e pa
(bacterial) genomes.

* 1.5260 (5/26/13): Improved model R code (thanks to |

are automatically plotted.

Support

% Bing TER

1 =1

SOAPdenovo 2. ABySS, Minia). However, multi-k genome assemblers (e.g. SPAdes,

A O0—RFTELNDTENTERBAT S,
DTHEI)YIL, @ a—rhybDaE—T
 wget TR O—R 9 5EFI2THELURL
ARG TES, EE R Tldver. 1.69820
tar.gz 7 7AILEZ O O—KREHTIT A, Y
A X F#9400KBZ D T, BfEE 9 5L TIREE

Latest README and CHANGELOG. Major changes since FULD Y ROTEL(N)
W&RZ I 7 ILICFEE(A)...

Za—hhy bOTIE—(T)

=~ — 1l (Windmaere | ivig Hatmail) 1r anactinn (An

B ISR EFRES 9> A—RLTHTH &KLY

for small

ition. Histograms
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File Edit View Search Terminal Help s = 0 %
Jiu@bielinux[result] cd ~/Downloads [ 8:065% ]
iu@bielinux[Downloads] 1s [ 8:065% ]
FaQCs IGV 2.3.67.zip velvet_1.2.10

FastQC nohup.out velvet 1.2.10.tgz
fastqc v0.11.4.zip Rockhopper.jar

IGV 2.3.67 Rockhopper Results

iu@bielinux[Downloads] wget -cq http://kmergenie.bx.psu.edu/kmer
genie-1.6982.tar.gz

iu@bielinux[Downloads] ls -1 kmer* [ 8:0651 ]
-rw-rw-r-- 1 iu iu 423235 68 18 2015 kmergenie-1.6982.tar.gz
iu@bielinux[Downloads]

Aug 03 2016, NGSI\U XFVEEE 9
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o Jerryfish: Marcais and Kinesford. Biomnformatics, 2011

» KmerGene: Chikh and Medvedev, Biomnformatics, 2014

o KmerStream: Melsted and Hallddrsson, Bioinformatics, 2014
» KmerGeme# 7 -0—F & BRE[W11-2]

cd ~/Downloads
1s

wget -cg http://kmergenie.bx.psu.edu/kmergenie-1.69582.tar.gz
#cp ~/Desktop/backup/kmergenie-1.6982.tar.gz .

L. targz 7ML ERBLEHS>THLT
LEo>Y. FDEDwegetTLLLDT=
mElE. OTYH/NLTLEESLY

1s -1 kmer*
tar -zxvf kmergenie-1.6982.tar.gz
1s -1d kmer*

Aug 03 2016, NGS/\V XAV EE S
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File Edit View Search Terminal Help 13 = ) 1555 {'%
| Jiu@bielinux[Downloads] cd ~/Downloads [ 3:544 %]
@ iu@bielinux[Downloads] 1s [ 3:554%#]
sl DOOST 1 61 0.tar.bz2 master.zip
E Bridger r2014-12-01.tar.gz nohup.out

FaQCs Rockhopper.jar
. FastqC Rockhopper Results
?) fastqc v0.11.4.zip sratoolkit.2.6.3-ubuntu64.tar.gz
B LGV 2.3.67 v2.2.0.tar.gz
. IGV 2.3.67.zip velvet 1.2.160

kmergenie-1.6982.tar.qgz velvet 1.2.10.tgz

iu@bielinux[Downloads] ls -1 kmer* [ 3:554%#]
E -rw-rw-r-- 1 iu iu 423235 6H 18 2015 kmergenie-1.6982.tar.gz

iu@bielinux[Downloads] tar -zxvf kmergenie-1.6982.tar.gz

Aug 03 2016, NGS/\V XAV EE S
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File Edit View Search Terminal Help 13 = o) 3

kmergenie-1.6982/scripts/generate report.pyc
kmergenie-1.6982/scripts/est-mean.r
kmergenie-1.6982/scripts/decide
kmergenie-1.6982/scripts/model-diploid.r
kmergenie-1.6982/scripts/zeta.r
kmergenie-1.6982/scripts/plot histogram.r
kmergenie-1.6982/scripts/cutoff.r
kmergenie-1.6982/scripts/est-params.r
kmergenie-1.6982/scripts/fit-histogram.r
kmergenie-1.6982/scripts/model.r
kmergenie-1.6982/scripts/plot genomic kmers.r
kmergenie-1.6982/scripts/generate report.py
kmergenie-1.6982/LICENSE
kmergenie-1.6982/ init .py
kmergenie-1.6982/main.cpp
kmergenie-1.6982/kmergenie
iu@bielinux[Downloads] ls -1d kmer* [ 8:104 %]
drwxr-xr-x 5 iu iu 4096 68 18 2015 kmergenie-1.6982
-rw-rw-r-- 1 iu iu 423235 68 18 2015 kmergenie-1.6982.tar.gz
iu@bielinux[Downloads] | [ 8:104%&]

)
=
2
~
-
=

I
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W11-3: README

File Edit View Search Terminal Help

iu@bielinux[Downloads] pwd

1 /home/iu/Downloads
sl 1 U@GD1elinux[Downloads] 1s

-1d kmer#*
drwxr-xr-x 5 iu iu 4096
-rw-rw-r-- 1 iu iu 423235
iu@bielinux[Downloads] cd kmergenie-1.6982
iu@bielinux[kmergenie-1.6982] pwd
/home/iu/Downloads/kmergenie-1.6982
iu@bielinux[kmergenie-1.6982] s

CHANGELOG LICENSE minia third party
__init .py main.cpp README wrapper.py
makefile scripts

iu@bielinux[kmergenie-1.6982] less README}

EARMIZIE. DDIGFAT Tmake&EFTTIELWLY

M. S5 —ET=217 JL(README)ZDless Thk
5, lessDF|FAEIL., FE3[EW14-6, (A ~—
AEF—#HLTR—2RHy0—)L, qTH(T3)

68 18 2015 kmergenie-1.6982
68 18 2015 kmergenie-1.6982.tar.gz

[ 23T ® ]
[ 8:2454 %]
[ 8:245 %]
[ 8:244 %]
[ 8:245 %]

[ 8:24F %]

Aug 03 2016, NGS/\V XAV EE S
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. @ fastq.ezbFmAHIAD D EETERE
W11-3:README R

File Edit View Search Terminal Help 13 == o) 3F
KmerGenie
installation:

1) Prerequisite: Python >= 2.5 and RScript (included in R).
2) Type "make  in the KmerGenie directory
3) Optionally, "make install® will create a symbolic link of

kmergenie to /usr/local/bin (yet, do not delete the original in
stall folder)

usage: \
./kmergenie reads file '

‘Eﬁl reads file is either a FASTA, FASTQ, FASTA.gz, FASTQ.gz file or

a list of file names, one per line.

Aug 03 2016, NGSN\VXFVEES 14
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W11 3 -README YDEE. ODFRBBIER TI4I/LE
- . TIE, KmerGeniel$@k=121F TLAMERLA
" File Edit View Search Terminal Help L\ BEZRED EREZ200FETTH|ELEIFT-LV\MES

mmary of the results, and contains an Advanq (£ [make clean|E3T2=D5 . Tmake k=200 ]

SRR EFTT, EBLTV S, @abtToTlessEHE T

* There is no need to use Kmergenie for a multi-k assembler,
M like SPAdes. Default parameters of multi-k assemblers are gener
ally better than a single best K.

* To support even larger values of k, e.g. up to 200, type °
make clean ; make k=200" . By default, Kmergenie is compiled to s
yBupport values of k up to 12

1:
% * By default, KmerGenieA‘ll perform another pass to estimat
e k more precisely. You may skip it by using the "--one-pass" op
gition (roughly 2x faster).

* To run multiple instances of KmerGenie on the same folder,

—N specify the "-o" and "-t" parameters (output prefix, number of
M= threads per instance).

‘?jA
= [

Aug 03 2016, NGS/\V XAV EE S
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W11-4:make clean S BB Al S

File Edit View Search Terminal Help 13 = 4) It
Jiu@bielinux[Downloads] pwd [ 8:234%#]
A /home/iu/Downloads

iu@bielinux[Downloads] ls -1d kmer* [ 8:24 1% ]

drwxr-xr-x 5 iu iu 4096 68 18 2015 kmergenie-1.6982

-rw-rw-r-- 1 iu iu 423235 68 18 2015 kmergenie-1.6982.tar.gz

iu@bielinux[kmergenie-1.6982] pwd [ 8:245 %]

/home/iu/Downloads/kmergenie-1.6982

iu@bielinux[kmergenie-1.6982] 1s [ 8:245 1]

CHANGELOG LICENSE minia third party

init .py main.cpp README wrapper.py
makefile scripts

;) iu@bielinux[Downloads] cd kmergenie-1.6982 [ 8:2454 %]

iu@bielinux[kmergenie-1.6982] less README [ 8:2454 %]
iu@bielinux[kmergenie-1.6982] make clean [ 8:38541]
=aprm -rf *.0 minia/*.o
s iu@bielinux[kmergenie-1.6982] 1s [ 8:384 %]
a CHANGELOG LICENSE minia third party
'_init_.py main.cpp README wrapper.py
= makefile scripts
gl iu@bielinux[kmergenie-1.6982] || [ 8:394 ]

Aug 03 2016, NGSI\U XFVEEE 16
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W11-5: make k=200

File Edit View Search Terminal Help

iu@bielinux[Downloads] pwd
/home/iu/Downloads
iu@bielinux[Downloads] ls -1d kmer*

iu@bielinux[Downloads] cd kmergenie-1.6982
iu@bielinux[kmergenie-1.6982] pwd
/home/iu/Downloads/kmergenie-1.6982
iu@bielinux[kmergenie-1.6982] 1s
CHANGELOG LICENSE minia third party
init .py main.cpp README wrapper.py
makefile scripts
iu@bielinux[kmergenie-1.6982] less README
iu@bielinux[kmergenie-1.6982] make clean
rm -rf *.0 minia/*.o
iu@bielinux[kmergenie-1.6982] ls _
CHANGELOG LICENSE minia third party
__init .py main.cpp README wrapper.py
makefile scripts ’
iu@bielinux[kmergenie-1.6982] make k-200|'

PEDED OmE:

)\

w
>
/'{

\i

5| ZH LN TDmake k=200, #910F)

13 = 4) 3
[ 8:234 %]

[ 8:2454 %]

drwxr-xr-x 5 iu iu 4096 68 18 2015 kmergenie-1.6982
-rw-rw-r-- 1 iu iu 423235 68 18 2015 kmergenie-1.6982.tar.gz

[ 8:245 %]
[ 8:244 %]

[ 8:245 %]

[ 8:3854#]

[ 8:395 %]
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MEA I AM—)LTEEELOE, SN
Zmake NN EBEE (B S TR EEMFES

File Edit View Search Terminal Help 13 = ) %

geint -DKMER PRECISION=7

g++ -0 specialk minia/Pool.o minia/Bank.o minia/Hashl6.0 minia/B
loom.o minia/Kmer.o minia/Utils.o minia/LinearCounter.o minia/La
rgeInt.o minia/MultiConsumer.o minia/Hashing.o main.cpp -04 -pth
read -D largeint -DKMER PRECISION=7 -1z -DSVN REV=1.6982
scripts/test install

Testing presence of specialk....

0K

Testing presence of Rscript....

R scripting front-end version 3.2.0 (2015-04-16)

0K

Testing basic Rscript functionality....

Rscript --no-init-file -e 'rnorm(1)’

[1] "rnorm(1)"

0K

Testing a simple KmerGenie example....

0K
Test successful. KmerGenie is ready, type " ./kmergenie’.
iu@bielinux[kmergenie-1.6982] | [ 8:4454 %]
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L] . 25 | D FILEETS0 | Bo0T by T

11-5:make k=200

File Edit View Search Terminal Help

JOK

20161 A5BIZEEL TS, DI1{HE
f=of-M A1 2{E 218 X TLVB, specialk
ELVSEDIEZ-EDD LS, Qs -
> DIED Zspecialk ELNDEFTIT7AILM
TE=To MIZE@minial LV 3T Lok

ITest successful. KmerGenie is ready, type ./kmer o4 LS — S e =
iu@bielinux[kmergenie-1.6982] 1s YDRBTLECHDERSNI=LITE
CHANGELOG main.cpp minia scripts third party
init .py LICENSE makefile README wrapper.py
iu@bielinux[kmergenie-1.6982] 1s -1 [ 8:454 %]
total 200
-rw-r--r-- 1 iu iu 7511 68 18 2015 CHANGELOG
-rw-r--r-- 1 iu iu © 68 18 2015 init .py
-rwxr-xr-x 1 iu iu 4401 68 18 2015
-rw-r--r-- 1 iu iu 22745 68 18 2015 LICENSE
-rw-r--r-- 1 iu iu 10753 68 18 2015 main.cpp
-rw-r--r-- 1 iu iu 2432 6H 18 2015 makefile
drwxr-xr-x 2 iu iu 4096 18 5 20:44 minia
-rw-r--r-- 1 iu iu 3220 68 18 2015 README
drwxr-xr-x 2 iu iu 4096 68 18 2015 scripts
- -rwxrwxr-x 1 iu iu 122924 18 5 20:44
MRS drwxr-xr-x 2 iu iu 4096 68 18 2015 third party
-rw-r--r-- 1 iu iu 1945 68 18 2015 wrapper.py
iu@bielinux[kmergenie-1.6982] | [ 8:454 %]
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L] . 25 OAIBETeE | BoOT Lyt

W11-6: README

File Edit View Search Terminal Help
r Jiu@bielinux[kmergenie-1.6982] pwd
/home/iu/Downloads/kmergenie-1.6982
iu@bielinux[kmergenie-1.6982] 1s
CHANGELOG main.cpp minia
__init  .py LICENSE makefile README
iu@bielinux[kmergenie-1.6982] less README

w

WP E DD ™)

scripts

FEAZEERAIRE, DEL5—E
READMET77A )L &lessd 5

13 == ) %
[11:164 &1 ]

[11:164 &l ]
third party
wrapper.py
[11:164 77 ]
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] . B | OFIBE e | B0y bt T DN ERLGEFENS, FTTREmRD./ZRT. T
Wll 6 ] READM E kmergenie D/ \ A% @ E“E(Tﬂli fEXT XA TENG
-V. LNEWTFIEND DY+ | EERHT D, TLT. QFBAD

® File Edit View Search Terminal Help Optionallyl&‘FO)KEkEh‘r‘”ié E77055A(
—— Z D15 Ekmergenie) DRI D%
- R /usr/local/binlZEIFIXLNNZ &I 4RI THERBAL -
FARWI-5THBAMNLT = —s - |D R K (T EEEE
installation: Blf=HY. make install | EFT TIELIMNS LULNEEETR
1) Prerequisite: Python >= 2.5 and RScript (included in R). 'Q}w
2) Type "make® in the KmerGenie directory /29';
3) Optionally, "make install will create a symbolic link of N4
kmergenie to /usr/local/bin (yet, do not delete the original in
stall folder)

usage: ‘

./kmergenie reads file

@ reads file is either a FASTA, FASTQ, FASTA.gz, FASTQ.gz file or
’Aﬁ list of file names, one per line.
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L] . B DAILEETe | B0y st D) (q&FT o Tlessh bR [T T)PDmake install, T

i : S—MNHTEBRLTWWSIEA LS, ZD
W11-7:make Install |zsix. simwe-sctmmLcnan
/usr/local/binT 4L ) DATE & [LrootE
iu@bielinux[kmergenie-1.6982] pwd AT rootSA LS DEREZEEAHERMN

X )

= File Edit View Search Terminal Help

)

/home/iu/Downloads/kmergenie-1.6982

iu@bielinux[kmergenie-1.6982] ls FALNTLVEN (DFY drwxr—xr—x&7E2T
CHANGELOG main.cpp minia sci Y. whHELY) , ZTIZQUSANEZTAAE
__init .py LICENSE  makefile README TES>ELT=D BPermission denied (FEE AY

iu@bielinux[kmergenie-1.6982] less README BN EXAIES bit-EWVSAFTT

iu@bielinux[kmergenie-1.6982] make install S
rm -f /usr/local/bin/kmergenie & 1ln -s "pwd /kmergenie /usr/loc
al/bin

ln: failed to create symbolic link ‘/usr/local/bin/kmergenie’: P
ermission denied

make: *** [install] Error 1

iu@bielinux[kmergenie-1.6982] 1s -1d /usr/local/bin [12:0954 % ]
drwxr-xr-x 2 root root 4096 128 11 19:36 /usr/local/bin
iu@bielinux[kmergenie-1.6982] whoami [12:094 % ]
iu

iu@bielinux[kmergenie-1.6982] |} [12:0954 % ]

»

5
o
&
3
r
=
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[ . B DABETEE | S0 Lyt (Dsudo make install, TR FERDEZAT/NR

Wll 7 k : t ” D—hrZH AT KSR SN F=bpass1409, T
L ma e InS a- S—HH 912/ usr/local/binlZkmergenie D 3=
File Edit View Search Terminal Help TFI7AINEFBEIT=-EOF-(BEEN\RZFEHET-
iu@bielinux[kmergenie-1.6982] pwd E51) . Qb NAEFBkS B & Tmake

/home/iu/Downloads/kmergenie-1.6982 . =IK(L. /usr/] /bin/k Bt
iugbielinux[kmergenie-1.6982] 1s install D3RRI, /usr/local/bin/kmergenie
CHANGELOG main.cpp minia sci DITZEBENZMTIHL T, In —sT/\R%
__init .py LICENSE makefile README B —EDOIOAIREFTOLIOEEEE TS

iu@bielinux[kmergenie-1.6982] kmergenie -h —— [izTaoTm]
zsh: command not found: kmergenie
iu@bielinux[kmergenie-1.6982] sudo make install [12:404 % ]

[sudo] password for iu:

rm -f /usr/local/bin/kmergenie && ln -s "pwd /kmergenie /usr/loc
al/bin

Kmergenie is installed, via a symlink to /usr/local/bin (do not
delete the contents of /home/iu/Downloads/kmergenie-1.6982)
iu@bielinux[kmergenie-1.6982] [12:404 % ]

»

o)
=
)
&
%
B
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L] . B8 OFIBETes | 2oy bt DINRZ@EITHIIL. kmergenieDN)LTEFK

: : RS LIELTHRIN T AGATURIE7ELN
W11-7:make Install |Sxazzinsm o xemirasx
: AZEEHNFEE A, ./kmergenie&kmergenie
iu@bielinux[kmergenie-1.6982] pwd DEVNHADHSEVENL. F4EWITEE

File Edit View Search Terminal Help

/home/iu/Downloads/kmergenie-1.6982
iu@bielinux[kmergenie-1.6982] 1s [12:405 % ]
CHANGELOG main.cpp minia scripts third party
__init  .py LICENSE makefile README wrapper.py
iu@bielinux[kmergenie-1.6982] kmergenie -h [12:4054 % ]
zsh: command not found: kmergenie

iu@bielinux[kmergenie-1.6982] sufke install [12:404 % ]
[sudo] password for iu:

rm -f /usr/local/bin/kmergenie && ln -s "pwd /kmergenie /usr/loc
al/bin

Kmergenie is installed, via a symlink to /usr/local/bin (do not
delete the contents of /home/iu/Downloads/kmergenie-1.6982)
iu@bielinux[kmergenie-1.6982] kmergenie -h [12:404 % ]
KmerGenie

gUsage:

kmergenie <read file> [options]

Options:
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W11-7:kmergenie -h

9 File Edit View Search Terminal Help

@' iu@bielinux[kmergenie-1.6982] kmergenie -h

JKmerGenie

~@-

E Usage:
kmergenie <read file> [options]

‘, ) Options:

(MDkmergenie -hDFERZBkDH D, QFELEEE
(haploid; — &) DIFZEERIZLELTLILN
ENEED ZEBIRY /) LDIEE [E—diploidF4
T3 % DIFELNELNFELESTE, WI0-6T
VelvetDFERELTH-DIEZk=31M15191TH
>t-, CODEIFH Thest k-merZFIEZRL-LMGES
(X, Qr-131 k 1911FTLaveE, @DAEI
DT TEITINIXNNEKSTE

--diploid use the diploid model (default: haploid model)

i --one-pass skip the second pass to estimate k at 2 bp resol
ution (default: two passes)

= -k <value> largest k-mer size to consider (default: 121)
é -1 <value> smallest k-mer size to consider (default: 15)

-s <value> interval between consecutive kmer sizes (defaul

Nl 10)
-e <value> k-mer sampling value (default: auto-detected to
@ use ~200 MB memory/thread)

-t <value> number of threads (default: number of cores minu

i~ S one)
% -0 <prefix> prefix of the output files (default: histograms)
s iu@bielinux[kmergenie-1.6982] [ 1:065 %]

Aug 03 2016, NGS/\V XAV EE S



Contents

m Witl: 45/ LY A XHETE (KmerGenieD A A+—)LEFIA)
1 A2 AR—)L. single—end CEIT ($GR DEER) . paired—end TE1T (FGE D EER)
m Wi2: BB RI(ZEKDBTAILAY) ST (PythonD BT S LDOFA)

m DDBJ Pipeline (W13MSWI1TETIKIZIZEBR)

0 W18:k=131TMDVelvetE{THE R D EHT

0 W19:PlatanusDE4T. W20: $ER DT W21 : ACGTHO U B R T LD HIRLEE #2HT)
m O291)—K(PacBio)T—42&/YHDB

0 W2: PacBioAET—4(Ebax.h5H ., A HDBIEsraftz X EFASTQRZ R

O W3:2DB (DRA)YDFASTQI7 74 )L%E A 1EL TFastQC

[0 W4:NCBI SRA (SRA)AYEHE T BSRA ToolkitdD A2 A+—JL
O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC

m DDBJ Pipeline CHGAPZZE1T

[0 W7:DDBJ PipelinelZf#TL-W\ET—2T 74 )L(baxh5)Z7v7AO—K
0 W8:DDBJ Pipeline CHGAPZ £ 4T
0 WO:HGAP7 LU JJ§ERZBH S
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O - 28 DHiBETes sy onrto] —IRYDEITHENDOLINI=DT, EYH AT DOWS-4TIERK
Wl 1 8 == L7=forwardfBl D 77 A JL(QC.1.trimmed.fastg.gz)DHIHZE AN &
0. % TT LT31H5191 Dk—-merDEFE &1FH ThkmergenieZxE 1T, 91557

&S 9 File Edit View Search Terminal Help 3 = 4) 13:40 {%
l iu@bielinux[kmergenie-1.6982] cd ~/Documents/DRR024501/result
é,. iu@bielinux[result] pwd [ 1:405 %]
st / hOMe /1U/Documents/DRRO24501/result

iu@bielinux[result] 1s [ 1:4054 %]

M fastqCount.txt hoge 151 QC.2.trimmed. fastq.gz

hoge 111 hoge 171 QC qc report.pdf

hoge 121 hoge 191 QC.stats.txt

hoge 131 QC.1.trimmed.fastq.gz QC.unpaired.trimmed.fastq

- o
s |
'lL;

iu@bielinux[result] kmergenie QC.1.trimmed.fastq.gz -1 31 -k 191}

D B D)
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O = ammﬁiﬁ I%ﬁlﬁl’jrjh) o) JR—2 X —Z%LTH D, FEM10FD 1&(

Wll 8 |:|:| % H 1 SLDIKEE, DFEMNZA TV TIRE
1= %L)wﬁﬂlﬁl’i—?%%L’C(h’CL\éJ:'Bf:“
X 2 File Edit View Search Terminal Help 13 = 4) 13:41 %
l Jiu@bielinux[kmergenie-1.6982] cd ~/Documents/DRR024501/result
@ iu@bielinux[result] pwd [ 1:404 %]
st / hOMe /1U/Documents/DRRO24501/result
E iu@bielinux[result] 1s [ 1:4054 1 ]
M fastqCount.txt hoge 151 QC.2.trimmed. fastq.gz

> hoge 111 hoge 171 QC qc report.pdf
ﬁ hoge 121 hoge 191 QC.stats.txt
B 0ge 131 QC.1.trimmed.fastq.gz QC.unpaired.trimmed.fastq
. iu@bielinux[result] kmergenie QC.1l.trimmed.fastq.gz -1 31 -k 191

running histogram estimation

Linear estimation: ~48 M distinct 106-mers are in the reads
é K-mer sampling: 1/14

| processing

I
[going to estimate histograms for values of k: 191 181 171 161 15'}
1 141 131 121 111 161 :91.:81 71 61 51 41 31

il i
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L - 25| DAIBETSE | S0y byt R TIRDIREE, KmerGenie 7 A S LD XA BB,
FrICmR@E-&R

Wll 8 - ﬂ%%& T Velvetﬁ£®7t7/7|)7°D7“5A£?i_
O . 7 1S HBk-merDHETE . forwardfBll DA TELT
ST R S . Dk=8THBENDIZENSHER o=, EUHZ T @ls

L=#ER(E

fitting model to histograms to estimate best k
Mestimation of the best k so far: 91

refining estimation around [85; 97], with a step of 2
running histogram estimation

Linear estimation: ~65 M distinct 59-mers are in the reads
K-mer sampling: 1/19

| processing

|
[going to estimate histograms for values of k: 97 95 93 91 89 87

----------------------------------- Total time Wallclock 189.77 s
fitting model to histograms to estimate best k
table of predicted num. of genomic k-mers: histograms.dat

best k: 87
iu@bielinux[result] 1s [ 1:535 %]
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L] . 25 aztﬂﬁg@q-mqﬁa@wm e

EEMN—RIZHEND. KmerGenielZRIWDT7AILEHLU T

Jhistograms-k151.histo
dhistograms-k151.histo.
histograms-k161.histo
histograms-k161.histo.
histograms-kl71.histo
histograms-k171.histo.
histograms-k181.histo
histograms-k181.histo.
histograms-k191.histo
histograms-k191.histo.
histograms-k31.histo
histograms-k31.histo.pdf
histograms-k41l.histo
glhistograms-k41l.histo.pdf
histograms-k51.histo
histograms-k51.histo.pdf
histograms-k61l.histo

s\ histograms-k6l.histo.pdf

pdf
pdf
pdf
pdf

pdf

.:L iu@bielinux[result] |

iu@bielinux[result] cp histograms report.html ~/Desktop/mac share

4LOR) EITHERT K51, T7 A JLEEhistograms—kx*.histo*
[Z. BRI DKEDFHKERER =N EEITBREELDZNDESS, DT
DhtmlTZ7AILEZ R NITEERBIIZOK, 7 AFOS(Bio-Linux) £
Tlfirefox histograms_report.ntml] &> THKULINAY, BEIE AN/
SKRDB6L, ZETIE QFEF I+ LI B HTHRAROSDshare
TAILFI2aE—L T, /RRFOS_EThtmIZ7 A/ ILZEBE D S

hlstograms report.html
111

histograms-k97.histo. pdf‘

x'-"’

})jr 121
qu 131
hﬁgf 151

-

.’\J’

hoge 191
QC.1.trimmed.fastq.gz
QC.2.trimmed. fastq.gz

QC gc report.pdf
QC.stats.txt
QC.unpaired.trimmed. fastq

[ 2:175 %]
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] . BE DALRETeR | By LrtT RAROSEThtmIZ7AIILZEBkOT-EIEm. D7D

‘W11-9: ﬁ’é

ﬂ—

)

=l I:IIL,\

B ZFAWAANRNGKIEIZ8TIEELSFER , ON HE
TS /LY AKX, 2,356,713 bp ($92.4MB)ELVSEE R

2 | histograms_report.heml

& QC.2.trimmed_fastqe.html
QC.2.trimmed_fastec.op

2 QC.1l.ummed fastgc homl
QC.1.trimmed_fastgc.op

= DRRO24501sub_2_fastgc.htm
DRRO245015ub_2 fastqe.zip

& DRR0O24501sub_1_fastgc.htm
DRRO24501sub_1_fastqe.zip

&
C&l
|
i

( )
share = —'&‘

C:¥Usersékadota¥Desktop¥share « | ¢y || SDUE O
£= SA7SV BN - =E

LW

e~

Bl =] Jg @R

[¥] €

2 | C:¥Users¥iadotasDesktop¥sharevhistograms_reporthtml O« ¢ L) Cr¥Users¥kadota¥Des
KmerGenie report &
Predicted best k: 87

Prodicted assembly size: 2356713 bp
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. 255 DAILEETS5 | BenrT Lyt £V LEEL<ERBA, DIEEN VIR R f=k-merDk

. =M B, EEL-HRREGHEIEL. 311913 DTE
KmerGenie#s B f£3 s DB

L, HtEh D B FRIEZNumber of genomic k—mers

o genomick W\ BEAMNDNNTLNVSZEMN DL

) J’““A”“‘/\ BB TEDA . CHAE 154 H(2016.07.20)
NEEDIZFS>TRLEEIV—II RIS —H
\ EDLDERL k-merDFEERITY

\

| D%
| T

Number of genomic k-mers
2200000

2000000
|

| ; I |
50 100 150

K-mer size

S =
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KmerGeme‘F%ﬁ =0

/\_/ e

2200000

Number of genomic k-mers

2000000
1

50
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DD HT-YEBDHBZET, k=30-130<5L D
EETE Dk—-merz AWLVTEST /LY AN
2.3-2AMBEVVSTERICIEDDIZA5LEIRT S
o BL . N I&l genomic k—-mersDFEFEEN 1 7LD
TO— DI RIS —HEKk—merDIqILAY)
THEEINTULEWN(HL 7R TYT0RS
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KmerGeme‘F%ﬂ =0

=)
c" C ¥Users¥kadota¥Desktop D~ C & C:¥Users¥kadota¥... ‘ %
Sampled histogram and fit for each value of k I
Colors of the fits: red is the fit of the complete statistical model of the
histogram (ermronous k—mers + genomic k-mers). When using the diploid model,
blue are only the heterozygous k-mers, green are only the homozvgous k~mers.
To R
o
2 &
) 0
£
k= _
S _
e
g 3
E o
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Z | T
o |
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T
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KmerGenieft B f

=)
é:‘;rC:¥Users¥kadota¥Desktop o-c & Ci¥Users¥kadota¥... ‘ TN
Sampled histogram and fit for each value of k I
Colors of the fits: red is the fit of the complete statistical model of the
histogram (ermronous k—mers + genomic k-mers). When using the diploid model,
blue are only the heterozygous k-mers, green are only the homozvgous k—mers.
0 |
o
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E o
= ~— |
Z (1 |
N |
S |
T
] I
te} 1 [ L L]
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KmerGenie#t B 2z

E=E)

£ C:¥Users¥kadota¥Desktop 0O ~ ¢ || & Ci¥Users¥kadota¥... \

Sampled histogram and fit for each value of k I

Colors of the fits: red is the fit of the complete statistical model of the
histogram (ermronous k—mers + genomic k-mers). When using the diploid model,
blue are only the heterozygous k-mers, green are only the homozvgous k—mers.
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Contents

m Witl: 45/ LY A XHETE (KmerGenieD A A+—)LEFIA)
0 A2 AR—)L. single—end TE1T (FEE D fEZER) | paired—end TEIT (FGR D FEER)
m Wi2: BB RI(ZEKDBTAILAY) ST (PythonD BT S LDOFA)

m DDBJ Pipeline (W13MSWI1TETIKIZIZEBR)

0 W18:k=131TMDVelvetE{THE R D EHT

0 W19:PlatanusDE4T. W20: $ER DT W21 : ACGTHO U B R T LD HIRLEE #2HT)
m O291)—K(PacBio)T—42&/YHDB

0 W2: PacBioAET—4(Ebax.h5H ., A HDBIEsraftz X EFASTQRZ R

O W3:2DB (DRA)YDFASTQI7 74 )L%E A 1EL TFastQC

[0 W4:NCBI SRA (SRA)AYEHE T BSRA ToolkitdD A2 A+—JL
O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC

m DDBJ Pipeline CHGAPZZE1T

[0 W7:DDBJ PipelinelZf#TL-W\ET—2T 74 )L(baxh5)Z7v7AO—K
0 W8:DDBJ Pipeline CHGAPZ £ 4T
0 WO:HGAP7 LU JJ§ERZBH S
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- - B8 DAIBBYSE | B0 byt paired—endDIZFE(Z. EDIBTET NIXLNND
MNEARS, CCTIEOAAT7AIILEH DT A
LK) £ TKmerGenie®DREADME D 71 )L %
lessTRA<, 3THIAAIRDERE., FTHTZED

— Jiu@bielinux[result] pwd FLFNBT L, lessDFI AL, F3[EW14-6

/home/iu/Documents/DRR024501/result
iu@bielinux[result] less ~/Downloads/kmergenie-1.6982/README]]

w

DD DD O m
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N s 28 DA EETEE | BT ) DEHDIT7FAILIZHODNTNEIES

_ - [ZURRI 7S ILEERLTANELTS
W11-10:paired-end ZNIEED, QANTFALDIES
File Edit View Search Terminal Help B (order)'b')—lsd)Fﬁ]ﬂc?(orientation)(i’f\,
f | type ./kmergenie to see extra options 2L TLMNESTE, qTlesshbikiT3
input:

Input reads should be exactly those the de novo assembler w
ill use to create contigs, i.e. the list of all single and pair

ed-end reads.

¢

The order does not matter, KmerGenie treats the reads as an
unordered set of k-mers. Orientation of the reads also does no
t matter.

¢

With Velvet, if you have mate-pairs, Velvet uses them to cr
eate contigs, so do include them in KmerGenie.

Otherwise, if the mate-pairs are used only for scaffolding
(i.e. asm flag=2 in SOAPdenovo), do not include them.

PEPDD OO

tips:

* Take a look at the generated HTML report. It provides a s

Wl
i}
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[ . B8 OAIBETm | 2oy bt MDIsT B &histograms* DT 7 A JLHVR LU
] TROLUVDTHIBRT 5, ERLIXHIBR
W11-10:paired-end | gior nszcossmzciziry

4l JLT. HIRATICHER T S(FE4EIDWI-2)
T Z05 B ]

y Jiu@bielinux[result] pwd
}51 /home/iu/Documents/DRR024501/result
: iu@bielinux[result] less ~/Downloads/kmergenie-1.6982/README
E iu@bielinux[result] 1s [10:394 51 ]
— M fastqCount. txt histograms-k71.histo
. histograms.dat histograms-k71.histo.pdf
ﬁ histograms.dat.pdf histograms-k81l.histo
histograms-kl101.histo histograms-k81l.histo.pdf
i histograms-k101.histo.pdf histograms-k85.histo
histograms-klll.histo histograms-k85.histo.pdf
histograms-klll.histo.pdf histograms-k87.histo
é histograms-kl21.histo histograms-k87.histo.pdf
histograms-kl21.histo.pdf histograms-k89.histo
| glhistograms-k131.histo histograms-k89.histo.pdf
E5) histograms-kl31l.histo.pdf histograms-k91.histo
s histograms-kl41l.histo histograms-k91l.histo.pdf
!&ﬁ histograms-kl41.histo.pdf histograms-k93.histo
YR Yhistograms-k151.histo histograms-k93.histo.pdf
iﬁii% histograms-k151.histo.pdf histograms-k95.histo
== histograms-kl61l.histo histograms-k95.histo.pdf
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O - B8 OFIBETe | B0y Lt T Drm —fTHIBR, Q*IXTAILFA—F D1 D(5E4[A]
] - DW1-2), TAILEA—FIEENCGEE D ENTY
W11-10: paired-end sz, 5% -4 m0 882G roaired-enddy

" File Edit View Search Terminal Help ZFjT/r)L%{’Eﬁ‘ZLf:L\JO —_ ClZ. JAILRA
Jhistograms-k181.histo.pdf hoge 121 —REER(FELCELLMER T BTipsE BN . EAE;
histograms-k191.histo hoge_13 R LTY R R P o T L0 D DHIsL. ZHEYS
histograms-k191.histo.pdf hoge 151 v ILT X =
histograms-k31.histo hoge 171 ALORTIFZAIIZEEZT ITY,, ZEICIEZ
Mhistograms-k31.histo.pdf hoge 191 WLESTEDDIHHOTEEEZLI-ET VIlZED
histograms-k41l.histo QC.1.trimmed. \ | L
histograms-k4l.histo.pdf QC.2.trimmed. ZféfIT’rg—cﬁ RELDZRIBRLIZYLEY
histograms-k51.histo QC gc report.pdf
histograms-k51.histo.pdf QC.stats.txt
histograms-k61l.histo QC.unpai .trimmed. fastq
histograms-k61.histo.pdf @
iu@bielinux[result] rm -f histograms* [10:584 &1 ]
iu@bielinux[result] 1s [10:594&i ]
fastqCount.txt hoge 191
hoge 111 QC.1.trimmed.fastq.gz
hoge 121 QC.2.trimmed. fastqg.gz
hoge 131 QC qc_report.pdf
hoge 151 QC.stats.txt
S hoge 171 QC.unpaired.trimmed. fastq
iu@bielinux[result] [10:594Ri ]
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W11-10: 7 A J)LEH—F

A,

) File Edit View Search Terminal Help

. Jiu@bielinux[result] pwd
a¢ /home/iu/Documents/DRR024501/result
iu@bielinux[result] 1s

fastgqCount.txt hoge 191

M hoge 111 QC.1.trimmed. fastq.gz
hoge 121 QC.2.trimmed. fastq.gz
hoge 131 QC qc_report.pdf
hoge 151 QC.stats.txt
hoge 171 QC.unpaired.trimmed. fastq

iu@bielinux[result] 1s QC.*
QC.1.trimmed.fastq.gz| QC.stats.txt

iu@bielinux[result] 1s QC.*.tri%*

QC.2.trimmed. fastq.gz
iu@bielinux[result] 1s QC.[0-9].*

QC.1.trimmed.fastq.gz QC.2.trimmed.fastq.gz

V¥ i ycbielinux[result] [

13

QC.2.trimmed.fastqg.gz| QC.unpaired.trimmed.fastq

QC.1.trimmed.fastq.gz QC.unpaired.trimmed.fastq

DlrQC* =&, FTRY BB Dpaired-
end7 7ML DEDRRITEIND, O
QC.x.trix ] THEMN DI 7AILBRRS
o, (CDZEBIXQCkgzTEIELLM
RIEEDHMFIFERI[0-9ZFAT
5 LT, BB Dpaired-endZ7AILDH!)
ARTYTSIHBIENTED, 72T T
A4S LiPlatanus (ver. 1.2.4; Kajitani et al.,
2014)DR =27 IWNEREHEZITHRILD

[11:185&i ]

[11:185 &i ]

[11:184F & ]
[11:184F & ]

Kajitani et al., Genome Res., 24: 1384-1395, 2014
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W11-10: "7 ALk H—

) File Edit View Search Terminal Help

Jiu@bielinux[result] 1s
| fastqCount. txt

r
|

a hoge 111

hoge 121
hoge 131
hoge 151
fhoge 171

hoge 191

QC.1.trimmed. fastq.gz
QC.2.trimmed. fastq.gz

QC qc_report.pdf
QC.stats.txt
QC.unpaired.trimmed. fastq

iu@bielinux[result] 1s QC.*

QC.1.trimmed.fastq.gz| QC.stats.txt
QC.2.trimmed.fastq.gz| QC.unpaired.trimmed.fastq

iu@bielinux[result] 1s QC.*.tri%
QC.1.trimmed.fastqg.gz QC.unpaired.trimmed.fastq
QC.2.trimmed. fastq.gz

iu@bielinux[result] 1s QC.[0-9].%*

QC.1.trimmed.fastq.gz QC.2.trimmed.fastq.gz|

iu@bielinux[result] ls QC.[0-9].* > list.txt
ﬂéﬂl iu@bielinux[result] more list.txt

YA N(C.1.trimmed. fastq.gz

E” 3 QC.2.trimmed. fastq.gz
=88 i ugbielinux[result] |

@TUARRNT YT TEBHIEEHER LS. @
M YFALIRO)EFIALTERDI7MILA

(CZTllisttxt) TREI NIEL, URNI7A
il LDSERR, COFEDTI=yIIFERT S

[ILT185 B0 ]

[11:184 &l ]
[11:184 & ]
[11:185 &i ]
[11:184 &i ]
[11:564 &1 ]

[11:574 &1 ]

Aug 03 2016, NGS/\V XAV EE S

43




e aztﬂﬁg@q-mqﬁa@wm T DOYRRT7A )VlistixthH D LaHE
LT, @kmergenieaAY U REZETT,
E X HFEDIRE, DFESIRNT7

t‘ . ‘ 4)175—.:;1, AHTULNSEHT=, $9205

r iu@bielinux[result] 1s U9 % |
é, fastqCount.txt 1list.txt

‘ hoge 111 QC.1.trimmed. fastq.gz
E hoge 121 QC.2.trimmed. fastq.gz

M hoge 131 QC qc_report.pdf
3 hoge 151 QC.stats.txt
6 hoge 171 QC.unpaired.trimmed. fastq
hoge 191

i iu@bielinux[result] kmergenie list.txt -1 31 -k 191
Wl running histogram estimation
=HFile list.txt starts with character "Q", hence is interpreted a
é s a list of file names
Reading 2 read files
' Linear estimation: ~103 M distinct 106-mers are in the reads

K-mer sampling: 1/31

@ | processing
|

Y= [going to estimate histograms for values of k: 191 181 171 161
£~ 151 141 131 121 111 161 91 81 71 61 51 41 31
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] . B DABETEE | S0 Lyt R T % DIREE, forward{fl ) #A(single—

dTETLEHERK=87EEST. D
1 1-11 : %$%§ T zgiredfgo)aélikﬂmbfﬁﬁoﬂmttﬁ

File Edit View Search Terminal Help 13 O—CL\%):thﬁbh\%)o tU&iT@B

b Jestimation of the best k so far: 141
a refining estimation around [135; 147], with a step of 2

running histogram estimation
E File list.txt starts with character "Q", hence is interpreted a
Ms a list of file names
. Reading 2 read files
6 Linear estimation: ~119 M distinct 84-mers are in the reads
e K-mer sampling: 1/36
. | processing

|

= [going to estimate histograms for values of k: 147 145 143 141

é 139 137 135

fitting model to histograms to estimate best k

table of predicted num. of genomic k-mers: histograms.dat
»%\ recommended coverage cut-off for best k: 2
e 2@ best k: 141

S5 i ugbielinux[result] ls]] [12:304 %]
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histograms-k137.
histograms-k137.
histograms-k139.
histograms-k139.
Mhistograms-k141.
histograms-k141.
histograms-k143.
histograms-kl143.
histograms-k145.
histograms-k145.
histograms-k147.
histograms-k147.
histograms-k151.
glhistograms-k151.
Mhistograms-k161.
histograms-k161.
histograms-k171.
A®histograms-k171.

W11-11

histo

histo.

histo

histo.

histo

histo.

histo

histo.

histo

histo.

histo

histo.

histo

histo.

histo

histo.

histo

histo.
iu@bielinux[result] cp histograms report.html ~/Desktop/mac sha
re/histograms report paired.html]

ﬁ%: Aty

pdf

pdf

histograms—o=

histogra Z B cat—

WI1-9&RERRICEmMN—RITHRN S, CZ T,
(single—endDFEER 77 A )L HYhistograms_report.htmlé&
LTERICHEET D T)QREIAILF ERHTHRALOS
M share7# JLA [Zhistograms_report paired.html&LYD
LT.RRROSEThtmlZ7AILZEBkDH S

TTA G UV

histograms-k81.histo.
histograms-k91l.histo
histograms-k91l.histo.

pdf

pdf
histograms report.html

hoge 111

hoge 121

hoge 131

hoge 151

hOg@_l?l

hoge 191

list.txt
QC.1.trimmed.fastq.gz
QC.2.trimmed. fastq.gz
QC gc report.pdf
QC.stats.txt

QC.unpaired.trimmed. fastq
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« &5  BFRIBET=EE | Belorr Lt T

N

—
=
_— -

E QICh

W11-11:

0
&

|

!

share

ereskadotasDesktopsshere ~ | &9

=Y - S - ZWe » S o J

<

2 | histograms_report_paired. htm|

2 hlsttths_rm‘t htmil

&2 | QC.2.trimmed_fastqc.htm

I QC.2.0vmmed_fastne.zip

2 | QC.1.tmmed_fastqo.htm
o1 trimmed_fastae. 2ip

& | DRRO24501sub_2_fastgchtm|
DRRO2

tsubs 2 fastacip
& | DRRO24%01sub_1_fastoc html

DRRO24501sub_1_fastge.2p

e~

,e

single—end (k=87)&paired—end (k=141) THEME X RKELEL
BEDD. T/ LA XDHEEIXIFEAEEHLLLENE

g | C¥Users¥kadotasDesktop¥shareshistograms_report paired.html DO ~

KmerGenie report

Predicted best k: 141

Predicted assembly size: 2367453 bp

o Ci¥Users¥kadota¥De

2360000

Number of genomic k-mers
2320000

| 1

50 100

2280000

K-mer size

elsd/e|@l R[9[€ (R @@ W[=]

150

M H B(single—end(F2356713 bp. paired—endl£2367453 bp)

v

S S

e
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- __
Contents

m Witl: 5/ LA XHETE (KmerGenieD A A—)LEFIA)

O A2 AR—JL. single—end TTEIT ($GER DAZER) | paired—end TEIT FGR D AEER)
m Wi2:BHIRIZEKDTAILA) S (Python7 BT S LDOFIA)
m DDBJ Pipeline (W13 SW17E TIXIFIZERE)

0 W18:k=131TMVelvetE{TH5 R DAEHT

0 W19:Platanus®DE{T. W20: #5 R D AEHT. W21 : ACGTHY U MIERE T LD HIRFEE T
m O %5 1)—K(PacBio)T—4&2NHDB

O W2: PacBio&kT—42Idbaxh5fe K A DBIEsrafle X EFASTAR R

0O W3:243DB (DRA)DFASTQI7 74 )LE A ELTFastQC

[0 W4:NCBI SRA (SRA)D RS BSRA ToolkitdD A AL—JL

O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC
m DDBJ Pipeline CHGAPZZE1T

[0 W7:DDBJ PipelinelZf#TLT=LA\ET—2 T 71 J)L(baxhb)ZE7v7A—K
0 W8:DDBJ Pipeline CHGAPEE1T
0 WO:HGAP7 LU JJ§ERZBH S
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« &% | OFIBEF=E | Eololr L r T

DDEHDETT . QEMIZ. 7

@54 M) ThotZ Z2BVvHEIEIMEBTELITHAD
., cOF—F7 o, BEMNEH*3 (1 chromosome + 2
plasmids). 2400586 bp (£ 24MB) T4 Y, ko8
ROBEUVFL (Do VA LS.

HH, Velvet x BT T AHGREHBORL DL EETH

TFEery7Ihzfiv, FhboiiEzko s (W10,
2T, Fr1I0o k| (k=31, 61, 91, 111, 121, 131,
151, 171, 181, 191) TEfFT L& RTMBD, EICENED
B, k=1T1 FAOERF ——F LI ZHLZLHRT
5, bHEAAZOTF—IDOEAIR. TEOY 7 A4 X
£ 24AMB] ZE w5 B AR - LKBTT X TVE
BOFMiET-oTWAZ IR DA, EBICIIAREED
BB I W ERNEELILNLY 7 24 X elhidT 5. =
TTREDOL ) R EON Lo ERELT 47/
A4 ZHE] v, TV T EBOFMZTS

T LUA XTHE

) A4 XofER. 70—9F4 b2 b — (flow
cytometry) £ W) FEZHWTERERMIZEKDLR Y A

45—

Vaday 6 @ }_:;.: *IEJ P D FO) p45 VIR LD IEWEH D RS
/i

Ho WROKEPKELERDLDIZ, paired-end (k=
141) Tif single-end (k=87) (CHXF—FmANHIZ 2
‘r&‘l-l%.‘o’('b'%ﬁ"%"é&)é.; FEBEIZ X paired-end O F —

#HWTTE>Y 7Y #4179 @ T, paried-end THO 3R
kﬁél (=141) OHIETH S k=131-191 H7-0 ZFFE LR
FTHEIVERPEONEILZ LM T 5,

EIRICKD T IFUT

BN~ AT —2FHTEDH LN, ﬁﬁfﬂmmfgo
OFHHS, TV TIREISEVENZEBNT S

1. MSeqZ&tyra—pFV— !'O)de nove 7 7

Tix, # ABL%H (insertion sequence) %' KV — 4
RNA @Iz % (frDNA) k5%, ¥/ AhIZHE

— D EAE Y A B AIE (dispersed repeat) OFEH
L. iYW (aryrg ) BIhsoRKEERES
DT EINTLE IS THD. TEZTITHEK
FEInsEwaAYTF 1 iR Ihs o KEERO 58
ThHhALEGHE L, TOROMFHIZIRELEEER
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0 « &5 BFRIBET=EE | Eeoly Lyt T

W12-1; /5!‘*7

F

F
- WWW.iL.a.u-tokyo.ac.jp/ ~kadota/b book

#! fusr/hindenv python
# codingiutf-a

impnrt math
import sws

class Fastafl):

gctat i cmethod
def read(inputfilel:
a = apenlinputfilel.read()
entries = a.split (™™ 1]
for entry in entries:
lines = entrv.split ("¥n™)
fasta = Fastal()
fasta. header = "+ lines[0]
fasta.seq = 77 Jnlnillnes[I 1
fasta.length = len(fasta.zeq)
vield fasta

def maini(filelame, threshold=0):

digit = int (math.logl0{len(sealist))) + 1

for i, seq in enumerate(seqlist):
print rseguence” + strli o+ 1) zFill(digit)
print seq.seq

if _name__ == " main
|: 3:

Tif len(svs.argy)
print

Brint
exit ()

fileName, threshold = svs.arew[1:3]
main(fileMane, intthreshald))

print "¥tRemove sequences sharter than threshold.”
print "¥tlUsage : fastalengthFilter.py <filename> <threshold>”

seglist = [seq for seg in Fasta.read(fileName) if seq.lenzth »= threshold]
seqlist.sort (key=lambda seq: seq.length, reverse=True)

multi-FASTARS KX D74 L AHEL T, FEE
LT:@E?'JE*fﬁ@@ﬂﬁu’i’@@’ythonjﬂ 95
I\ (fastalengthFilter.py; Z56[EIEEEHI1E)%
ol O—K, BHELGZBETOT S LIE /bin
[CEZE. TCITNRZBLTELSTLS (ERS
WD), £29 5 &ETHEMEl/usr/local/binfi &
[ZOURw D) D% IEBFRINETS
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DR—LTALIR)IZFBEIL . binT ALK

iu@bielinux[result] cd
fiu@bielinux[iu] pwd

O—k

MW EEFEZRL T, @mkdirTERK, @binT
ALK IZF2E)L . @fastalengthFilter.pyHh7F
£ 9 AURLEETE L Tweet, O(EITIERENH
NIEFSLEI)E U A—K =771 ILHNER
BIZHESTULVELD T, ©@FEITHER(E4EWS-

/home/iu
iu@bielinux[iu] 1s DB RN CDZBIWIZHENEZTRFHT S
Sl Desktop Downloads Music Public Videos
Documents 1igv Pictures Templates
iu@bielinux[iu] mkdir bin [12:2354 %% ]
iu@bielinux[iu] 1s [12:234 %% ]
Documents 1igv Pictures Templates
Downloads Music Public Videos
iu@bielinux[iu] cd bin [12:234 %]
iu@bielinux[bin] pwd [12:234 % ]

/home/iu/bin

iu@bielinux[bin] wget -cq http://www.iu.a.u-tokyo.ac.jp/~kadot

a/book/fastalLengthFilter.py
iu@bielinux[bin] 1s -1
total 4

-rw-rw-r-- 1 iu iu 1109 18

iu@Wmux [bin]

=
: bin
Desktop
é‘
=57
> 3
e

[12:234 % ]

6 18:57 fastalLengthFilter.py

412 123 %]
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O - 25| DAIBETSE | S0y byt Dchmod CEITIERZZEE, 73> Tl755)

EFTBENwxr—xr—x11215 ., RPFIDIXFRIEBE

W12-2:pDErMISSION | Sommicts 2iss. Minanae, 2ns

iu@bielinux[bin] pwd
d/home/1iu/bin
giu@bielinux[bin] 1s -1
total 4

-rw-rw-r-- 1 iu iu 1109 18

iu@bielinux[bin] 1s -1
total 4

-rwxr-xr-x 1 iu iu 1109 18
iu@bielinux[bin] |

iu@bielinux[bin] chmod 755 fastalLengthFilter.py [12:4454 %]

(W) EITXI1NETEEHT T BHELVDER Trwx
EHEHOTULVS, CC Tl B LU IZIZESTAA
HEREZEZGWLERTEIZLTULNS, FAlZLYD4755

6 18:57 fastalLengthFilter.py

[12:445 % ]

6 18:57
[12:444 %% ]
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W12-3: /\AZF @I

9 File Edit View Search Terminal Help
iu@bielinux[bin] cd
#iu@bielinux[iu] pwd
d/home/iu

iu@bielinux[iu] echo $PATH

o g

me/iu/Downloads/FastQC
iu@bielinux[iu] echo $SHELL
/bin/zsh

iu@bielinux[iu]

v

=~
&
i
B

“/bin[2NREBT - DIFKIESE . D(& TH—L
TALIR) D .2shre T7AILE WL BHD T )7k— L
TALIR) (2388, @echo $PATHTIRZE @S TLY
BINZADHEZR(FEAEIWI-9), FEMIZIRIK TIX, ~/bin
[ZFH 29 B/ home/iu/binlETFFTELZELY, BBio-
Linux®MDT 74 ILMFzsh THHZ T — L TERR

/usr/local/sbin:/usr/local/bin:/usr/sbin:/usr/bin:/sbin:/bin:/
usr/games:/usr/local/games:/usr/lib/cd-hit:/usr/lib/cd-hit:/ho

[ 1:154 %]

[ 1:154 %]
[ 1:154 %]
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W12-3: /\AZF @I

A,

) File Edit View Search Terminal Help

D.zshre T7AMILDFEEHEZLEQTHED
5T E R R, QT F AL T 1 Fgedit
(viXSemacs THELVZ AT, FREED
M /home/iu/binZBIIL TREFET 5,
geditDELVAFILEE4EWI10-3I235Y

. Jiu@bielinux[iu] pwd
}a¢ /home/iu
: iu@bielinux[iu] 1s -1 .zshrc

%4 Wem e en - 1 iu iu 392 128 22 15:19 .zshrc
@ iu@bielinux[iu] tail -n 5 .zshrc
;‘) # fi

[ 1:1854 %]
[ 1:1854 %]

export PATH=$PATH:/home/iu/Downloads/FastQC

i export CLASSPATH=/home/iu/Downloads/Rockhopper.jar
% iu@bielinux[iu] gedit .zshrc

[ 1:185F %]
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] . B8 DFIBETeE | S0 Ly b FRBEERSMZ:/home/iu/binZBINL TIRTE

0 . L. gedit 248 T LI=E DIREE, DH5—E
W12-3:/SRZBY  Leseriiieom o

= ) 13:24 %

[ fiu@bielinux[iu] pwd [ 1:174 %]
| §/home/1iu
s i U@bielinux[iu] 1s -1 .zshrc [ 1:1854 %]
W -rw------- 1 iu iu 392 128 22 15:19 .zshrc
@ iu@bielinux[iu] tail -n 5 .zshrc [ 1:1854 %]
;, # fi

export PATH=$PATH:/home/iu/Downloads/FastQC

. export CLASSPATH=/home/iu/Downloads/Rockhopper.jar
é iu@bielinux[iu] gedit .zshrc [ 1:184 %]

** (gedit:32481): WARNING **: Error querying file info: Error
when getting information for file '/home/iu/.goutputstream-3XD
== MNAY': No such file or directory

é iu@bielinux[iu] tail -n 5 .zshrc [ 1:234%] |<
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] . BE DALRETeR | By LrtT FEMIZ:/home/iu/binhSIBIISN TLYS

W12-3: /\RZ BT

File Edit View Search Terminal Help 13 = ) 13:27 %

r Jiu@bielinux[iu] 1s -1 .zshrc [ 1:1854 %]
-rw------- 1 iu iu 392 128 22 15:19 .zshrc
iu@bielinux[iu] tail -n 5 .zshrc [ 1:184 %]
# fi

export PATH=$PATH:/home/iu/Downloads/FastQC

@
Cl
”

g export CLASSPATH=/home/iu/Downloads/Rockhopper.jar
‘ iu@bielinux[iu] gedit .zshrc [ 1:1854 %]

when getting information for file '/home/iu/.goutputstream-3XD

NAY': No such file or directory

iu@bielinux[iu] tail -n 5 .zshrc [ 1:234%] |<
o # i

é ** (gedit:32481): WARNING **: Error querying file info: Error

@ export PATH=$PATH:/home/iu/Downloads/FastQCi:/home/iu/bin
43 gexport CLASSPATH=/home/iu/Downloads/Rockhopper.jar
=88 i u@bielinux[iu] |} [ 1:275 %]
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iu@bielinux[iu] pwd

1/home/iu

s iU@bielinux[iu] ls -1 .zshrc
“rW-====-- 1 iu iu 405 18

iu@bielinux[iu] echo $PATH

me/iu/Downloads/FastQC
iu@bielinux[iu] source .zshrc
iu@bielinux[iu] echo $PATH

diu@bielinux[iu] |

8 13:23

/usr/local/sbin:/usr/local/bin:/usr/sbin:/usr/bin:/sbin:/bin:/
usr/games:/usr/local/games:/usr/lib/cd-hit:/usr/lib/cd-hit:/ho

/usr/local/sbin:/usr/local/bin:/usr/sbin:/usr/bin:/sbin:/bin:/
usr/games:/usr/local/games:/usr/lib/cd-hit:/usr/lib/cd-hit:/ho
me/iu/Downloads/FastQC:/home/iu/Downloads/FastQCi: /home/iu/bin

.Zshrc

Ml gedit .zshrc JZ#ZETLI=CDI—3F LI F
FEA—IF )LEBRFOREHZENDEE, @source
AR N THRERDIREHRTEI7MIL(.zshre)z B
FAIAHLTEHEL TDEEL>—Eecho $SPATHT
HRT 5L QENBNEMLEFREDED
MRZTWS, EAMIZCSHhTHH0K

[ 1:374%& ]

[ 1:374 %]
[ 1:384 %]

[ 1:38F %]
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W12-4 - FEER

= File Edit View Search Terminal Help
iu@bielinux[iu] pwd
1/home/iu

s iU@bielinux[iu] ls -1 .zshrc
“rW-====-- 1 iu iu 405 18
Miu@bielinux[iu] echo $PATH

me/iu/Downloads/FastQC
iu@bielinux[iu] source .zshrc
iu@bielinux[iu] echo $PATH

=

=

8 13:23

/usr/local/sbin:/usr/local/bin:/usr/sbin:/usr/bin:/sbin:/bin:/
usr/games:/usr/local/games:/usr/lib/cd-hit:/usr/lib/cd-hit:/ho

/usr/local/sbin:/usr/local/bin:/usr/sbin? /bin:/sbin:/bin:/

UTIEBFEIFTTT, K{BEE ODDFTHRRESMNE
HFLTHEY.,. QEMIZHHEDEE<LEL, xoMLTL
Fo=DTIFHLINERIH, EELTULASEITTE
BRIZIZBREALY, o T QT IIZHEENH DA,
BIELS, EEZIHCICIE, .zshrefRERIZR S
BINEINZEIGECAZFHIBRLTEIFIELL, DFY...

.Zshrc

[ 1:374%& ]

[ 1:374 %]
[ 1:384 %]

usr/games:/usr/local/gamesi: /usr/lib/cd-hit:/usr/lib/cd-hit:/ho
me/iu/Downloads/FastQC: /home/iu/Downloads/FastQC: /home/iu/bin

gl iuebicLigheliu] il

[ 1:3854 %]
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PED D D QIHI{’@ ”

« &% | OFIBEF=E | Eololr L r T
=

12 4 E:E Ell:.\ i

File Edit View Search Tools Documents Help 3 - = 4) 13:52 {%

R PBopen - Bsae B & undo " 'E X, P

|| *.zshrc X

#Add custom zsh initialisation here
#System-wide settings can go into /etc/zsh/zshrc.d/customrc.zsh

#These lines enable automatic screen sessions for SSH logins.

#See http://nebc.nerc.ac.uk/tools/bio-1linux/other-bl-docs/using-screen
=

# AF [[ -n"" 1] && [[ -z "" 1]; then

# screen -XRR

# fi '

export PATH=$PATH: /home/iu/hogel

export CLASSPATH=/home/iu/Downloads/Rockhopper.jar

PlainText + TabWwidth:8 ~ Ln 11, Col 32 INS

Bl Z [E~/hogeTAL ORI LUTDI7AILIZ/INRZEL
=WMGEEIE. ODISPATHIDE 5 DA FEL T, @F
FedD~lhogeT AL IR DR /NRZEBMT NIE KLY
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‘W12-5:/\R&EdTa—F

=) File Edit View Search Terminal Help 13 .

iu@bielinux[iu] pwd
@ /home/iu
sl 1 UGbielinux[iu] 1s

b m o e < fevs D3 ~disra Tamnl a4
E bin Documents 1gv Pictures Templates
Desktop Downloads Music Public Videos

, iu@bielinux[iu] where fastalLengthFilter.py
Sl /home/1u/bin/fastaLengthFilter.py
/home/iu/bin/fastalLengthFilter.py

1 iu@bielinux[iu] file ~/bin/fastalLengthFilter.py
Wl /home/iu/bin/fastalLengthFilter.py: Python script,
== xecutable
é iu@bielinux([iu]
£

PDwherea<T >R T/AAMNE LTINS C
LEZDT-OfER, Ofilea<w/FT
LinuxMDeZ4Ta—KIZHE-o TSI ES D
B2, TASCII text executable | T
2TW5IEE IXFE% LAY, TASCI
text executable, with CRLF line
terminators &S TLVSEE L. 4
[EIW13-6%5&(ZL T, nkfav > rFE#H
LN TLinux®D R4Ta—RIZE#LTEHL

[ 6:12 %]
ASCII text e

[ 6:1254 %]
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- B3 | BAFBRET=es | Bl /LT

W12-6: LT %

= File Edit View Search Terminal Help

S
/7

iu@bielinux[iu] pwd

4/home/iu
iu@bielinux[iu] 1s
bin Documents igv Pictures Template
Desktop Downloads Music Public Videos

iu@bielinux[iu] fastalLengthFilter.py -h

D-h% DI+ TfastaLengthFilter.pyZ £ 1T,
@ZDTOT S LhMaAET HEDEDHIZD
LNT D B description. B L UQE AR
HEF ik (Usage) R RS b, DEIZD
[FIBRSIFEL ST, cOTAS S LIZE
LTIE. -hA T2 arvz2IH T TEHE ST .
ARAT7AIL(EL5IEN) Ethreshold(5E251 %%
YD2DDA T avERIBFAALGEN-T-15
BIZQLERN RTINS, DEYDMIEFE

Remove sequences shorter than threshold.
Usage : fastalLengthFilter.py <filename> <threshold>

[ 6:235%]

iu@bielinux[iu] fastalLengthFilter.py

Remove sequences shorter than threshold.
Usage : fastalLengthFilter.py <filename> <threshold>

iu@bielinux[iu]

[ 6:2354%]
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0 . B DALBEYSE | SOy Lyt fastaLengthFilter.pyZ %179 ~<. ®W10-5

le 7 = i_fliﬁl:l: TIERLT=Velvet7 2 JVFER I71MIL

- F1THEIR (contigs.fa)lSSELTF ALY RJIHEEL. s
2 File Edit View Search Terminal Help 3 > 4) 18:40 {'%

l fiu@bielinux[iu] pwd [ 6:394%%]

| 1 /home/1iu

sl 1 U@D1elinux[iu] 1s [ 6:394%%]

E bin Documents igv Pictures Templates
Bl Desktop Downloads Music Public Videos

ﬁ iu@bielinux[iu] fastalLengthFilter.py -h [ 6:3954 %]

— Remove sequences shorter than threshold.

. Usage : fastalLengthFilter.py <filename> <threshold>

é iu@bielinux[iu] fastalLengthFilter.py [ 6:394 %]

Remove sequences shorter than threshold.
Usage : fastalLengthFilter.py <filename> <threshold>

iu@bielinux[iu] cd ~/Documents/DRR024501/result [ 6:394%]
[ 6

%{ iu@bielinux[result] pwd 300 4% ]
/home/iu/Documents/DRR024501/result

,& iu@bielinux[result] 1s [ 6:39%]
-

:;"_';_-‘j'i
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W12-7: E17 %

File Edit View Search Terminal Help

W11-11 CER L T=KmerGenieE{T{ER I 74
JLE (histograms*) N —RIZRRSN TR D5
LD TOHIBR, EYUH AT Qk=111TEFTLI=
Velvet7 2 J)§ER T4+ )L A hoge 11179 ®D
contigs.fazlREEL TIAILR) VT E1TS

b Jhistograms-kl43.histo hoge 111
a histograms-kl43.histo.pdf hoge 121
131

histograms-kl145.histo hoge 13
histograms-k145.histo.pdf hoge 151
histograms-kl147.histo hoge 171
histograms-k147.histo.pdf hoge 191

histograms-k151.histo

histograms-k151.histo.pdf QC.1l.trimmed.fastq.gz

histograms-kl61.histo

QC.2.trimmed. fastq.gz

histograms-k161.histo.pdf QC qc report.pdf

histograms-k1l71.histo

QC.stats.txt

histograms-kl171.histo.pdf QC.unpaired.trimmed.fastq

iu@bielinux[result] rm -f histograms* [ 6:445 %]
| Wlliu@bielinux[result] 1s [ 6:44 1% ]
E5 MfastqCounftxt list.txt
B hoge 111 QC.1.trimmed. fastq.gz
hoge 121 QC.2.trimmed. fastq.gz
2 hoge 131 QC gc_report.pdf
ViR hooe 151 QC.stats.txt
%::jlhoge_l7l QC.unpaired.trimmed. fastq
> M hoge 191
gl iu@bielinux[result] i [ 6:445 %]
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0 - B | OFIBETSE |a@;ﬁ@wm ol (Dhoge_111/contigs.faD A DBITHE R K.

] N == descriptionfTIXINODE_ ... | &=LV VERE L (27
W12-7:E 172w CNBC LD, OEEREER. (15

File Edit View Search Terminal Help [&£127,260, @EE?IJ’!;&(Q:ZB,761'C\ W10-6&E0C
iu@bielinux[result] pwd [ 77127 & ]
/home/iu/Documents/DRR024501/result

iu@bielinux[result] 1s -d hoge * [ 7:12 %]

hoge 111 hoge 121 hoge 131 hoge 151 hoge 171 hoge 191

iu@bielinux[result] ls hoge 111 [ 7:124 %]

contigs.fa LastGraph PreGraph Sequences

Graph Log Roadmaps stats.txt

iu@bielinux[result] head -n 8 hoge 111/contigs.fa [ 7:124 %% ]
>NODE 1 length 111 cov 25.702703
CCAGCTGGCAAGGGTAATCTAAACCACCCATTAGCTGTTATTGAAGCTTTGCAGCAACGA
GTTGATGATAAAATGACCGTTTCGGTTGATGTGGGGAGCCATTATATTTGGATGGCCCGG
CACTTCCGAAGTTATGAGCCTCGCCATTTATTGTTTAGTAATGGGATGCAGACGCTTGGA
GTGGCGCTACCTTGGTCAATTTCGGCTGCGTTAGTTCGGCC
>NODE 3 length 141 cov 32.815601
CTTTTCACGGATGCGGCACGAGGATCCACAGGGCGATTATGGCCGGCAAACACGTCAACG
ACTTGTTATCACCGCATTATTACGTGAGTCGATTTCGTATAAAACAGTGTTAAACACTAA
iu@bielinux[result] wc hoge 111/contigs.fa [ 7:12 %]
127260 127260 6680703 hoge 111/contigs.fa
iu@bielinux[result] grep -c ">" hoge 111/contigs.fa
423761
iu@bielinux[result] | [ 7:125%]

o)
=
=
&
g

w

H\:ﬁ
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- B | DAIBETEE | B0y Lyt T (Dhoge_111/contigs.faz A &L T
300 bpl LDEEHI D HFERLT-FERZE
contigs 300.fa&WLZ\3 774 ILATH B

1y W) 4) 20:30 3%

Jiu@bielinux[result] pwd [ 8:304%]
/home/iu/Documents/DRR024501/result
iu@bielinux[result] 1s -d hoge * [ 8:30%%]
hoge 111 hoge 121 hoge 131 hoge 151 hoge 171 hoge 191
iu@bielinux[result] ls hoge 111 [ 8:304%#]
contigs.fa LastGraph PreGraph Sequences

Al Graph Log Roadmaps stats.txt
iu@bielinux[result] fastalLengthFilter.py hoge 111/contigs.fa 3

contigs 300.fa Graph Log Roadmaps  stats.txt
contigs.fa LastGraph PreGraph Sequences
iu@bielinux[result] | [ 8:3054%]

i 00 > hoge 111/contigs 300.fa
iu@bielinux[result] ls hoge 111 [ 8:304%]
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O - B8 OABETen | B0yt DITEAN127,26017H53,8744TIZEGF L TLY

W12-8- = /— 5\QEF #2376 1[E N 51,937 IZEiE . @
—0 . %TT e E#+5,718,204 bph (813,550 — 1,937
File Edit View Search Terminal Help =) 811,613 bp[:f%j{;’}ﬁb’((,\é:&;ﬁfb;ﬁ\%)

iu@bielinux[result] pwd [ BI30F & ]
1 /home/iu/Documents/DRR024501/result

iu@bielinux[result] 1s -d hoge * [ 8:30%%]

hoge 111 hoge 121 hoge 131 hoge 151 hoge 171 hoge 191
_Miu@bielinux[result] 1s hoge 111 [ 8:304 %]

contigs.fa LastGraph PreGraph Sequences

Graph Log Roadmaps stats.txt

iu@bielinux[result] fastalLengthFilter.py hoge 111/contigs.fa 3
00 > hoge 111/contigs 300.fa
iu@bielinux[result] 1s hoge 111 [ 8:305%]
contigs 300.fa Graph Log Roadmaps  stats.txt
contigs.fa LastGraph PreGraph Sequences
iu@bielinux[result] wc hoge 111/contigs 300.fa [ 8:304 %]
3874 3874 840668 hoge 111/contigs 300.fa
iu@bielinux[result] grep -c ">" hoge 111/contigs 300.fa
81937
B iu@bielinux[result] grep -v ">" hoge 111/contigs 300.fa | wc |«
1937 1937 813550
Ve Viugbielinux[result] [ 8:334%#]
) iu@bielinux[result] | [ 8:3
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. BB DAIBETSE | B0y st T DDFIETELRICHERIZHEAZLEHE

BLTHY. TAaTFLD/NT TR

/home/iu/Documents/DRRO24501/result
hoge 111 hoge 121 hoge 131 hoge 151 hoge 171 hoge 191

contigs.fa LastGraph PreGraph Sequences

iu@bielinux[result] 1s -d hoge * [ 8:304 %]

iu@bielinux[result] ls hoge 111 = [ 8:304%]

File Edit View Search Terminal Help 13 ) 4) 20:33 {%
Jiu@bielinux[result] pwd [ 8:3054%]

Graph Lot RT)IE EE2 SR AT

iu@bielinux[res

00 > hoge 111/ (ast modified 2015/12/22, since 2011)
iu@bielinux[reg
contigs 300.fa

~NGS, RNA-seq. F' /4, FF20UF— 4L, IERIE HIRES. BEH ET . RAF A 737T 4D~

Contigs -fa What's new?

o BIALEE | D24 | ACGTLIFD character”-"" NI © 7 # (last modified 2013/06/18)

iu@bielinux[red * =% N s i -
3874 3874 ¢ ﬁiﬁ BILIE | 2ol LA A | ACGT LD 2r R B {E L
@ iu@bielinux[reqy (o1

1937 i

o
=
&
3

AIALEE | Do)l ) | FBTELIS

o HELER | Tl A i?ﬁ@ﬁhﬁﬂﬁ'lt%%f’ﬁﬁi (las

AIALEE | Do)l ) | FBTELIS

E iu@bielinux[result]
1937 1937 81|

BIALEE | 2ol S | (EED ) — Ff‘??tﬁ‘?ﬂﬁtﬂ

{last modified 2015/09/12)
odified 2013/06/18)

modified 2014/02/07)

st modified 2014/08/21)

(last modified 2015/02/26)

AMLIE | 2L d | (R @MAELEEEIPHM (last modified 2013/06/18)

Vich iu@bielinux[result] [ B:337T & ]
= —aiu@bielinux[result] || [ 8:33F 4]
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] - B8 EIZiK?LEaE%:muI%'ﬁ@TJLJ oo | DITEAHY3,8741T. QECFHIE AL, 93 7@ IZER . B
le 8 ] descriptionfT A D 1T8141,9374T. ELVSFERITER
0. %TT BEEZH5MELNELY, ChlEfastalengthFilter.py®
® File Edit View Search Terminal Help H AR —IL IEEFRRHII S N1IEMNIITEIASTHSD
lu@blelinux[result] pwd o EIF. OREZEDAMTEHNSE DL, 2B D TRREIND

J/home/iu/Documents/DRRO24501/resul<
iu@bielinux[result] wc hoge 111/contigs 300.fa [ 8:5654%]
3874 3874 840668 hoge 111/contigs 300.fa
iu@bielinux[result] grep -c ">" hoge 111/contigs 300.fa

1937

iu@bielinux[result] grep -v ">" hoge 111/contigs 300.fa | wc
1937 1937 813550

iu@bielinux[result] tail -n 4 hoge 111/contigs 300.fa
>sequencel936
ATAATACGTTAACTTGCTTCAGCACTTCTTCACCGCTGAATAACATTTTACCTAAGAATCCT
CGCAAGAAAGTATTATCACTTTCTTCTTTACTAGCAAACTGACGTAACATTCCACAATACTG
ATGTCTTCAGTAAATTCTGGTGTTAGATCCTTGGGCATGTAAGCGCGGGTAGTAGTAACGCC
Ml CCAGTTAACAGTACCGGTATCTGGTTTTACATTACCAGCAATAATCTGCATTAAAAGACTAG
M TAGTTGCATCGGAACGAGAAACGAGGGCCGTTTTATCGCCTGGATGGAGAAT

. >sequencel937
CTAACCGATAAATAACTAAAGTTAAAAATATACAACCTTGCTAGTATACAAGTATTATCAAT
AAATCGCAACTGTAACGCTTAAATAGTCTATTTTAAACTTTCCAGCACTGTTTCTAAATGAA
TTCCATGACTTGCTTTCAATAATACAATGTCATCATTTGTAAGGCTATCTTGCAGTTGTGCG
AGTCTTTTGTTCTTTTTGTTCAATATCAAAATAATGTAATGCATCTGCCGAATATTTATTTTG
TAGCTCATCTCGTAAAGCCTTCATATGGGGCCCAATTAAAAACACGGATTGA

iu@bielinux[result] | [ 8:565#] [
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BICEE% . MDKIED 7 TR
LTHET, BOERXAOS-DEYTI 7 —
INIRF e ART7AILDHDTALIR)
ZHhLobTaLOR)IZLEGE TR,

r Jiu@bielinux[result] pwd * = I — — =
/home/iu/Documents/DRR024501/result Eﬁg%—%gi; [)_J[_/‘Tt %\i?jh:ré[%g'
iu@bielinux[result] ls -d hoge * = = -
ijogeTll% hoge 121 hoge 131 hoge_lSl hoge 171 hogeTl9l ,@;}Q‘F{J
iu@bielinux[result] fastalLengthFilter.py hoge 121/contigs.fa 3 /L_.,.{\
00 > hoge 121/contigs 300.fa Lo

Biu@bielinux[result] fastaLengthFilter.py hoge 131/contigs.fa 3 int

e 00 > hoge 131/contigs 300.fa
. iu@bielinux[result] fastalLengthFilter.py hoge 151/contigs.fa 3
00 > hoge 151/contigs 300.fa
s iu@bielinux[result] fastalLengthFilter.py hoge 171/contigs.fa 3
é 00 > hoge 171/contigs 300.fa
iu@bielinux[result] fastalLengthFilter.py hoge 191/contigs.fa 3
i 00 > hoge 191/contigs 300.fa
A

iu@bielinux[result] [ 9:094 %]
iu@bielinux[result] | [ 9:094 %]
ia
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W12-9: fa Rz iR

File Edit View Search Terminal Help

iu@bielinux[result] pwd

PP OIS

2942 2942 1566326
iu@bielinux[result] grep -v
2449 2449 2153849
iu@bielinux[result] grep -v
1306 1306 2600683
iu@bielinux[result] grep -v
168 168 2381691
iu@bielinux[result] grep -v
336 336 2405767

iuﬁ‘tnux[ resul‘

w
4 l'

s B = o) 2113 %

/home/iu/Documents/DRR024501/result
iu@bielinux[result] ls -d hoge *

hoge 111 hoge 121 hoge 131
iu@bielinux[result] grep -v ">" hoge 121/contigs 300.fa | wc

hoge 151 hoge 171

">" hoge 131/contigs 300.fa | wc
">" hoge 151/contigs 300.fa | wc
“>" hoge 171/contigs 300.fa | wc

">" hoge 191/contigs 300.fa | wc

TAIWR) TR IT7AILIZHLT
DIFHPQIFAIT A RERT

o HWEMIZT 77—\ XA

[ 9:114 %]

[ 9:114 %]
hoge 191

[ 9:114 %]
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W12-9: §& B %

v LT ILFERICHEL T E{T[W12-9]

EERIZITo>TWAD (X, FREARDIER
o RIFRIIZEEMR TETLS GELEIT AL
DR BERDDH) ZENHMND, FTRIER
DDHMNSEDZIT7AILIE, —RREIES

TILRD)TREWR D FAIFXTOLSED

EF O T—RICRMIGEPEITVNET

300 bpl! FDECHID & FELAFE R ¥ contizs 300 XS FIII - ETE .

pwd

1ls -d hoge *

fastalengthFilter.py hoge 121/contigs.fa 3 > hoge 121/contigs fa
fastalengthFilter.py hoge 131/contigs.fa 3 > hoge 131/contigs fa
fastalengthFilter.py hoge 151/contigs.fa 3 > hoge 151/contigs fa
fastalengthFilter.py hoge 171/contigs.fa 3 > hoge 17/1/contigs fa
fastalengthFilter.py hoge 191/contigs.fa 3 > hoge 191/contigs fa
pud

1ls -d hoge *

grep -v "> hoge 121/contigs 308.fa W

grep -v "> hoge 131/contigs 308.fa W

grep -v "> hoge 151/contigs 308.fa W

grep -v "> hoge 171/contigs 308.fa W

grep -v "> hoge 191/contigs 308.fa W
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W12-10: SNFETHDFEED

E2 5K (< 300 bp)IZKHT1I)L
A1) I, K THI5.7MB
(k=111TDVelvet7 2T #E

(a) 7L 3 4RI

(b) L5 4

B)elS3 T /LY AXITELT

k—mer /7080 IS ER 08N

T S E EEE o LN, DL R IE R

31 29002 4077679 W04
61 15445 Je8hhi4 W04
1 8033 22266 W04
111 23761 oilEz04 W05
121 152776 4090144 WI0-5
131 8598 3110829 WIO-5
151 1306 2099377 WI0-D
171 165 2381525 WIO0-5
181 195 2386048 W10
191 336 2400431 WI0—-5

29472
2443
1306

336

1563384
2151400
2099377
2381523

2400451

K TH#92.6MB (k=151MD#E R
)ETEO TSI EMhHND

Wi2-9
W29
Wi2-9
W29

W29
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m Witl: 5/ LY A XHTE (KmerGenieD A A—JLEFIR)

O A2 AR—JL. single—end TTEIT ($GER DAZER) | paired—end TEIT FGR D AEER)
m Wi2:BFIRIZEKDTAILA) S (Python7 BT S LDOFIA)
m DDBJ Pipeline (W13MWSWI1TE TIXIFIZERE)

1 W18:k=131TMDVelvetE{TH R D2

0 W19:Platanus®DE{T. W20: #5 R D AEHT. W21 : ACGTHY U MIERE T LD HIRFEE T
m O %5 1)—K(PacBio)T—4&2NHDB

O W2: PacBio&kT—42Idbaxh5fe K A DBIEsrafle X EFASTAR R

0 W3:44+DB (DRA)DFASTQIZ74 ILE A HELTFastQC

[0 W4:NCBI SRA (SRA)D RS BSRA ToolkitdD A AL—JL

O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC
m DDBJ Pipeline CHGAPZZE1T

[0 W7:DDBJ PipelinelZf#TLT=LA\ET—2 T 71 J)L(baxhb)ZE7v7A—K
0 W8:DDBJ Pipeline CHGAPEE1T
0 WO:HGAP7 LU J#ERZBkO D
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DDBJ Pipeline

(a) 7L 3 4RI

(b) L5454

kmer T JH BRI EE 08N

AT D8 e FET O

DDBJ Pipeline GVelveth %] FHa]
BETH D, DEFEIZk=131Tde

novo7 > J1)&T5—EDFIE
%~ L. Bio-Linux_t o k& (W10-
5%W12-9) LREICHEEMN TN T

31 29502 4077679 W04 ZILTBHECAETHWIING
51 16445 3886574  WI0-4 WI18DHR, ¥ AT ANTHAN
91 9583 3412266 W04

111 23761 5718204 WID-5

121 15776 4690144  WI0-5 2947 1563384  Wi2-9

131 8308 3710829 WI0-5 2449 2161400 W12-9 ‘

151 1306 2599377  WID-5 1306 2H99377  WI12-9

171 169 2381523 WID-5 169 2381523 W29

181 193 2386048 W10

191 336 2405431 WID-5 336 2A0B431 W12
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« &% | OFIBEF=E | Eololr L r T

A-A-6IE”—:;—

#aPDF®DpA7

DL NDEETY , @DDBJ Pipeline
. D7 TS0 RBRHBRETILMLE
) BIEHR/\O £ TONGSHEHT

DDBJ Pipeline (#i@h'57H0 > MERET)
S'wé 10®

INFTIT-TELHEHERE, 27—
J—FEDILLRL2T Ty PMIOWTHOLDOTH S,
MNERFLZ2FIVTRETHOHE, TV IFVT—F2H
Wiz denovo T 77" bFATWHENS LIvk v, EOR
BOF—5awFETTFuo PC THREN,? FOREAE) &
WA, —FPCThHNIZOT— 7 OB IHED ?
P s tF— Y mR AR ZICBTAS L=/ — DR
wmiZITRITbARV, FF200 5 —F2bhk
end RNA-seq ¥— 7 ® de novo transcriptome assembly
AHR2GB AECTSE (%JU@“O”-b AT
RL7:GE# 60 73 ‘) — K& 5 % A paired-end ¥ — % @
Wka?i/7Uﬁvun?w®ﬂ®Vﬂbf’@tb
Lk, REROMAEROEZ I PEREETHS

TF—7 BAPKEREVEN 217 FRO 121, B
(B2 (LT BRIERF) BRI A A — " —arEa—
YIAFA (BT, A2iay) P opfificthd. A4
Tl EEA#34r L 72 DDBJ Read Annotation Pipeline
DDB] Pipeline) ¥ i, #{zff - KRB {ENHPFESICH
W - ] ST wv b NGS BT 245 (b L 228 {shF 2
WAV ERBRHTEL I F Y2 TH—EAD1 DT

L8

%4 paired-

(LLF, ki

7243, DDB] Pipelin| M TEAREHYM =LV —ILTY

vHR— IR Ty TO— FCRIEMFAN T VIZRET S
EELBABEINTI V., ZOEEICIZ, 3B E
y AT 52 o W

(D DRA/ERA/SRA 7 6t &
£ 7¥—F)

@FTP&HTY vy 7u—F

@ HTTP#HTT » 7u—F

51D miEE (DRAD»SH D

3t DB TR ENTWAS NGS F— 7 2t L 2 \nwif
i, OTDRAID Z52 ik v, HL. A THH -

‘T\v»A DRR0O24501 2 v+ ID {2, DRR~Ta& H DRA ~
TixHv, 2FZ Y DRRO24501 #52TH o —L %3
7z#, DRR024501 ## D (&3 DB # ko T E vl 5k
7% DRA ID (Z@H&13 DRA002643) #8HTLENDH S
[(W2: Wi3-3], FRDO 774 VERKLAVWEAR, @
FTPE#HAI-QOHTTPE#EHTTY vy 7u—F3 5., FTP
Ho7y7a—F.FTP 2947727 27 (B
F.FTP v 7 }) ZFH 3 5 [W13-6], WinSCP (Windows
Hl) % Cyberduck (Macintosh i) 2Kk ZX b OS {24 ¥
AbP—=nmIhTwhid, v=27Vvoisal ) (28 ENH

Aug 03 2016, NGS/\V XAV EE S

75



W13-1:DDBJ pipeline

i- i EK?LE?E?’%‘%I%’ﬁ@’f,ﬂh?tytful

DLW SRS RERMX @5 H
THDF. IV FI—HFDEHTY!

DDBJ Pipeline ({5 7h 2/ fERRE T

=00

A= =0 =83 Tk

= 5 |Eﬁ3{ﬁﬁ{?ﬁ_&.» OV ERITEH S0): Mashima et al_ Nucleic Acids Res_ 2016

= B A EN(web_E T TES N2 2575/ 30): Ogasawara et al Nucleic Acids Res., 2013
= DDBJ Read Annotation Pipeline (DDBJ Pipeline): Nagasaki et al., DNA Res. 2013

T T, Pt

E e

Gralaxy: Goecles et al | Genome Biol | 2010

TRAPLINE: Wolfien et al . BMC Bioinformatics, 2016
Onone: Cuccuru et al_, Bioinformatics, 2014

=Rt R WL i N Bl i

DDBJ Pipeline{?T ) 77 JLD FiF)

» FFDIT A [W13-4]

W5-4T fERRL T2 BETL 72l FonD D7 1 L% /7 # JL A (~/Desktop/'mac_share)iFHTH A
OSIcaE —, O —d 577 )13, QC.1 trimmed fastq g2(57,061,392 bytes; #155MB)&
QC.2 trimmed fastq g7{62.989 289 bytes; #I6IMBYTd . Z_TIZQC [0-9] * gz T2 27
IEFEEL T ET .,

cd ~/Documents/DRERB24581 /result

pwd
1s

o | A-C £ o7 nffacsktonf/mac share
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W13-1:DDBJ pipeline

DDBJ Pipeline ({5 7h 2/ fERRE T

=00

fh A= =04 —8 32T 4
§|£ﬁ3{ﬁf{{?ﬁ_x&\ — BT EE

. E'

(DDDBJ PipelinefIARFIZIX. THAD
rERBLTEI RITLBEYETA., TD
BRICAHTHIKA-FiE-FIRB B
(. @‘ﬂz‘:ﬁﬁxlﬁzyd)@:?“ﬂ'fh
FTCRARATINBEDTITFEL S

): Mashima et al_ Nucleic Acids Res__ 2016
= 7|k (web L THEFEI NI Sfi 37 ): Ogasawara et al.  Nucleic Acids Res._ 2013
J Pipeline): Nagasaki et al. . DNA Res. 2013

= DDBJ Read Annotation Pipeline

g prap— s
. Galax‘. Goecks et al.| Genome Biol | 2010

TRAPLINE: Wolfien et al.. BMC Bioinformatics, 2016
* Onone: Cuccuru et al.. Biomnformatics, 2014

B LD B — *Tﬁ%’E

DDBJ Pipeline{?T ) 77 JLD FiF)

» FFDIT A [W13-4]

W4T FEREL T2 BFRL-F2 by oD 7 o I /7 1 )1 & (~/Desktop/mac_share)3 3T
OSIcaE —, O —d 577 )13, QC.1 trimmed fastq g2(57,061,392 bytes; #155MB)&
7 T2 DM I A

QC.2 trimmed fastq g7{62.989 289 bytes: #16IMB)Td . Z_TI3QC [0-9]*
IWEEELTILET.

cd ~/Documents/DRERB24581 /result

pwd
1s

co OC [8-9]1 * o7 ~/leskton/mac share
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DFY . ®DDBJ Pipeline DR 7

G % )| @ http://p.ddbj.nig.acp/pipeline/Login.do O ~ & I‘ @ DDBJ Read Annotation P... » ‘

. . N0 MEREF D Z RIEHR (K4
13-1:DDBJ pipeline  |&anmge s sz

it 2.8 287

Y DQEFI—HHERDIDED

_LDDBJ] DDBJ Read Annotation Pipeline

English

ATRHEING, EXEDT (X, X5t
FMICEICEIETESFE A IR
FAFEREELTHELZSY

’ DDBJ Read Annotation Pipeline(d., ;i —  AEINDHZ I BT — S8 o0 b 724 - LTT.

AT HI MER,

User ID: | ‘

Password™ |
[ 3 ‘ 7 - . bR — (b
I i F o KEHRFAHEAN B 227 LARERE BREEHER ~ K
]P‘IU A—IN—2 B a—F AT A s
SUPERCOMPUTER SuperComputer Facilities of National Institute of Genetics

7 Home

Rt o 10 ~38

2016 4F 1 H 148

% 18 1OliEF =3

: @ L ES
i
O St Y

| Y58 Heb3—HEY  REZFTE IR
:r"tl Login — e 32— - AR - 105 35
(A3 —HTOSaT) WebY—E 21— 658 12
DDBJ pipeline3—4 19 43
- 0 i
Jv—F Mz T ANoglE 0 15
< ry— 2I3-HSEHE 2159 233

i A £

522

140

670

G52

83

15

2392
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L] . 25 | D FILEETS0 | Bo0T by T HEs0y, DBio-LinuxTiTo71-Velvet

— DART7AILIE. @QDFaQCsELT
W13-4: %7130)77’()[/ .%%77;»0 :h’éDDB?] Pisenng

(a) Z-r L2 g (b) 7 JLa ] LICFTP#ERT7ZYIA—FLT

cmer OB IEER Do ER T 8 e EE VelvetERITLESEL TS

31 29002 4077679 W04
61 15445 Je8hhi4 W04

91 083 2412266 W04
111 23701 H1s204 W05
121 15776 45944 W05 2942 1063324 W29
131 2396 SH10829 W05 2444 2191400 Wi2-9 ‘
151 1306 2099377 W05 1306 2099377 W29
171 162 2381025 W05 168 2381023 W29
121 192 2380048 W10
191 330 # © 2 File Edit View Search Terminal Help 13 = 4) 1440 %
iu@bielinux[result] pwd [ 2:394 %]
@ /home/iu/Documents/DRR024501/result
iu@bielinux[result] 1s [ 2:394%# ]
E fastgCount.txt hoge 171 QC gc report.pdf
M hoge 111 hoge 191 QC.stats.txt
R hoge 121 List. txt C.unpaired.trimmed. fastq
% hoge 131 QC.l.trimmed.fastq.gz‘
p=—g Noge_151 QC.2.trimmed. fastq.gz
-1u@b1e11nux[result] i [ 2:39 %]
=
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INAAAVTART 4 D ARBDOER - FEE5E

ARV F74 YEREOLEN L BT 2 RiE, @Ykl
I ~DEMAR—ADANENRTH D, #ZIE, [Is -al
Lo TwaBE2H DT [Is-al L2k, Is& -adiic
FHAR—ZAREYIHFAS T RW 7’_ Isma kw9
AR FELTRRING, JYROZLLHL [FDX
VAR Fidhw (_command not found) | X vwbh b
[ﬁl7¥fﬂ13]r CORETHNITHME IS — &8
TELDOTHUDOLES3HDH.a7 Y FF7 4 YEEETIE,
Yoy 20— 2 ZHFE G EREROEAEEE V., TR A,
NGS F—#BfiCle T, iTLw7 74 vEADL
LTHRAABBICTZITANVADPIZAN—AZANLDIZ,
ARV FETA VRFPLDISAF A 73T 4 7 ADN

BEEE2RRERDONNAF AT
7471 \E]’O)l%nﬁk 3F%nﬁkjjéﬁ?%o

13-4: D7 AJL BT E R Smont s oot

FWMNGEWATTIFE IRNGERE %

T7ANVDIBRTICL A E2D2F21TIH I v, Eid
FASTA 7 7 4 WOk iX fa TH - 72H%, fasta T
vy, HEE A% fa A fasta THE, Hil 2@ Cfb
BEATH wvEwn) ERGWT * fa 2 % fasta & v ) &K
Blihahas, EZTLOZ7FY) 74l ESE FASTQ

X774 W (LLF.FASTQ 7 7 4 V) OHRFIX, *.fq

FRdkfastq AP MM THDH, b HHAZTNDSDOIKR

RTCIRIFEFERTH S, fic [£fLXFE] R, # 34

DEBTFVHNOLT] @I hb, RIZZEDT 74
WHEL2OF4 L7 FIHNICHET LG, ERER S
P77 ANBITTBILEHRE v, #AIX, groupl_repl.fa,
groupl_rep2.fa, group2_repl.fa, group2_rep2fa ® & 9 %
RETHAD, ZOHE, LY LTF7v 7)) A M2k
WHDTIE L, HoTHRLKREVIHEBIZESFY
£ FPIAPZHHTAIEIRF00) B, FRIX FF
SixFEicIxxx_yy_zzzz 01falD k) GEBFET V¥ —
Aa7 () OfGEERAT 5,

FTHRIFTANRTL A \GSM’mm 7075 AT
H2hd Livkv, B, 73 a3 »CFASTQ B L
VWS ZEEESIALTBIIE, EBOHES X txt T
H doc TH pdf THZIFTANRTL oMb Lk, L
P LERSIX, *.doc R % .pdf TOEMEHER (7722
A MEK) ICI3B5 Lasv, MEEL * fq X * fastq KA
WHIHT %,
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15-2:Select Tools

T IAILMNEIRYE LT (25> TLNVS
D . Ade novo Assembly|ZF Ty
DE ANT, QR—UTERIZFEE)

( \|@ http://p.ddbj.nig.ac.jp/pipeline/SelectTool.do

P~ || (& Selecting Tools for Basic... ‘ ‘ rS o

e ) £ ra s N i N
2‘ mmmg@] ,\LSeIe-ct Query Fllaﬁ)—b(Select Tool.s) ,\Set QuewSet)—},\ Set GenomeSet)—b\h Set Map Ophc-ns)—},\ponﬂmahon)—b
————

ACCOUNT Running Status )

login 1D [agribio]

[ Logout Selecting Tools for Basic Analysis of DDBJ ANN

@2 Change password

ANALYSIS BACK NEXT

Data setup N

|\.}|

R ¢ Reference Genome Mapping

FTP upload Input data Evaluation Analysis  Qutput format

S Tool |Help Version Dase | Color Paired po oo covorne ETOT) up indel | gff bed SAM Comment

DRA Import space space | end rate :

Preprocessing Start BLATE | € |34 v v Single-end analysis only

step-1

=

— O |pwar |€ 061 v v v v v v

Mapping / Bowtie |
de novo Assembly @ s D27 v v v Vv v v v v

step-2

Workflow O ZP,—OM € 1011 | v v | v v v v
Genome (SNP/Short For reads longer than
Indel) Bowlic? about 50 bp, Bowtie2 is
RNA-seq (Tag count) O S € (200 Vv v % v v vV v | generally faster, more
ChiP-seq sensfitive, and uses less

memory than Bowtiel.

JOB STATUS

vosstarus ___ IICRICTTIPN IR v v v |v v
step1.
Preprocessing

stepl. ) de novo Assembly
Mapping Total limit = 22 Gbp

step1. -

d& novo Assembly Tool Help | Version 5Bai§ f'::g; p::::d' {\:'1321 Comment

step2-All status pa p

SOAPdenovo
e 1.05 v \%

HELP = ¢

HELP & ABYSS & é 1.3.2 Maxi K lug is 64

] WSS 7 @ 3 v v aximum K-mer valug is 64.

(2 Contact Us. We severe recommend when performing Velvet, total
DO Read Aractabon Velvet & € 1210 v v v length of th ds is up fo 223 bp.Maxi K-
e elvet (7 2. ength of those reads is up to 22G bp Maximum K-mer

< >

@

v
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L] . BE | OAIBETeR | Boy Lyt MVelvet|IZFzvoE L N T, @NEXT

W15-2:Select Tools

[ ESEERTC)

e- = | & http://p.ddbj.nig.ac.jp/pipeline/SelectTool.do P~ & || @ selecting Tools for Basic... ‘ ‘ AN
Preprocessing Start BLATE (€ |34 v v Single-end analysis only | A
step-1
: bwas? |[€ |06.1 v v v v v v
Preprocessing
Mapping / Bowtie |
de novo Assembly @ @ 01z7 v v v v v v v v
step-2
Workflow ;‘,—OM @ [1011 | v v | v v v v
Genome (SNP/Short For reads longer than
Indel) Bowtia? about 50 bp, Bowtie2 is
RNA-seq (Tag count) o € |200 v v v v v v | v v | generally faster, more
ChiP-seg sensiitive, and uses less
memory than Bowtiel.
JOB STATUS
| JjoBsTaTus Tookial (g [505 | v v iv] v |v v
stepl.
Preprocessing
stepl. ® de novo Assembly
Mapping Total limit = 22 Gbp
step1. -
de novo Assembly Tool Help Version Base @ Color | Paired- MSS Comment

step2-All status SIS || SHRES L LIES

S7|OAPC|EHOVD @ 108

v 1%
HELP = ]
HELP & ABYSS @ 1.3.2 Maxi K lug is 64
i 3 aximum K-mer value is 64.
TUTORIAL [ ABvss: ¢ v v
E:E_B\EES r;tj:dtk'ns- ) We severe recommend when performing Velvet, total
S ratetion 7 | Velvet @ € 1210 v v v length of those reads is up to 223 bp.Maximum K-mer
Developmeant Team. value is G4.
[ | Trinity &5 @ r2013-02-25 v v RMA-Seqg De novo Assembly
] |Platanuscz | €@  [1.2.2 v
HGAP & ¢ Protocol3 (v HGAP Pipeline for PacBio Sequence based on SMRT
e 2.2.0) Analysie v2.2.0. For bax. hE file only. (Beta version)

1 Mapping Contigs by de novo Assemble to Reference Sequences.
The contigs will be aligned to reference genome.

Tool Comment

& |BLAT | Single-end analysis only

EEI= A

£ >
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15-3:Set QuerySet

DFEFTLIE-WT—RZFvorELVNT. @D
Set as Pair-End, GNEXT, A Z D E M

e'l“%'| & http://p.ddbj.nig.acjp/pipeline/SelectQuery.do 0O~ & || & Generating Query Sets f... x

ENBLZEEFZLTIDODII)EybELT

2. DDB]

( Select Query Files)—»(Select Tools)—b(Sei QuerySet)—»(Set Ass. options)—»( Confirmation

LTA Dlata Bk Japas.

ACCOUNT

login 1D [agribio]
B Logout aners 1 QOue 5 N Nue
@2 Change password

ANALY SIS

Data setup
DRA Start
FTP upload

Paired-end analysis
Layout of paired sequence. 5-3' 3-5'
5 ¥y

5, 5EIEOT) D74 DEEHRTHER
IAHDT,. COE@ICIEHEYERINLL

X EHDIT) I7AILEFERTHESIC

DITERITITEMN ARDIT)EYREL
THHLTRITI AN EIEET AEE TH

RESET || BACK || NEXT |

5

HTTP upload [inker(1)] Target [Linker(2)[Linker(3)]

Target

|Linkeri4)]

DRA Import

Preprocessing Start Run ACCESSION | Read length| Quality Score

step-1 _ QC. 1 trimmed fastq.gz bp
Preprocessing
Mapping /
de novo Assembly
step-2
Workflow
Genome (SNP/Short
Indel)

RMA-seq (Tag count)
ChiP-seg

QUERY SET

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP
HELF &7
TUTORIAL

=4 Contact Us.
DDBJ Read Annotation
Pipaline.
<

| setas Mate-Pair || Setas PairEnd |

RESET BACK NEXT
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W15-4:Set Ass. Optlons

'.

2 DDBJ

login 1D [agribio]

E] Logout
@2 Change password

.g http://p.ddbj.nig.ac.jp/pipeline/SettingAssembly.d 0 ~ &

(2 Setting for De Novo Ass...

I/ e . "\. I/ e "\. I/ e "\. I(' 7
\ Select Query Files _’\ Select Tools _’\ Set QuerySet —}& Set Ass. Ophons)

Setting for De Novo Assembly

i ) "y e
;\ Confirmation _’\ Run

W7-3MBio-Linux £ TOETREEN S
. DDBJ Pipeline Tldk, Dk=23MF T+
JLNED =55, WT-8(DvelvetgZE {THE
(F4F(CA T avEIRELLEI =N,
QTERENTWAESI AT avidHh
5DIZEESN, QRSIZKDESI DT«
WA G (@T 74 ILRE100 bp)E 4>

2TMNBDEIT=

ANALY SIS

Data Setup velvet
DRA Start . : .
Set optional parameters of the paired-end analysis
FTP upload
AP Step1) Convert sequences
DRA Import

Shuffe the sequence.

Preprocessing Start perl shufeSequen

'7_1 fastq query_2 fastg shuffle_query_pe fastg

Set filtered length for contigs

[ peri lengthfitter.pl pileupFile [1o0

| out_wes.bxt

JOB STATUS

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP
HELF &7
TUTORIAL

=4 Contact Us.
DDBJ Read Annotation
Pipaline.

<

step-1 Running velveth.
Preprocessing Velveth output_directory/ |23 -fastg | -shortPaired shuffle_query_pe . fasiq
Mapping /
de novo Assembly Step2) Assembly
step-2 Velvetg output_directory/ |—ins_'_ength 300 -exp _cov auto
Workflow
Genome (SNP/Short Step3) Set parameters of the CONFIG mapping tool
Indel)
RMA-seq (Tag count) Stepd) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.
ChiP-seq

BACK || NEXT
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15-4:Set Ass.Option

W12-10(RSAKR72)ZBk . EYUH AT
(Dk=131TBio-Linux L CIsEL-A T

—

1To

BNEXT

af _\| & http://p.ddbj.nig.ac.jp/pipeline/SettingAssembly.d O ~ & || (& Setting for De Novo Ass... ‘ ‘

AV ERICIZLT(@~@) E
S

i S 5oy
[ 2]

'2 DDB] ( Select Qery Files mep( Select Tools jmep( Set QuerySet Jmep( Set Ass. Options ) Confimation mep( Running Status ) A

= [T etz Hark ol Japas

ACCOUNT

Set filtered length for contigs
perl lengthfilter.pl pileupFile [300

JOB STATUS | out_Wwas

step1.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP
HELF &7
TUTORIAL

=4 Contact Us.
DDBJ Read Annotation
Pipaline.

<

login 1D [agribio]
il Logout Setting for De Novo Assembly
@2 Change password

ANALYSIS
Data setup velvet
DRA Start . . .
FTP upload Set optional parameters of the paired-end analysis
AP Step1) Convert sequences
DRA Import
P ing Start Shuffe the sequence.
reprocessing Sta perl shumeSequenl’L”astq query_2 fastq shuffle_query_pe fastq
step-1 Running velveth.
Preprocessing Velveth output_directory/ |131 —fastg | -shortPaired shuffle_query_pe . fasiq
Mapping /
de nove Assembly Step2) Assembly
step-2 Velvetg output_directory/ |
Workflow
Genome (SNP/Short Step3) Set parameters of the CONFIG mapping tool
Indel)
RMA-seq (Tag count) Stepd) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.
ChiP-seg
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QAT avDRFA1ZTOTSLE

15-4:Set Ass.Options ==F5e =HEReetas

e(\-_?;;| & http://p.ddbj.nig.ac.jp/pipeline/SettingAssembly.d 2 ~ & || (& Setting for De Novo Ass... ‘ ‘ ik

.

oo
Lot

o

F — EI Eﬁ ™

'2 DDB] ( select Query Files jmap( Select Taols Jmep( Set QuerySet jmep( Set Ass. Options )= Confirmation jmep( Running Status ) A

= [T etz Hark ol Japas

ACCOUNT

login 1D [agribio]

E] Logout
@2 Change password

Setting for De Novo Assembly

ANALYSIS
Data setup velvet
DRA Start

FTP upload

HTTP upload

DRA Import
Preprocessing Start

Set optional parameters of the paired-end analysis

Step1) Convert sequences

Shuffe the sequence.
perl shufleSequences_fastg.pl query_1.fastq query_2 fastq shufle_query_pe fastq

step-1 Running velveth.
Preprocessing Velveth output_directory/ |131 —fastg | -shortPaired shuffle_query_pe . fasiq
Mapping /
de novo Assembly Step2) Assembly

step-2 Velvetg output_directory/ | |
Workflow
Genome (SNP/Short Step3) Set parameters of the CONFIG mapping tool
Indel)

RMA-seq (Tag count) Stepd) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ.
ChiP-seg

Set filtered length for contigs
perl lengthfilter.pl pileupFile [300 | out_was

JOB STATUS

St?r‘le-p rocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP

HELF @@
TUTORIAL

(=4 Contact Us.

Pipaline.

< >

DOBJ Read Annatation v
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15-5: Confirmation

-

e':_j_:i_.l| & http://p.ddbj.nig.ac.jp/pipeline/Confirm.do P~a || & Run Confirmation ‘ ‘

Q7 TUNKRTLI=S., TH™Y
UMERBRICIEE LT FL R5EIC
A—)LVESN S, @QRUN, @OK

A
T T

Lnd

(S

.

oo
Lot

o

'2 DDB] ( Select Query Files mep( Select Tools jmep( Set QuerySet Jmep( Set Ass. Options jmeb( Confimation )+ Running Status )

= [T etz Hark ol Japas

ACCOUNT

login 1D [agribio]

E] Logout
@2 Change password

Run Confirmation

~

";) Do you really want to execute pipeline programs?

OK

[ £t ]

ANALYSIS
Data setup Destination of mail
DRA Start - - -
FTP upload When the request is completed, the system sends an email to this address.
HTTP upload |kadota@hi.a.u—tokyc|.ac. ip |* Required
DRA Import Result files will be deleted 60 days after submission.
Preprocessing Start
step-1 7
Preprocessing Assembly [velvet Web R—IHsDAvTZT—
Mapping /
de novo Assembly Query sets
step-2 Query setl
Workflow PairedOrientation RunAccession RunAlias RowlLength  QualityScore1 QualitySc
Genome (SNP/Short paired 20352 L hokkaidonensis_MiSeq_denovo
Indel)
RMA-seq (Tag count)
ChiP-seq Assembly commands
velvet
JOB STATUS Set optional parameters of the paired-end analysis
step1.
Preprocessing Step1) Convert sequences
E‘te':,lﬂ- ) Shuffle the sequence. Q
apping perl shuffleSequences_fastq.pl query_1.fastq query_2 fastq shuffle_query_pe.fasig
step1. Running velveth.
de novo Assembly Yelveth output_directory/ |131 —fastg | -shortPaired shuffle_query_pe fasiq
step2-All status
Step2) Assembly
HELP )
“elvetg cutput_directory/
HELF & | |
TUTORIAL Step3) Set parameters of the CONFIG mapping tool
(=4 Contact Us.
DOBJ Read Annotstion Stepd) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDBJ. hd
Pipaline.
£ >
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W16-1: ETERT

6/01/15 (&) 20:37

DIDE“I"]E team@g mg EIC_]D
Job finished : DDBJ Read Annotation Pipeline

F&  kadota®biau-tokyoacp

CC pipeline_repnrt@gnig ac jp

O coxvtr—sheEahTuTEEIRLELE.

Dear agribio,

Your regquest to DDBJ pipeline service has finished.
Please visit the web site to ohtain analvtical results.
Heguest ID: 21118

URL: https://p.ddbi.nig.ac.jp/

If vou have troubles in this service, please write to pipeline dev@ddbi.nig.ac.ip

(1DDBJ PipelineMSETE#R T A—
JLONELVE=5 ., @DDBJ PipelinelZ
BEOJAVLTCSHEREZEDS

Thank wou for trving our analvtical service.

Regards,
CDEd
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W18-1: 74)1/9') 7 HIDEE

: |$ hittp://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set

-

 URA ST
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing
Mapping /
de novo Assembly
step-2
Workflow
Genome (SNP/Short
Indel)
RMNA-seq (Tag count)
ChiP-seq

JOB STATUS

stepi.
Preprocessing

step1.
Mapping

step1.
de novo Assembly

step2-All status

HELP

HELF @

TUTORIAL

=3 Contact Us.
DOBJ Read Annotation
Pipeline.
Developmeant Team.

D
21119

Tool (Version)
Velvet (1.2.10)

RunAccession or Filename Download Read length @ Alias
QC.1.trimmed.fastg.qz QC.1.trimmed fastg.qz MN.A. bp | L hokkaidonensis_MiSeq_denovo

Download modified queries

» QC.1.tnimmed fastg.gz (Onginal size 189.4 MB)
» QC.2 timmed.fastg.qz (Oniginal size 189.6 MB)

Download wgs file

+ out WGS.fasta.qz (Original size 2.1 MB)

R—UTEICRBEIL-R DK
72, WI'Download(66.5MB) | %
D1)w99 BéE. velvet.zipkl D
ZipEfE 77 A I ER D A—k
TE5, EETAHILFTIZREL
TBio—Linux E TRk&H B, &FA
JoFILERD T ERDIE
HoTWLWHH, BE XTI,
~/Desktop/backup E(Z#H 5
velvet.zipZ XY KO DT, LU
BEORNBIIETELGS

Assembly statistics

Contig # S 8,393

Total contig size : 3,710,829
Maximum contig size : 6,572
Minimum contig size : 261
M50 contig size 506

Time
Wait time Start time End time
0: 017 2016-01-15 18:52:36 2016-01-15 20:36:23
Command Start time End time| Log1 Log2 Result
perl shufleSequences_fastg.pl QC. 1. timmed fasig QC .2 trimmed fastg QC_pe fasig 2016- 2016-
01-15 01-15
18:52:36 | 18:52:46
velveth outputDir/ 131 -fastg 2016- 2016-

-shortPaired fhomefw3pipelinefrefdataftmp/agnbiol2111%20826/unspecified/QC_pe fastg | 01-15 01-15 Yiew
18:52:46 | 18:53:28

velvetg outputDir/ 2016- 2016~

01-15 01-15 View Download(66.5 MB)

18:54:22 | 20:35:14

Download(66.5 MB)| | | MP5

MD5

ToRpf
pag W)
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[ . 26| O BB Te | Bo0T  ar (1)"/Desktop/backuplZdhb. @
] - - <7 > velvet.zipD FETEFE R . Qunzip THE
W18'2 . B I O' LI N UXT ﬂgl: /E HE o @velvet 74 )LF D contigs.fa
D File Edit Vi ' HMVelvetDEDH D IT7A4IL, ZD
H-YILFFTHbTHR-TLESLY

/home/iu/Desktop/backup

supill iU@bielinux[backup] 1ls -1 velvet.* [ 4:385 %]
-rw-rw-r-- 1 iu iu 66517438 18 18 14:01 velvet.zip
iu@bielinux[backup] unzip velvet.zip [ 4:385% ]
Archive: velvet.zip
creating: velvet/
inflating: velvet/Log
inflating: velvet/Sequences
inflating: velvet/Roadmaps
inflating: velvet/PreGraph
inflating: velvet/Graph
inflating: velvet/contigs.fa
inflating: velvet/stats.txt
inflating: velvet/LastGraph
iu@bielinux[backup] | [ 4:394 %]

Aug 03 2016, NGSI\U XFVEEE 90



0 - B3 DABRETRE | B0 Lyt
W18-3: {78 &V T4 %

/home/iu/Desktop/backup
iu@bielinux[backup] cd velvet
iu@bielinux[velvet] pwd
M /home/iu/Desktop/backup/velvet
iu@bielinux[velvet] 1s
contigs.fa LastGraph PreGraph Sequences
Graph Log Roadmaps stats.txt
iu@bielinux[velvet] wc contigs.fa

75235 75235 4077589 contigs.fa
iu@bielinux[velvet] grep -c ">" contigs.fa
8398
iu@bielinux[velvet] |

MDvelvetT4L I IZFEE),
Bl (a>T47) $1138,3981E,

ECOH-YBLFITH
T % |

contigs.faD@1T#1(%75,235. B

[ 4:455 %]
[ 4:46F%& ]

[ 4:465 %]

[ 4:465 ]
[ 4:465 % ]
[ 4:465 %]
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R
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File Edit View Search Terminal Help

iu@bielinux[backup] pwd
/home/iu/Desktop/backup
iu@bielinux[backup] cd velvet
iu@bielinux[velvet] pwd
/home/iu/Desktop/backup/velvet
iu@bielinux[velvet] s
contigs.fa LastGraph PreGraph Sequences
Graph Log Roadmaps stats.txt
iu@bielinux[velvet] wc contigs.fa

75235 75235 4077589 contigs.fa
iu@bielinux[velvet] grep -c ">" contigs.fa
8398
iu@bielinux[velvet] |

MDvelvetT4L I IZFEE),
contigs. faD @ 1T7411%75,235. @
B2S (a2 T4 ) #1138,3981&

@7 EOHELFRLTRID
AT 3 |

4:4659 % ]
4:469- 1 ]
4:465% % ]

fliseq_denovo

~@-

Contig # - 8,395
al contig size : 3.710,528

[l

¥imum contig size : 6,572
Minimum contig size : 261
M50 contig size 506
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L] . B3 OALBETEE | Edy Tt T DDBJ PipelineZE{T{EEI7MILZANELT

W 1 8 4 . 7 l/ 9 | ) N 7“ OfEELEESIREERBOESIZERY
4T . ’r ) / f&<{Python7 0% 5 LifastalLengthFilter.py%
iu@bielinux[~/Desktop/backup/velvet] ggffi-o 300 bpuiwﬁaﬁlj [i®2,449ﬂﬂ &7l

iu@ inux[velvet] [ 5:02 %]

\d

1u@b1e¥1nux[backup] pwd . Bio-Linux E TETFLI-E R EFEL(W12-9)
| | /home/iu/Desktop/backup

iu@bielinux[backup] cd velvet [ 4:4554 %]
E iu@bielinux[velvet] pwd [ 4:4657 %]

M /home/iu/Desktop/backup/velvet

,v iu@bielinux[velvet] 1s [ 4:465 1]
ﬁ contigs.fa LastGraph PreGraph Sequences

Graph Log Roadmaps stats.txt
i iu@bielinux[velvet] wc contigs.fa [ 4:465F % ]

75235 75235 4077589 contigs.fa
E iu@bielinux[velvet] grep -c ">" contigs.fa [ 4:465 1% ]
Il 8398

iu@bielinux[velvet] fastalLengthFilter.py contigs.fa 300 > hoge.fa
. Jliu@bielinux[velvet] grep -c ">" hoge.fa [ 5:014 %]
= M2449
B

\

R
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m Wil: 5/ LY A XHFE (KmerGenieD A AR—JLEFIR)
O A2 AR—JL. single—end TTEIT ($GER DAZER) | paired—end TEIT FGR D AEER)
m Wi2: BB RI(ZEKDBTAILAY) ST (PythonD BT S LDOFA)

m DDBJ Pipeline (W13MSWI1TETIKIZIZEBR)

0 W18:k=131TMDVelvetE{THE R D EHT

1 W19:PlatanusDZE{T. W20: R OFEHT. W21 - ACGTHDO U FIEE T LD HIREE 4T
m O291)—K(PacBio)T—42&/YHDB

0 W2: PacBioAET—4(Ebax.h5H ., A HDBIEsraftz X EFASTQRZ R

O W3:2DB (DRA)YDFASTQI7 74 )L%E A 1EL TFastQC

[0 W4:NCBI SRA (SRA)AYEHE T BSRA ToolkitdD A2 A+—JL
O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC

m DDBJ Pipeline CHGAPZZE1T

[0 W7:DDBJ PipelinelZf#TLT=LA\ET—2 T 71 J)L(baxhb)ZE7v7A—K
0 W8:DDBJ Pipeline CHGAPEE1T
0 WO:HGAP7 LU JJ§ERZBH S
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N . B35 DASEETo0 | B0y Syt DDBJ Pipeline Tl&, (DPlatanus (ver. 1.2.2)

W19-2:Select Toolg =TTk FryoE AT, @NEXT

e & http://p.ddbj.nig.acjp/pipeline/SelectTool.do p-c ” 2 Selecting Tools for Basic... | ‘ it e 53
Preprocessing Start BLATE (€@ |24 v v Single-end analysis only |
step-1
: bwa® |€ 061 v v v v v
Preprocessing
Mapping / Bowtie |9
da nove Assembly = ¢ 0127 | v v v v v vV v
step-2
Workflow ZP,—OM @ [1011 | v v v v v v
Genome (SNFP/Short For reads longer than
Indel) Bowiia? about 50 bp, Bowtie2 is
RNA-seq (Tag count) E € |200 v v v v v v | v v | generally faster, more
ChiP-seq senstitive, and uses less

memory than Bowtie1.

JOB STATUS OgHat @ 20.0 v > v v > >
step1.
Preprocessing
stepl. ® de novo Assembly
Mapping Total limit = 22 Gbp
step1. -
d& novo Assembly Tool Help | Version sBa.ze; SC :Ig; p:::;d' {ﬁég] Comment
step2-All status pa p
SOAPdenovo
= 1.08 v v
HELP Oz ¢
HELP & []|ABySS @ 1.3.2 Maxi K lug is 64
i 3. aximum K-mer valug is 64.
TUTORIAL aeres ¢ v v
(2 Contact Us. We severe recommend when performing Velvet, total
DO Read Aractabon ] | velvet € |1210 v v v length of th ds is up to 223 bp.Maxi K-
e elvet (7 2. ength of those reads is up fo p.Maximum K-mer
Development Team. value is 64.
[ | Trinity &5 @ r2013-02-25 v v RMA-Seq De novo Assembly
Platanus 7 | € |1.2.2
HGAP 7 P Protacol3 (v HGAP Pipeling for PacBio Sequence based on SMRT
I 2.2.0) Analysis v2.2.0. For bax.hs file only. (Beta version)

1 Mapping Contigs by de novo Assemble to Reference Sequences.
The contigs will be aligned to reference genome.

Tool Comment

# | BLAT  Single-end analysis only

EEInEaN

£ >
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-

19-4:Set Ass. Options )

{2 Setting for De Novo Ass... | ‘

e | & http://p.ddbj.nig.ac.jp/pipeline/SettingAssembly.d O ~ ¢ |

2 DDB]J

= T e Harkd lapas

login 1D [agribio]
E] Logout
@2 Change password

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing

Mapping /
de noveo Assembly

step-2
Workflow

Genome (SNP/Short
Indel)

RMNA-seq (Tag count)
ChiP-seq

JOB STATUS

stepi.
Preprocessing

step1.
Mapping

stept.
de novo Assembly

step2-All status

HELP
HELF i@
TUTORIAL

=3 Contact Us.
DDEJ Resd Anmotation

Dhirmmfirum

<

FLEEES / LIRFERXPTIE T
Platanus assembler ver 1.2 with
the default settings |EZE NN TLY
2 B, D Stepl, 2, 3D ETIHFRIC
AT ERETHEMLH S

C Select Query Files)—bi: Select Touls:\)—b;:: Set QuerySet jmmp/ SetAss. omons) Q COnﬁrmation)—p( Running Staty s L — e — o
75\~ & )&7{_ d hh‘iIEtLT

iy AV =1 e i)

el L TAONEXT

Setting for De Novo Assembly

platanus
Set optional parameters of the paired-end analysis

Memory Usage - ® Low (recommended) ) High

If you request "High" memory usage during the time Mig super computer system is congested,
you might be kept waiting long before job starts running,

Step1) Assembly : Construct contigs using the algorithm based on the de Bruijn graph.

platanus assemble -t 15 -m 120 -c out | | -f PE1 fastq PE2 fastq

Step2) Scaffold : Map paired-end {mate-pair) reads on contigs and construct scaffolds

platanus scaffold -t 8 -0 out | |
-¢ out_contig.fa -b out_contigBubble fa -IP1 PE1.fastq PEZ2.fastg (-OP2 MP1.fastg MP2.fastq)

Step3) Gap Close : Map paired-end (mate-pair) reads on scaffolds and assemble reads on gaps and close gaps

platanus gap_close -1 8 -0 out | |
-t out_scaffold.fa -IP1 PE1.fastq PE2 fastg (-OP2 MP1.fastg MP2 . fasta)

Step5) Create assembled sequences in FASTA file from pileupped reads to submit WGS division of DDB.J.

Set filtered length for contigs
perl lengthfilter.pl pileupFile |30-}

x| out_WGS txt
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W20-2: F58RZBkD S

'.

@ http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_ O ~ ¢ ” 2 Detail view

ANALYSIS
Data setup .
Job info
DRA Start
FTP upload [n]
HTTP upload 21211
DRA Import Tool (Version})
Preprocessing Start Platanus (1.2.2)
step-1 - RunAccession or Filename Download
Preprocessing QC.1.trimmed.fastg.gz QC.1.trimmed fastg.gz
Mapping /
de nove Assembly Download modified queries
step-2 + QC.1.timmed fastq.qz (Original size 1894 MB)
Workflow + QC.2 trimmed fastq gz (Original size 139.6 MB)
Genome (SNP/Short
Indel) Download wgs file
RMA-seq (Tag count)
ChiP-seq « put WGS fasta gz (Original size 2.3 MB)
JOB STATUS Assembly statistics
stepi.
Preprocessing
step1.
Mapping
step1.
de novo Assembly
stepZ-All status Time
Wait time Start time
HELF & 0:0:9 2016-01-20 18:33:36
TUTORIAL
=3 Contact Us. :
DOBJ Read Annotstion Command Start time
Pipefine. platanus assemble -m 120 -f QC.1 trimmed fastg 2016-01-20
pevelopmend (Tean QC.2.trimmed.fastg 18:33:37
platanus scaffold -c out_contig.fa -b out_contigBubble.fa 2016-01-21
-IP1 QC_1 trimmed fastg QC.2 trimmed fastg 10:09:02
platanus gap_close -c out_scaffold fa -IP1 2016-01-21
QC.1.trimmed.fastg QC.2.trimmed.fastg 10:09:23

Read length | Alias

M.A bp | L hokka|

2016-01-21 10:10:06

End time
2018-01-21
10:08:51
2018-01-21
10:09:12
2018-01-21
10:09:34

Log1

(DPlatanusl. EIZIRTYTHMBEESH(W19-4)
M., ZDIAIVEDERLBHLMNE, QFETAYS
kOB E. k=32, 42, 5215 EENANATRT
WBDEASEBENRDL ZEDITSA.
k=117, 120, 121, 122, 123 T#&H->TL B,
PlatanuslZCN L DKEDFEREZETHRYIAA
7)) #E R %R 9 multi-k genome
assemblerAT31)—([ZJ&§F B, Velvet&ED
TKEZIEETHATLavhFEELEZLDIE
KEDERSGHLBEMIZROONEHDE

Contig # 117

Total contig size - 2,356,019
Maximum contig size : 257,728
Minimum contig size : 101

M50 contig size - 92,304
End time
Result MD5
MDS
MDS
View Download(2.2 MB) MD5
Top of
BACK I page ~
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W20-2 %*%éwtmé

=it | Belolr /L7t T

MI4ILA2) 4 HIDPlatanus E{THR I 7
AILIE,. ZIhBFHoO—KRTES, (de
novo7 DS (L) 3:5%‘5<£0)’5‘°"7

O—RRE2FBLTERICE DA FEoN

e l-@ htttp://p.ddbj.nig.ac.jp/pipeline/Detailview.do?query_set_ O ~ & || @ Detail view | ‘
ANALYSIS
Data setup .
DRA Start Job info
FTP upload 1D
HTTP upload 21211
DRA Import Tool (Version)
Preprocessing Start Platanus (1.2.2)
step-1 . RunAccession or Filename Download Read length | Alias
Preprocessing QC. 1 trimmed fastg.gz QC.1 trimmed fastq.qz
Mapping /
de nove Assembly Download modified queries
step-2 + QC.1.rimmed fastq.qz (Original size 189.4 MB)
Workflow + QC.2 trimmed fastq gz (Original size 139.6 MB)
Genome (SNP/Short
Indel) Download wgs file
RMNA-seq (Tag count)
ChiP-zeqg

» put WGS fasta.qz (Original size 2.3 MB)

M.A_ bp | L hokkaidonensis_MiSeq_denovo

JOB STATUS Assembly statistics
stept. . Contig # 117
Preprocessing Total contig size : 2,356,019
stept. Maximum contig size : 257,728
Mapping Minimum contig size : 101
stepd. M50 contig size - 92,304
de novo Assembly
stepZ-All status Time
HELP Wait time Start time End time
HELP 0:0:9 2016-01-20 18:33:36 2016-01-21 10:10:06
TUTORIAL '
=3 Contact Us. : i
DOBJ Read Annotstion Command Start time End time | Logl Log2 Result MD5
Fipedine. platanus assemble -m 120 -f QC.1 trimmed fastg 2016-01-20 | 2016-01-21 =
- Team. : il i (2. i}
Development Team QC.2.frimmed.fastg 13:33:37 10:08:51 plak |planicadC MR iM0a
platanus scaffold -c out_contig.fa -b out_contigBubble.fa 2016-01-21 | 2018-01-21 :
2B QG 1 timmed fastq QC.2 timmed Tastg 100002 | 10:0012 e P SRR S
platanus gap_close -c out_scaffold.fa -IP4 2016-01-21 | 2016-01-21 -
QC.1.Irimmed.fastg QC.2 Timmed.fastg 10:09:23 10:09:34 plak |nlisnioai M)
Top of
page v

BEBSM, QELH ~E§T§®Z7_“‘J?0)&:
ADELDERIR, COHYIFTOTSLT
EICETHEBRNELL-H. Hi—WICRE
BRLZDESITHEH>TWNADT=AS
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W20-2 %*%EEJE&)?@

@DPlatanus TR D EKRIFHRIZZZ

& http

http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_s

et O~ ¢

” (2 Detail view

FRREBDZHLRL T, VelvetDFER ELLER

MNicd+
BN, INVER . TR T HIDERFET
I TIZa T« HMBLBESNDELEKSES,

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing
Mapping /
de noveo Assembly
step-2
Workflow
Genome (SNP/Short
:?E.IUA—)seq (Tag count)
ChiP-seq

JOB STATUS

stepi.
Preprocessing
step1.
Mapping
step1.
de novo Assembly
step2-All status

HELF &

TUTORIAL

£ Contact Us.
DDBJ Resd Annotation
Fipeline.
Development Team.

Job info

D
21211

Tool (Version)
Platanus (1.2.2)

RunAccession or Filename
QC.1.trimmed.fastg.gz

Download modified queries

» QC.1.timmed.fastg.qz (Orginal size 189.4 MB)

Download

QC.1.frimmed.fasiq.qz

» QC.2 trimmed.fastq.qz (Criginal size 189.6 MB)

Download wgs file

» put WGS fasta.qz (Original size 2.3 MB)

Assembly statistics

Time

Wait time
0:0:9

Command

Start time

2016-01-20 18:33:36

platanus assemble -m 120 -f QC.1 trimmed fasty

QC.2.timmed.fastq

platanus scaffold -c out_contig.fa -b out_contigBubble.fa

-IP1 QC_1 trimmed fastg QC.2 trimmed fastg

platanus gap_close -¢ out_scaffold fa -IP1
QC.1.trimmed.fastqg QC.2.trimmed.fasty

Start time
2016-01-20
18:33:37
2018-01-21
10:09:02
2016-01-21
10:09:23

Read length | Alias

M.A_ bp | L hokkaidonensis_MiSeq_denovo

2016-01-21 10:10:06

End time
2018-01-21
10:08:51
2018-01-21
10:09:12
2018-01-21
10:09:34

Log1

.

Contig # 117

Total contig size - 2,356,019
Maximum contig size : 257,728
Minimum contig size : 101

M50 contig size - 92,304
End time
Log2 Result MD5
View Download(2.2 MB) MD5
View Download(2.2 MB) MDS
View Download(2.2 MB) MD5
Top of
BACK I page v
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W20-3: Velvettttist

(a) 7L 3 4RI

b -

k—mer O/ 8 ZISHEI D&

ZIJTff’? o

31 29002 4077679 W04
61 15445 Je8hhi4 W04
1 8033 22266 W04

23761 oilEz04 W05

1
121 152776 4090144 WI0-5
131 8598 3110829 WIO-5
151 1306 2099377 WI0-D
171 165 ‘ 2381525 WIO0-5
181 195 2386048 W10
191 336 2400431 WI0—-5

29472

ERCTHRN-EFE D Velvet EITHER(W12-
100kYH, FIZkEZE#H T o BT ITETLL
Platanus DGR D (ZOMBHL M ZEN TN
—EhhMS, BERBIZIL., Velvet TO &
B H BT D168ME(k=171)TPHo1=H, @
Platanus|& 74 ILA) T HIDIKEETI17&E,
ZL T. @Minimum contig sizeH3101 bp TH
HIEMB., 300 bpRFTIAINRI T EITD
&L BHEWGKE S #E A BLSEFET S

2443
1306

336

| JEL LI Ly L S

2151400 Wilz2-9
2099377 W29
2381523 WIlz2-9

2400431 W29
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Contig # ‘: 117

Total contig size : 2,356,019
MEximum contig size : 257,728
‘ Minimum contig size : 101
N50 contig size : 92,304

100



« &5  BFIBE

=it | Belolr /L7t T

W20-4:’5t“r7>|:|—|~“

e =’)| & http://p.ddbj.nig.ac.jp/pipeline/DetailView.do?query_set_ P ~ &

(2 Detail view

ANALYSIS

Data setup
DRA Start
FTP upload
HTTP upload
DRA Import
Preprocessing Start
step-1
Preprocessing

Mapping /
de noveo Assembly

step-2
Workflow

Genome (SNP/Short
Indel)

RMNA-seq (Tag count)
ChiP-seq

JOB STATUS

stepi.
Preprocessing

step1.
Mapping

stept.
de novo Assembly

step2-All status

HELP
HELP &
TUTORIAL

£ Contact Us.
DDBJ Resd Annotation
Fipeline.
Development Team.

Job info
D
21211

Tool (Version)
Platanus (1.2.2)

RunAccession or Filename Download

QC.1.trimmed.fastg.gz

Download modified queries

» QC.1.trimmed.fastg.qz (Onginal size 189.4 MB)
» QC.2 trimmed.fastq.qz (Criginal size 189.6 MB)

Download wgs file

» put WGS fasta.qz (Original size 2.3 MB)

Assembly statistics

Time
Wait time Start time

D09 2016-01-20 18:33:36

Command
platanus assemble -m 120 -f QC.1 trimmed fastg
QC.2 trimmed.fastg
platanus scaffold -c out_contig.fa -b out_contigBubble.fa
-IP1 QC_1 trimmed fastg QC.2 trimmed fastg
platanus gap_close -c out_scaffold fa -IP1
QC.1.trimmed.fastg QC.2 trimmed.fastg

QC.1.frimmed.fasiq.qz

Start time
2016-01-20
18:33:37
2018-01-21
10:09:02
2016-01-21
10:09:23

E L Ellyk )

(DPlatanusE1THE R 771 JL(platanusResult.zip)
. HEIOAILFIZAH O—
I EFDIFE->TLNSEH, EE
~/Desktop/backup_Et [Z# BDplatanusResult.zipZ

HRYFOD T, LIFEORE

R, &AL
£TIE,

SIEETFELS

Read length | Alias

M.A_ bp | L hokkaidonensis_MiSeq_denovo

2016-01-21 10:10:06

End time
2018-01-21
10:08:51
2018-01-21
10:09:12
2018-01-21
10:09:34

Log1

Log2

View
View

View

Contig # 117

Total contig size - 2,356,019
Maximum contig size : 257,728
Minimum contig size : 101

M50 contig size - 92,304

End time

Result
Download(2.2 MB)

MD5
MD5

Download(2.2 MB)
Download(2.2 MB)

Top of
page

v
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(1" /Desktop/backuplZ&H 5.2
platanusResult.zipD FEMEER, =

W20-5: Bio-Linux Cf&, DHI-YIFEHE T THE

13 == 4) 20:10 &%

L] . 25 OAIBETeE | BoOT Lyt

f AJiu@bielinux[backup] pwd [ 8:094% ]
| /home/iu/Desktop/backup
: iu@bielinux[backup] 1ls -1 pla* [ 8:094
-rw-rw-r-- 1 iu iu 2264981 18 21 12:59 platanusResult.zip
iu@bielinux[backup] | [ 8:094
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L] . B DABETEE | S0 Lyt DunzipaAI K THEEE, g&D

. . - [+ Tquiet THEE, Qs THEER, d
20'5 : BlO'LanX—GﬂE;E 7]'7@!65’&;(1%):;’& 74

X File Edit View Search Terminal Help 13 = ) bbhl)@n':%jéﬁﬁ;éﬁf;b\
b Jiu@bielinux[backup] pwd [ 8:09%F %]
5 /home/iu/Desktop/backup

iu@bielinux[backup] 1s -1 pla* [ 8:094 %]

Al -rw-rw-r-- 1 iu iu 2264981 18 21 12:59 platanusResult.zip
iu@bielinux[backup] unzip -q platanusResult.zip [ 8:095 %]
7 iu@bielinux[backup] 1s -1d pla* [ 8:134 %]
Sl drwxrwxr-x 2 iu iu 4096 18 21 10:09 platanusResult
-rw-rw-r-- 1 iu iu 2264981 18 21 12:59 platanusResult.zip
iu@bielinux[backup] [ 8:145 %)
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L] . 28 OAILEETe | B0y Lyt D) (DplatanusResult T4 LI R [ZF

i <73 L. Dls, PlatanusDRIEHER
20'5 . B|O' L| N UX—C ﬂﬁF /E 7741Ll§t®ozt2:;c;loi_ed.fa

File Edit View Search Terminal Help 13 = 4) 20:22 %

l Jiu@bielinux[backup] pwd [ 8:094% ]

@ /home/iu/Desktop/backup

sl 1 U@Dielinux[backup] 1s -1 pla* [ 8:094% ]

E -rw-rw-r-- 1 iu iu 2264981 18 21 12:59 platanusResult.zip
_Miu@bielinux[backup] unzip -q platanusResult.zip [ 8:095 %]

3 iu@bielinux[backup] 1s -1d pla* [ 8:134 %]

ﬁ drwxrwxr-x 2 iu iu 4096 18 21 10:09 platanusResult

B - r'w-rw-r-- 1 iu iu 2264981 1A 21 12:59 platanusResult.zip

‘ iu@bielinux[backup] cd platanusResult [ 8:145 %)
Wl iu@bielinux[platanusResult] pwd [ 8:214 %]

E /home/iu/Desktop/backup/platanusResult

iu@bielinux[platanusResult] 1s [ 8:214 %]
out 32merFrq.tsv out libl insFreq.tsv
Jlout contigBubble.fa out scaffoldBubble.fa
— Mout contig.fa out scaffoldComponent.tsv
out gapClosed.fa out scaffold.fa
@ 1u@b1e11nux[platanusResult] [ 8:214 %%
= g
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. B8 OANBETEE | B0 Lyt OEEF A faD T F7AILE TR T, Dk fadd
BRS M E— I A, QFEDIZPlatanusD
IRFER D74 IL T Hout_gapClosed.fad)
ERA S (11 7{ETHY .. @DDBJ Pipeline®
DA EDIEE—FT S

/home/iu/Desktop/backup/platanusResult

iu@bielinux[platanusResult] 1s -1 *.fa [ 8:274 %]

-rw-rw-r-- 1 iu iu 325 1H 21 10:08 out contigBubble.fa
M-rw-rw-r-- 1 iu iu 2436380 18 21 10:08 out contig.fa

-rw-rw-r-- 1 iu iu 2387680 18 21 10:09 out gapClosed.fa

-rw-rw-r-- 1 iu iu @ 18 21 10:09 out scaffoldBubble.fa
-rw-rw-r-- 1 iu iu 2389243 18 21 10:09 out scaffold.fa
iu@bielinux[platanusResult] grep -c ">" *.fa [ 8:274 %]

out contigBubble.fa:1
out contig.fa:349
out gapClosed.fa:117

0

out scaffoldBubble.fa:

out_scaffold.fa:117 ‘
iu@bielinux[platanusResult] 8:2T— .
£ P i [ Contig # o 7 ¥4

Total contig size : 2,356,019
Maximum contig size : 257,728
Minimum contig size : 101

N50 contig size : 92,304
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. B35 | DA REYEE | B0y st T DFRTHEDOEH (L. 2016.07.20D XS54
K50&EILT9 . 2MD3DIFE, PlatanusIZ &
BIRATYIT MBS de novo7 2D .

- | EXTYTETEOHENT7AILTLT:

Jiu@bielinux[platanusResult] pwd 5T Z7 T & |

@ /home/iu/Desktop/backup/platanusResult

sl 1 U@Dielinux[platanusResult] 1s -1 *.fa [ 8:274 %]

E -rw-rw-r-- 1 iu iu 325 1H 21 10:08 out contigBubble.fa
-rw-rw-r-- 1 iu iu 2436380 18 21 10:08 out contig.fa

g -rw-rw-r-- 1 iu iu 2387680 18 21 10:09 out gapClosed.fa

?-) -rw-rw-r-- 1 iu iu @ 18 21 10:09 out scaffoldBubble.fa

B - 'wW-rw-r-- 1 iu iu 2389243 18 21 10:09 out_scaffold.fa

. iu@bielinux[platanusResult] grep -c ">" *.fa [ 8:274 %]
out contigBubble.fa:1

s out contig.fa:349

out gapClosed.fa:117

allout scaffoldBubble.fa:0

out scaffold.fa:117

EER) iu@bielinux[platanusResult] |} [ 8:274 %]

Aug 03 2016, NGSI\U XFVEEE 106



« &5 BFRIBET=EE | Eeoly Lyt T

de novo7t>J1)

A F1:paired-end FASTQZ7AJL

N

— > <  — -—
— P 5 <

> < > < X )

> « — -
—_ — — -—

— —

—_— AR
—

-

~_~ Stepl: Assembly

HEB5LY: de novo7 £ TYDFE|E
[ZRENIZDDRATYITMNSED

contigl ~ contig2  contig3  contig4

contig5

~_~ Step2: Scaffold

— <
— —
—_— — -
NNNNN ' NNNN NNNNNN
—————————————————— vy o = = = = - ‘———————————————————————————\'
scaffoldl scaffold2

~_~ Step3: Gap close

N 7 c— <% T
NNNCA: ' TNNC GGNNTA:
------------------ % S ‘---------------------------~'
scaffoldl scaffold2
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« &5 BFRIBET=EE | Eeoly Lyt T

de novo7t>J1)

A F1:paired-end FASTQZ7AJL

~

D2QBM3DNE., BERTYTEITEDI7AIL
feof=CEZEB W ZS, BRI BDEEBNZE
LThHd. ELVDEERE2016.07.201LFELT=

o/

— < —_ —
_’) ) - —_ —
> < N e e . ) s~ €
> < — (;
—_ — — «—
 — «— — -
§ — B — J
<_~ Stepl: Assembly > out_contig.fa (349@35'])‘
contigl  contig2 contig3  contig4 contig5
<_~ Step2: Scaffold > out_scaffold.fa (117@35'])‘
( —_— — — _((_)_ D \
scafi‘oldl scaﬂ:oldz )
~_~ Step3: Gap close > out_gapClosed.fa (117@3?'])‘
o «—T1 c— <X Tﬁ:)
NNNCA: TNNC GGNNTA:
scaf%oldl scaffoldz
108
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[ . B8 | OB TYee | By hrto out_gapClosed.fazx A 71&L T, D300 bpk
WZO 7 7 1/9 |) 7 FBOERINERETETATSLEET. @
1) _/ B 51 (45208, BIEZ % X b DIEE (53
") File Edit View Search Terminal Help 13 @Eﬁlj)tﬂ’[f:ﬂﬁlgﬁ {%6%7’:;&75\*)75\%)
. - ~ 5 J

l Jiu@bielinux[platanusResult] pwd
| i /home/iu/Desktop/backup/platanusResult
iu@bielinux[platanusResult] 1s -1 *.fa [ 8:274 %]
-rw-rw-r-- 1 iu iu 325 1H 21 10:08 out contigBubble.fa
M -rw-rw-r-- 1 iu iu 2436380 18 21 10:08 out contig.fa
3 -rw-rw-r-- 1 iu iu 2387680 18 21 10:09 out gapClosed.fa
ifi -rw-rw-r-- 1 iu iu @ 18 21 10:09 out scaffoldBubble.fa
-rw-rw-r-- 1 iu iu 2389243 18 21 10:09 out scaffold.fa
. iu@bielinux[platanusResult] grep -c ">" *.fa [ 8:274 %]
out contigBubble.fa:1
s out contig.fa:349
é out gapClosed.fa:117
out scaffoldBubble.fa:0
Sout scaffold.fa:117
=@ iu@bielinux[platanusResult] fastalLengthFilter.py out gapClosed.
MW fa 300 > hoge.fa
E iu@bielinux[platanusResult] grep -c ">" hoge.fa [ 8:314 %]
= 52
iu@bielinux[platanusResult] |} [ 8:3154 %]

L
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[ . B3 Elzt‘#"LEgEi’%;m%ﬁ@:Um o e [grep —v “O7 JI&. ">"Z#EFHLY

WZO 7 % ;k 7% 19 H(W8-2; W10; W12-8
- ey # 5E), D300 bpRiGEE T IR

" File Edit View Search Terminal Help =Sl 53 ARTL 818 B %0H3(2,385,525
iu@bielinux[platanusResult] pwd [ 8 _ 29506) = 2,356,019 bp T#H 7=

{ A y “, . ¢ ~o
T B PEw e At

: : : =
rw-rw-r-- 1 iu iu 2347176 68 16 20:31 hoge.fa > 52{@(ZiE o= ED IR E R

-rw-rw-r-- 1 iu 1iu 325 18 21 10:08 out contigBub| (2,346,552 — 52) = 2,346,500 bp

-rw-rw-r-- 1 iu iu 2436380 18 21 10:08 out contig.fa
-rw-rw-r-- 1 iu iu 2387680 18 21 10:09 out gapClosed.fa
-rw-rw-r-- 1 iu iu © 18 21 10:09 out scaffoldBubble.fa
-rw-rw-r-- 1 iu iu 2389243 1H8 21 10:09 out scaffold.fa
iu@bielinux[platanusResult] grep -v ">" out gapClosed.fa | wc

29506 29506 2385525
iu@bielinux[platanusResult] grep -v ">" hoge.fa | wc

52 52 2346552

' iu@bielinux[platanusResult] [} [ 8:394 %]
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Contents

m Wil: 5/ LY A XHFE (KmerGenieD A AR—JLEFIR)
O A2 AR—JL. single—end TTEIT ($GER DAZER) | paired—end TEIT FGR D AEER)
m Wi2: BB RI(ZEKDBTAILAY) ST (PythonD BT S LDOFA)

m DDBJ Pipeline (W13MSWI1TETIKIZIZEBR)
0 W18:k=131TMDVelvetE{THE R D EHT
T W19:PlatanusMZE4T. W20 $5 2 D FEHT. W21: ACGTHIU R IBE T LD HIRFEE FEZHT)
m O291)—K(PacBio)T—42&/YHDB
0 W2: PacBioAET—4(Ebax.h5H ., A HDBIEsraftz X EFASTQRZ R
O W3:2DB (DRA)YDFASTQI7 74 )L%E A 1EL TFastQC
O W4:NCBI SRA (SRA)A V2t 9 HSRA ToolkitdD 1> Ak—JL
O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC
m DDBJ Pipeline CHGAPZZE1T
O W7:DDBJ Pipelinel Zf##rL1=L\ET—2T 74 )L(baxh5)ZE7y7O—kK
[0 W8:DDBJ Pipeline CTHGAPZE1T
O WO:HGAP7 IRk S
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O 28 DrBETeE monr oLt e DFEERS DA, C, G, T, NOHIREI &% H

~ 3 BHRI—K, Stepl, 2, IDERFHI R T«
W21 2 ACGTjjry\/l\ )l/;')‘/’fﬁﬁd)ﬂjjl%*e%77/r)l/€)\j]&b

. {?ﬁ;{j A cor 10 Hrr s L FIONA 18 e, BRSSP

THNTHNDA C G T.NDRHT -+ sl T | CscaffoldBF| O <
sal ol TP —RELTIE. TEEST —‘ﬂﬁli}C’é”EicGC gnntents"ﬂ ZH| ° 2016;(_)7'200)Z7/”\{39 49?‘_ RALOSD
RETITOERERIC T EMLINUXETHT

d — S ~ - >
1s *.fa EHTENDAOTHELZNIETATEL
R -q
library(Biostrings)
fasta <- readDNAStringSet("c contig.fa"™, format="fasta")

hoge <- alphabetFﬂequency(Faﬁta}

obj <- is.element{colnames(hoge), c("A™, "C", "G", "T", "N"))
colSums (hoge)[obj]

sum( hoge)

fasta <- readDNAStringSet("c scaffold.fa", format="fasta")

hoge <- alphabetFﬂequency(+a5ta}

obj <- is.element(colnames(hoge), c("A™, “C", "G", "T", "N"))
colSums (hoge)[obj]

sum{ hoge)

fasta <- readDNAStringSet("out gapClosed.fa", format="fasta")
hoge <- alphabetFrequency(Faﬁta}

obj <- is.element(colnames(hoge), c("A™, "C", "G", "T", "N"))
colSums (hoge ) [obj]

sum{ hoge) A
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i /home/iu/Desktop/backup/platanusResult
iu@bielinux[platanusResult] 1ls *.fa
hoge. fa out contig.fa
out contigBubble.fa out gapClosed.fa

iu@bielinux[platanusResdlt] R -q
> library(Biostrings)Jj

ACGTDAI U EERRFZWLI 7L
BHHTALIR) LT, OREEH)(

1y FToT )A—0F—%i89
ITAG B |

ZE5[EW9-8) , Qlibrary(Biostrings) &

[ 9:485 (]
out scaffoldBubble.fa
out “scaffold.fa

[ 9:484&i ]
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I5—13{HMAAATT . CNT
Biostrings/ \w4r—U h\iZ 3 H5ACGTD
X FH|%EHo k9 HalphabetFrequency

anyDuplicated, append, as.data.frame, as.vector, cbind, col

namez&.call, duplicated, eval, evalq, Filter, Find, get, inters
ﬁ eCt'is.unsorted, lapply, Map, mapply, match, mget, order, paste
i ' ?mgl)r(téx.int, pmin, pmin.int, Position, rank, rbind, Reduce, re
— pilni&wnames, sapply, setdiff, sort, table, tapply, union, unigq
e unlist, unsplit
Loading required package: S4Vectors

Creating a generic function for ‘nchar’ from package ‘base’ in
package ‘S4Vectors’

— —alloading required package: IRanges

] Loiding required package: XVector

>

a Loading required package: stats4
&

Aug 03 2016, NGSI\U XFVEEE 114



[ . 8% OAIREYEE | B0y Lot Tt S 9 1%, DPlatanusDStep 1 EFTHER T71I)L

(out_contigfa)® AFAELT.TA C, G T, ND
W21-2: ACGTAT UM immsieses s zromt mar s

« ACGTNZ ./t 2[W20-11]

FTNENODA C G T.NDRD? BT, AL CscaffoldBF CND A SN T &DIVI X T 5E
s iy, Tl —RELTIE. TRET | —f% | GCZ E(GC contents)| FHL -, 1B E SO WS-8,

pwd

1ls *.ta

R -q
library(Biostrings)

fasta <- readDNAStringSet("out contig.fa"™, format="fasta")
hoge <- alphabetFﬂequency(Faﬁta}

obj <- is.element{colnames(hoge), c("A™, "C", "G", "T", "N"))
colSums (hoge)[obj]

sum( hoge)

fasta <- readDNAStringSet("c scaffold.fa", format="fasta")
hoge <- alphabetFﬂequency(+a5ta}

obj <- is.element(colnames(hoge), c("A™, “C", "G", "T", "N"))
colSums (hoge)[obj]

sum{ hoge)

fasta <- readDNAStringSet("out gapClosed.fa", format="fasta")
hoge <- alphabetFrequency(Faﬁta}

obj <- is.element{colnames(hoge), ", "G", "T", "N™))

sum{ hoge) A

"
e
=
L
™

colSums (hoge)[obij]
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L] . BE | OAIBETeR | Boy Lyt OERETHRE, ODDOETHEE Y

W21-2:ACGTADI P2 [wbnisistmcesmns

« ACGTNZ ./t 2[W20-11]

FTNENODA C G T.NDRD? BT, AL CscaffoldBF CND A SN T &DIVI X T 5E
s iy, Tl —RELTIE. TRET | —f% | GCZ E(GC contents)| FHL -, 1B E SO WS-8,

pwd File Edit View Search Terminal Help 13 = €) 09:56 {'%
1s *.fa . pmax.int, pmin, pmin.int, Position, rank, rbind, Reduce, re
R -q _ _ Ip.int,

library(Biostrings)

rownames, sapply, setdiff, sort, table, tapply, union, unigq

fasta <- readDNAStringSe ue,

hoge <- alphabetFreguenc | unlist, unsplit

obj <- is.element( nams

colsums(hoge)[ob]] Loading required package: S4Vectors
sum( hoge)

Loading required package: stats4
Creating a generic function for ‘nchar’ from package ‘base’ in
package ‘S4Vectors’
Loading required package: IRanges
Loading required package: XVector
> fasta <- readDNAStringSet("out contig.fa", format="fasta")
hoge <- alphabetFrequency(fasta)
obj <- is.element(colnames(hoge), c("A", "C", "G", "T", "N"))
colSums (hoge) [obj ]
A C G L N
W 739836 469377 446806 742714 0

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam
colSums (hoge)[obj]

sum{ hoge)

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam
colSums (hoge ) [obj]

sum{ hoge)

>
>
>

. ~a> sum(hoge) ==

[1] 2398733
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« &5 BFRIBET=EE | Eeoly Lyt T

9

W21-2:ACGTAI VN3

« ACGTH ok 2[W20-11]
FTNENDA C G T.NDRD R T. 3| CscaffoldBF NG

DODEITHEE» X, BIEEBEFETELTLY
AHECAH, DalphabetFrequencyPEEIETIZ &
Bont=-fHERZxhogelL\OEDIZHEFIL T
L\%)o —MDhogerx AN ELTHRIZFEE TS
sumBE#FERAL TEIE R MEALZLTINS

safclv, TP —FELTIE. TRERT | —B8 | GCZ B(GC contents)]
pwd S S O File Edit View Search Terminal Help 13 == 4) 09:56 1%
1s *.fa @ pmax.int, pmin, pmin.int, Position, rank, rbind, Reduce, re
o = o p.int,
library(Biostrings) rownames, sapply, setdiff, sort, table, tapply, union, unigq
fasta <- readDNAStringSe S ue, i i
hoge <- alphabetFrequenc L unlist, unsplit
obj <- is.element(colnam@is
colSums (hogly [ob] ] !) Loading required package: S4Vectors
i hape) Il Loading required package: stats4
fasta <- readDNAStringSe i Creatingla generic'function for ‘nchar’ from package ‘base’ in
hoge <- alphabetFrequenc package ‘S4Vectors
obj <- is.element(colnam =S lLoading required package: IRanges
colSums(hoge) [obj] 5 Loading required package: XVector
sum(hoge) > fasta <- readDNAStringSet("out cogfig.fa", format="fasta")
fasta <- readDNAStringSe > hoge <'_alphabetFrequenCY(faSta) Soms  pwace: g paes  min
hoge <- alphabetFrequenc =5 > obj <- 1s.elemen’;(colnames(hoge), CLMAY,: EY: MY MEY,. "N
obj <- is.element{colnam =8> colSums(hoge)[obj]
colSums (hoge ) [obj] @ A C G M N
=L L) =\J739836 469377 446806 742714 0
& @B)> sum(hoge)
w U [1] 2398733
—— >
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===

[ . B8 | O RETYSE | B0y hrts ) IS (DStep2E1TFER T 74 )L(out_scaffold.fa)

EANELTETLIEE, Soaffolding!Z
W21-2: ACGT AN R | i s i i sencimge o

. ;ﬁgwg“[wm o B T, 2] T scaffoldBS] NS 1A Y R D, I
ACGT. o alal ™ scatio =N = 7 sl
L7, T Il ELTIE. TR | 8 | e BleC comens)) & H A1 (A TE) THDEE S

ped File Edit View Search Terminal Help 13 = €) 10:01 {%
1s *.fa Creating a generic function for ‘nchar’ from package ‘base’ in
R -q _ _ package ‘S4Vectors’

library(Biostrings)

Loading required package: IRanges
Loading required package: XVector

fasta <- readDNAStringSe _ :
> fasta <- readDNAStringSet("out contig.fa", format="fasta")

hoge <- alphabetFrequenc

obj <- is.element(colnam > hoge <- alphabetFrequency(fasta)
EDlSUFﬂS(hGEE}[Gb]] > Ob] <- is_element(colnames(hoge)' C(llAll' IICII’ “G", "T", nNn))
sum(hoge) > colSums (hoge) [obj]

A C G T N
739836 469377 446806 742714 0
> sum(hoge)
[1] 2398733 =@~
> fasta <- readDNAStringSet("out scaffold.fa", format="fasta")
> hoge <- alphabetFrequency(fasta)
> obj <- is.element(colnames(hoge), c("A", "C", "G", "T", "N"))
> colSums (hoge) [obj]

A C G 1 N
729635 458119 440510 727306 491

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam
colSums (hoge)[obj]

sum{ hoge)

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam
colSums (hoge ) [obj]
sum{ hoge)

@@mmmﬂm@’

I\
-

> sum(hoge) ‘

[1] 2356061
>
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« &5 BFIBETZ=ES

| Eelopr . L7 2 ) 9

W21-2:ACGTAY]

o»

« ACGTH ok 2[W20-11]
FNENDA C. G T.NDHD b EE5R~T. A | Cscaffols

Z| DStep3ZETHER TI71 )L (out gapClosedfa)Z A&
LTETLEFE, Gap closingDEMNF T, ZDEBEES
[F@NAOEIZZz>TULVS, @FAIEE %12,356,019 bpL
LNSEUEIL . W20-7TDweaR U RS EoNEHERE

BIC. RICBMZFZEMRT S5 LETEHRLILGEFENDHS

sodohr, T —RELTIE. TERR | —f% | GCEE(GC od

ped File Edit View Search Terminal Help 13 =) 4) 10:03 {%
1ls *.ta A C G M N

R_—q i . 739836 469377 446806 742714 0

library(Biostrings) > sum(hoge)

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam
colSums (hoge)[obj]

sum( hoge)

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam
colSums (hoge)[obj]

sum{ hoge)

fasta <- readDNAStringSe
hoge <- alphabetFrequenc
obj <- is.element{colnam

Aug 03 2016, NGS/\V XAV EE S

[1] 2398733

>
>
>
>

729635 458119 440510 727306

>

[1] 2356061

fasta <- readDNAStringSet("out scaffold.fa",
hoge <- alphabetFrequency(fasta)
obj <- is.element(colnames(hoge),
colSums (hoge) [obj ]

A C G

format="fasta")

c(llAll' IICII’ IIGII' IITII' IINH))

T N
491

~0-

sum(hoge)

MDD OmME e

>

>
>
>

colSums(hoge)[obj] A C G ] N
sum(hoge) 729772 458211 440585 727451 0
> sum(hoge) ‘

[1] 2356019

fasta <- readDNAStringSet("out gapClosed.fa", format="fasta")
hoge <- alphabetFrequency(fasta)
obj <- is.element(colnames(hoge),

colSums (hoge) [obj ]

olPRF, ¥¢F, W%, Wi, WA

>

119




O . 27 | DAIRETEL | Bty T MDRDL T (F5[EIW-8)

W21-2:ROD#ET

v ACGTH7 .k 2[W20-11]

TNTNOA C G T.NDRD b #5f~T., Fd| CscaffoldiF NSV HBEAZN T 2D &% 5E
saL by, TLA L —RELTIE, TREHT | —f% | GCE E(GC contents) | F L -, EEESOD WS-8,

= L =

R -q : 2 File Edit View Search Terminal Help 13 = 4)) 10:06 L

library(Biostrings) y@\ 739836 469377 446806 742714 0

| > sum(hoge)
fasta <- readDNAStringSe [1] 2398733

h - alphabetF — :
DE?‘E; 1:212m$tﬁ2ﬁ2; E > fasta <- readDNAStringSet("out scaffold.fa", format="fasta")

colSums (hoge)[obij] M> hoge <- alphabetFrequency(fasta)

sum(hoge) 3 > obj <- is.element(colnames(hoge), c("A", "C", "G", "T", "N"))
" ) > colSums (hoge) [obj]

fasta <- readDNAStringSe A C G T N

obj <- is.element(colnam:

VEEE S W7 CEH T EO LA . 729635 458119 440510 727306 491

colSums (hoge)[ob3] > sum(hoge)
sum(hoge) == [1] 2356061

é > fasta <- readDNAStringSet("out gapClosed.fa", format="fasta")
fasta <- readDMNAStringSe hoge > alphabetFrequency(fasta)

obj <- is.element(colnam

>
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L] . 28 DAARETes 20—yt DS IFZOHI-YDEELTLNS,

W3-1:FASTQH V2 BA—FK | “siatioresning.
. c QFRZEZDFEFRERITINIE
PachioT T ADRE weet[EEITENAZLVA, KEFE
‘WEI:DRRD&FASTQ?TﬂL»’E?TL’D—F 7t A TDDBJIZHR R Z AV IF7ELY
weetS T T -gF DI Tk PiEEE JER T, URLIESRANSIC DL 11, E#EeEws-2{ K5[Z. ~/Desktop/backup LIZ&H
cd ~/Documents 677’()LO):E_(:LT<T53L\

pwd

mkdir DRR854113
cd DRR@54113
pd

#uwget -cq ftp://ftp.ddbj.nig.ac.jp/ddbj_database/dra/fastq/DRABBZ /DRARB26453/DRX822185/DRR@54113.fastq.bz2
cp ~/Desktop/backup/DRR@54113.fastq.bz2

1s -1
1= -1h

» W3-2: FastQC (ver. 0.11. 45T
FastQC ver. 0.11.413. BE4[OWo- 2T A — L. fastge2& 3O F T 2Rl TLvE,

cd ~/Documents/DRRB54113

pwd

1s -1

fastqc2 -v

fastqc2 -q DRRB54113.fastqg.bz2 --outdir=/home/iu/Desktop/mac_share
1s -1 ~/Desktop/mac_share

» W3-3: fEAE Bih &
DER054113 fastgc. html

» W3-4: BoRE SR
DER054113 fastqc html
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 F#F | OFIBEY=EE | 2700 T ) - T

2ZFY . 1) /Documents/DRR054113

> . DER 7 E VEDIFES
W3-1: FASTOA 72 O —h pueiitecian. coses.

File Edit View Search Terminal Help

DT AL ERRITFERTIZITUN, 35
ENT-5MTIEESE

& !

iu@bielinux[iu] cd ~/Documents [
Hiu@bielinux[Documents] pwd

/home/iu/Documents

iu@bielinux[Documents] mkdir DRR054113 [12:324 %% ]

iu@bielinux[Documents] cd DRR054113 [12:324 %% ]

iu@bielinux[DRRO54113] pwd [12:324 %]

Xl /home/1iu/Documents/DRR054113

iu@bielinux[DRRO54113] wget -cq ftp://ftp.ddbj.nig.ac.jp/ddbj d
atabase/dra/fastq/DRA00G2/DRA002643/DRX022185/DRR054113. fastq.bz
2

iu@bielinux[DRR054113] 1s -1 [12:324 % ]
total 2340

-rw-rw-r-- 1 1u iu 2392259 38 22 12:32 DRR054113.fastq.bz2
iu@bielinux[DRRO54113] 1s -1lh [12:334 %]
total 2.3M

-rw-rw-r-- 1 iu iu 2.3M 38 22 12:32 DRR054113.fastq.bz2
iu@bielinux[DRRO54113] | [12:334 % ]
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] B3 | OEIEBREYSE | Bm0 S —F T T (DFastQC ver. 0.11.41%. 4EWI-2TA 2 RAr—)LL

W?} 2 ] I: t C . fastqc2& VDA R T/NRZELTLVS, @FastQC
= . a.S #=FETL. EHITAILHF(/Desktop/mac_share)|Z{RTF

File EditView earch Termina Hel L,'C[,\%) @77/{}[;0)6&,%\0 tl":J:’.)—C‘j:ﬁﬂo):E)o)
b Jiu@bielinux[DRR054113] pw & 3 N=E- \ diSEEN AR
G P . HRZB5EHHD. RIEBEDN R Z TN IXREELL

iu@bielinux[DRR054113] 1s -1 [12:354 % ]

total 2340

-rw-rw-r-- 1 1iu iu 2392259 38 22 12:32 DRR054113.fastq.bz2

iu@bielinux[DRRO54113] fastqc2 -v [12:354 % ]

FastQC v0.11.4

iu@bielinux[DRR054113] fastqc2 -q DRRO54113.fastq.bz2 --outdir=
/home/iu/Desktop/mac share

iu@bielinux[DRRO54113] 1s -1 ~/Desktop/mac share [12:354 %]

total 751

-rwxrwxrwx 1 iu iu 392406 38 22 12:35 }
-rwxrwxrwx 1 iu iu 375781 38 22 12:35

iu@bielinux[DRRO54113] |} [12:354 %]

=i%]

w

R
i
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L] . 23 | DA BETeE B0y o

OEBIAIFITREFTHILET, ELVENT:
RRAROS(Z M 1F & Windows)_E T@FastQC

RITHRERI7AILZBROHLENTES

W3-3: R ZBED S

-

- |

@FastQC Report

shere Summary

- —— @:‘-:«.—.-— - @Basic Statistics

= Par base sequence aualit
0, s =hare » v | 42 O Sr5A8e Sequence Quality

Par sequence quality scores
gs . HS » w v [ © O ’

29 o O:;ur__'-sz;_::\: uerce content
i Pay ca ance G content
&' DRROS4113_fastgchtm| ¥ Ear sequance GO contant
DRRO54113_fastqc.2ip 3 Bir hana- N contan

rce Langth Distnbution

s
@ Sequencs Diggbcation | avels

Quemeprasentad sequances

7~
o Adapter Content

Produced by FastQC (version 0.114)

& | C:¥UsersskadotasDesktop¥share¥DRROS4112_fastge.hemi

Filename
File type

Ercoding

Total Sea

Seaquences flagzed as poor auality 0
Sequence |ength $23-8076

20

@ D Emer Contant QPer base sequence quality

i=) i |

P~ @ | @ DRRO54113.fastg.bz2 Fa i

Mer 2016
DRRUGA113 fasty be?

ORRO54113. fastq.bz2
Conwvent ional base calls
Sanger / [lHumira 1.9

ENCES 815

Quality scores across all bases (Sanger / Slurina 1.9 encading)

L BT T

Blc[=[Jem ¢ 9[a[RIT[E

= [l e Oy
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O . B OFIEETes | BO0 0ty FastQCEITIHER D AR X F4EWSEE

W3-3: FEREBRDD |74 oi—rmisors, srnsis

@FastQC Report 923-8076 bpDEHEHTHA LML H NS

Summary

@Basic Statistics @Basic Statistics

@Per hase senuence gquality

Filename ORRE054113. fastq.bz?
@Persequence quality scores File tvpe Convent ional baze cal
€D 2er base senuence content Encoding Sanseg/ 1l lumina 1.9
Per seguence GC content Total Sequences q15
@Per base M content Sequences flagged as poor qual ity 0
Seguence Length Distribution Sequence |length 423-8076
@Seuuence Duplication Levels w0 38
Ovenepresented sequences
@Adagter Content
Kmer Content @Per base sequence quality
Quality scores across all bases (Sanger / lllumina 1.8 encoding)
20
78

78
74

|
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 E3  BEiBETsE | 200 U T Tl

W3-3: F5RZBkD S

QFastQC Report

Summary @Per base sequence quality

@Basic Statistics
@Per bhaze sequence guality
@Per senuence gquality scores

@Per hase sequence content

Quality sc
20

Fer sequence G0 content

@Per base M content

sequence Length Distribution

@Seq uence Duplication Levels

Overrepresented senuences

@Adagter Content

Eamer Content

DPer base sequence quality, Z 0 B D #it & (&
DANTAROAT . QFRDRAAT20%EBZTLVS
MESIHMLDDERE, lllumina HiSeq2000 (4
[EIW8)+>MiSeq (E6EIWA) EIZIERIAELLS,
FE7EIW6TIXEEB L TLVSHY, PacBioD AR
Ry KYE2EBGEIF) 740G COEH
(X, IREBKHTULNBDI15—FIXIAT4T4)L
) TEEZRSTZ—FIZREL TS5

]
/

It

2T

w R RE R

1234538789 400-399 1400-1389 2400-2599 3400-3599 4400-43099 3400-3598 6400-6589 7400-7389

Position in read (bp}
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L] . B3 | DAILEETet B0 5 —Fr T

W3-3: F5RZBkD S

@FastQC Report

Summary

@Basic Statistics

@Per bhaze sequence guality

@Per senuence gquality scores

@Per hase sequence content

Fer sequence G0 content

@Per base M content

sequence Length Distribution

@Seq uence Duplication Levels

Overrepresented senuences

@Adagter Content

Eamer Content

@Per base sequence quality

DtEE D) —F 7R 32534000 bpéH 1=\
THEEBOMBENGEOTLNS, COERIE
. 4000 bpl LD —FWD#Ef-hinizLR
nind, TnIEZQnERS|& 5 % (Sequence
Length Distribution) CHHEZETE5

Quality scores across all bases (Sanger / lllumina 1.9 encoding)

]

/

U

1311
18

14
1211
10

M

1234538789 400-399 1400-1389 2400-2599 3400-3599 4400-43099 3400-3598 6400-6589 7400-7389

Position in read (bp}

Aug 03 2016, NGS/\> XA VEEE 4

142




N . &5 | DAIBETeE | 2000 ot D& 5K % % (Sequence Length

Distribution), @ =D &H71=-Y THEE D Ht1E
W3'4 : @E EIJ ﬁﬁ\?ﬁ bs‘c;réééoguéw'& HBFHC201—F M

@FastQC Report

Summary

@Basic Statistics

@Per base senuence guality

@Per senquence guality scores

@Per base sequence content

Per sequence GO content

@Per hase M content

Seguence | ength Distrbution

@Seu usnce Duplication | ewvels

Overrenresented sequences

@Adagter Content

Emer Content

HEOHEODHEEDBRELZD=5D

Sequence Length Distribution

a0

70

G0

a0

40

30

20

10

%00-999

Distribution of sequence lengths over all sequences

Seguence Length

L Y

—
1600-1798 2400-2399 3200-3389 4000-4199 4300-4998 3600-3799 6400-659% 7200-738% 8000-8077

Sequence Length (bp)
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m Wi2: BB RI(ZEKDBTAILAY) ST (PythonD BT S LDOFA)
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m DDBJ Pipeline CHGAPZZE1T
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L] . B3 | DAILEETet B0 5 —Fr T

NGS:ESFE7[B0...

QBRIEZDH=Y. RDRASARIERD) >
H5%TTA EARMIZaTURITEAAE Y
LM E U O%ICTIOERET 2. RTAF

ROIEEE S FHT

(last modified 2016/06/03, since 2011)

ZRRDBHEFTEN RYLT VB DE

~NGS. RNA-seq. ' /i, b5 OYFb— b, ERAL FRFH. #EH €3 ELDTOEID L AEEEE DD, F

DG EIFXRATAFZBROGENoDITT—/\>

« 3 | HFIBEF = | Eshr v Tk, vl Ll

ol RAUVNZHIYER AV AR—ILIZERBILTE

ELl+=+ rnd1gin

s {40 =8| EETE EE—

s (0| =8| EED Ei@"&ﬁ@ﬁﬂ I._fii (last m-:rd1f1e~d 2014/07/17)

What's new? o B OFIEIEYSE | HeOlr LT 7 (last mflied 2| Y A B A R Y < Y AN (=
ccovzIN-. 38 BApETss | mon s U—t 7t @ med TORICEELGEVKIGRAICLTET
J—VTFRELER « (40| =88 | S8 L1 0ITF H (last modified 2014/0
E(Windows2015

A0 | —fE | EEO

 [R1EPDF

NI E ey i?l E$#ﬁﬁ$’“ﬁ|%7lﬁlﬂ,f?') K7t
B3 BT EI09TY . Linnkd7 2 FO U243 FICHiEBPitET T,

R

Linux17>-F

s _ant-rarhe ()5

SRA Toolkit (ver. 2.5.7) D12 —IL-&HIH

» W4-1: SEA Toolkst

20163 22 HIRTE.Ner. 2.5. 70 Rl
= weet$|FHEFD I+ 2 - 7 URLIESE
= SRA Toolkit Documentation
= Installation and Configuration Guide

» W4-2: apt-cache

lapt-cache -nsearch 7 —F | TEED & -0 —F ZEL VI D7 VAT,

A Fiavld, e -V DA FETIELEVSIER, —names-only TH L v

cd ~/Documents/DRRA5S4A113

pd
apt-cache -n search SREA
apt-cache -n search SRA | wc
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] . B3 OAIRETeE 20 )Lyt D2016FE3 A 22 HIRE D FhiR(Lver. 25.7, @70
4 1 . SRA T Ikt 95 LIFOSHIEFAC LICHE SN TLVS, Bio-Linux
L. OOIKI DEKRIFZUbuntuZD TR, FE/IZDL\TIhELE

& M. EFE 1IEI%E1§E' @@'JJO?&?&‘&@Z?{P

5, - P . - P r - .
|¢-j http://www.ncbi.nlm.nih.gov/ Traces/sra/sra.cgi?view=software O - || = Downioad © Soieware & | |

— NCB| Sitemap All databases

i Sequence Read Archive

Troce BLAST

(oL ILET- W Toolkit Documentation XML Schema

SRA Toolkit

For Toolkit documentation click here.
1.

~0-

CBI SRA Toolkit latest release (Wecember 23 2015, version 2.5.7 release) compiled binaries and md5 checksums -

CentOS5 Linux 64 bit architecture
Ubuntu Linux 64 bit architecture

* WMacOS 64 bit architecture

*« M5 Windows 64 bit architecture
+ vdb-view Windows Installer i1s a spreadsheet-like browser for viewing SRA and vdb objects - Windows only

2. NCBI Decryption Tools latest release binaries and md5 checksums -

Cent0S Linux 64 bit architecture
CentO5 Linux 32 bit architecture
Ubuntu Linux 64 bit architecture
Ubuntu Linux 32 bit architecture
MacOS 64 bit architecture
MacOS5 32 bit architecture

MS Windows 64 bit architecture
MS Windows 32 bit architecture

3. Latest Source Code:

1. NG5S Software Development Kit — November 24 2015, version 1.2.3 release
2. NCBI VDB Software Development Kit — December 23 2015, version 2.5.7 release
3. NCBI SRA Toolkit — December 23 2015, version 2.5.7 release
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« H3E | BFIBEEY=E

| E7op T —Fr T

4-1:SRA Toolkit

-

e':_f | 2 http://www.ncbi.nlm.nih.gov/ Traces/sra,/sra.cgi?view=toolkit_doc O ~ ¢ ‘E

Site map  All databases

— NCBI
In Sequence Read Archive

LT GERN Toolkit Documentation Pl EEH (= E

dbGaP, and ADSP data

Main

SRA Toolkit Documentation

SRA Toolkit Installation and
Protected Data Usage Guide
Frequently Used Tools:
|fastg-dump: Convert SRA data into fastq format |

onfiguration Guide

prefetch: Allows command-line downloading of 5

sam-dump” Convert SRA data to sam format

sra-pileup: Generate pileup statistics on aligned SRA data

vdb-config: Display and modify VDB configuration information

vdb-decrypt: Decrypt non-5SRA dbGaP data ("phenotype data™)
Additional Tools:

abi-dump: Convert SRA data into ABI format (csfasta / qual)

illumina-dump: Convert SRA data into lllumina native formats (gseq, etc.)
sfi-dump: Convert SRA data to sff format

sra-stat: Generate statistics about SRA data (quality distribution, etc.}
vdb-dump: Qutput the native VDB format of SRA data.

vdb-encrypt: Encrypt non-5RA dbGaP data ("phenotype data")

vih validate Validate the intennty nf dowwnlnaded SR A data

Trace BLAST

DB M Dfastg-dump7 BT S LIEZ. D&L{EHNn
5 — L EE(Frequently Used Tools) D E# L&
9 B, fastg-dumpZF| AL =L A =82, SRA

Toolkitz A A— LT HEMIFEAETHAD,
EXMIZIZ@®ESEIZAV AN —ILT D, V)Y
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] . 28 OAIBETeE 200 Fr oo Dwget Ttar.gzx X o>A—KkL., QffET

: BRYADRINTWLNSH - AELEDTE
W4-1 : SRA TOOlklt 4[E]W4-5, W_]1_3—5, W14, W15’C°ﬁ’=’|:’|ﬁtf:r "

SRA Toolkit Installation and Configuration Guide | sudo apt—get install /27~ 7% | CTSRA

Table of Contents

ToolkitD AV AR—ILZEFTHOY A ZIRIE

1. Downloading and installing the SRA Toolkit
2. Testing the Toolkit configuration

3. Configuring the Toolkit

4. Links and help documents

Contact: sra-tools@nchi.nlm nih.gov

The following guide will outline the download, installation, and configuration of the SRA Toolkit. Detailed information regarding the
usage of individual tools in the SRA Toolkit can be found on the tool-specific documentation pages.

The NCBI SRA Toolkit enables reading ("dumping”) of sequencing files from the SRA database and writing ("loading”) files into

the _sra format (Note that this is not required for submission). The Toolkit source code is provided in the form of the SRA SDK, and
may be compiled with GCC. However, pre-built software executables are available for Linux, Windows, and Mac OS X, and we highly
recommend using these pre-built executables whenever possible.

Downloading and installing the SRA Toolkit
Download the Toolkit from the SRA website

1. If you are using a web browser, the following page contains download links to the most current version of the toolkit for each of
the supported platforms: SRA Toolkit download page: //'www _ncbi_nlm.nih gov/Traces/sra/?view=software

2. If you are instead working from a command line interface, you may use FTP or wget to obtain the software from the following
directory: "//ftp-trace.ncbi.nim.nih.gov/sra/sdk/current”. Example:

Li)

‘:;e: //ftp-trace.ncbi.nlm.nih.gov/sra/sdk/current/sratocolkit.current-centos linuxé4.tar.gz
Unpack the Toolkit:

1. For Linux, use tar:
tar -xzf sratoolkit.current-centos linux64.tar.gz

Te]
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[ . B3 OrimTes 2mnos -ty BB sudo apt-get install /7~ 01 74 | TIEES A%
_ BIZHEIY =Ly ' XY A Tapt-cache —n search +—7—/]
WA-2 : apt-CaChe cesnx—o—rzatyotsrrasxtryit

File Edit View Search Terminal Help 5, __TlZ. @SRAEEL\yjl‘WI-?%%UZI‘?‘Jj

y fiu@bielinux[DRRO54113] pwd A © — VS EM \

| I /home/iu/Documents/DRRO54113 @ﬁkbb /b T, sratoolitiZELNICEADAS
iu@bielinux[DRRO54113] apt-cache -n search SRA [ 8:1654 %]

libsratom-0-0 - library for serialising LV2 atoms to/from Turtle

libsratom-dev - library for serialising LV2 atoms to/from Turtle
- development files

libsratom-doc - library for serialising LV2 atoms to/from Turtle
- documentation

sra-toolkit - utilities for the NCBI Sequence Read Archive |

sra-toolkit-libs-dev - Development files for the NCBI SRA To§lki

t's libraries

sra-toolkit-1ibs0® - Libraries for the SRA Toolkit

iu@bielinux[DRRO54113] | [ 8:16 %]

2
C
s
&
B
b

1,
‘ﬁ
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[ . 28 OriRETes 2o —treoou | | BFEIF. Q) Napt-cache —n search SRA IEITHEEEL
. T.IIMNXFEDsraZ 8LV INIDITEZELI)ANTYTE
WA4-2 :apt-CaCche |nkcems. o iz, kxscihss s

File Edit View Search Terminal Help :E)gt_‘)%f:bb\b\wf:‘”%a&igj'éo gsf:s @r | we |
iu@bielinux[DRR054113] pwd =] - N Sy f- 2R
/home/iu/Documents/DRRO54113 %J_}JDT%) &-ts /7"@17%7{) 61@7&971&:1&. i
iu@bielinux[DRR054113] apt-cache -n search SRA [ 8:165 %]

libsratom-0-0 - library for serialising LV2 atoms to/from Turtle

libsratom-dev - library for serialising LV2 atoms to/from Turtle
- development files

libsratom-doc - library for serialising LV2 atoms to/from Turtle
- documentation

sra-toolkit - utilities for the NCBI Sequence Read Archive

sra-toolkit-libs-dev - Development files for the NCBI SRA Toolki

t's libraries

sra-toolkit-1ibs0@ - Libraries for the SRA Toolkit

iu@bielinux[DRRO54113] apt-cache -n search SRA | wc [ 8:164# ]

6 58 418
iu@bielinux[DRR0O54113] [ 8:294 %]

"
&
2
F
A
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L] . 23 | DA BETeE B0y o

(Dl'sudo apt—get install sra—toolkit |, rootd /N X —F
ZEMNI=DITERAL (HEEFIEEY F=&pass1409)

1y = 4) 20:45 {4

/home/iu/Documents/DRR054113
iu@bielinux[DRRO54113] sudo apt-get install sra-toolkit

E [sudo] password for iu:

4

[ 8:4154 %]
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] . 25 OrimETes 2moo5-—rrt| 1DDo you want to continue?EEMNNDD T, yvo 1 F1FE
W4 3 ] t t MW f=<% L5 & L. Isudo apt—get —v install sra—toolkit |
-o . adpt-ge LA T EFTEIFE L (EAEWI5-1)

13 =) <) 20:48

AThe following packages were automatically installed and are no 1
onger required:
E linux-headers-3.13.0-55 linux-headers-3.13.0-55-generic
» linux-headers-3.13.0-68 linux-headers-3.13.0-68-generic
3 linux-headers-3.13.0-71 linux-headers-3.13.0-71-generic
ifj linux-image-3.13.0-55-generic linux-image-3.13.0-68-generic
linux-image-3.13.0-71-generic linux-image-extra-3.13.0-55-gene

l@\ Reading state information... Done

ric
. linux-image-extra-3.13.0-68-generic linux-image-extra-3.13.0-7

== 1-generic
é Use 'apt-get autoremove' to remove them.
The following extra packages will be installed:

0 upgraded, 2 newly installed, 0 to remove and 138 not upgrade

N\ sra-toolkit-1ibs0O
&= MThe following NEW packages will be installed: {i
Need to get 2,311 kB of archives. -

sra-toolkit sra-toolkit-1ibs0

A After this operation, 6,065 kB of additional disk space will be
%Eji*used.
== Do you want to continue? [Y/n] y
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L] . 23 | DA BETeE B0y o

Do you want to continue? [Y/n] y
Get:1 http://jp.archive.ubuntu.com/ubul =
oolkit-1ibs® amd64 2.1.7a-1lubuntu2 [924 7]
Get:2 http://jp.archive.ubuntu.com/ubul
oolkit amd64 2.1.7a-1lubuntu2 [1,387 kB
#Fetched 2,311 kB in 0s (5,838 kB/s)

Selecting previously unselected packags
(Reading database ... 439956 files and

DAV AR—ILEETZDIREE, 2016506 H19H 2
K[OWNZEEL T FTREBADECDEDRATAR
FERONIETHMBH, N—T 30 BHGYELY,
20164F7 B 2 FFH DR FEPDF Tldapt-get® F &
ZHERLTLDD, “RFTHR"ZA 2 A—)LLT=LN5
BlE. Twget URL1GETOT S LDIN—230%H
N TIRELGYRYIRZ DSFERTOYELLD, SRA
Toolkitld =M apt-getDFHFEE SHEEDFEDITT
LG o=, It o> NTTCLEEEES
Y. TSHWNSTEEH MR EDITRIFIENSTE
BREROENTE, LWANWADEDIEIKRE

talled.) (
Preparing to unpack .../sra-toolkit-1ibs0® 2.1.7a-1lubuntu2 amd64.
deb ...
Unpacking sra-toolkit-1ibs@ (2.1.7a-1lubuntu2) ... @
Selecting previously unselected package sra-toolkit.
Preparing to unpack .../sra-toolkit 2.1.7a-lubuntu2 amd64.deb ..
Unpacking sra-toolkit (2.1.7a-1lubuntu2) ...
Setting up sra-toolkit-1ibs0 (2.1.7a-1ubuntu2) ...
Setting up sra-toolkit (2.1.7a-lubuntu2) ...
SMProcessing triggers for libc-bin (2.19-OGubuntu6.7) ...
iu@bielinux[DRRO54113] |} [ 8:484 %]
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] . 255 DA ETe  B/on 5 —fr oo DA A—ILYEZ (LT /Documents/DRR054113 |

W4 4 ] ﬁ%zg TITo7=H. lsudo apt-get install /7,71 74 |
=4 . HEE Qits TRIGEIF. BERMIZEDEETALIMN) ETE
File Edit View earch Termina Hel KWV, DA A— L2 1Z. fastg-dumpZ{E FA AT BE,
iu@bielinux[DRR054113] pw ? - \
§/home/iu/Documents/DRRO54113 Q/IRBBISBSN TS
iu@bielinux[DRR054113] fastq-dump [12:31F & ]
Usage:

fastq-dump [options] [ -A ] <accession>
fastq-dump [options] <path [path...]>

Use option --help for more information

fastg-dump : 2.1.7

iu@bielinux[DRR0O54113] where fastq-dump [12:314 %]
/usr/bin/fastq-dump
iu@bielinux[DRR054113] [12:314 %]

DB ™D O m
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« H3E | BFIBEEY=E

Gl [sudo apt—get install sra—toolkit | CHEZE

W4-5: /XX HNED-TLYS

AAR—=ILETLI=HEIX. W4—4—c--T<l,
=& RZEBLELST-IRRE, TN

SRA Toolkit Installation and Configuration Guide’

Table of Contents

1. Downloading and installing the SRA Toolkit

Z(DSRA Toolkit Installation and
Configuration Guide D . @/ \XIZEHT

2. Testing the Toolkit configuration

HEFEESE. K[UICLETHLL

3. Configuring the Toolkit

4. Links and help documents

Contact: sra-fcols@ncbi.nlm.nih.qov

The following guide will o
usage of individual tools |

The NCBI SRA Toolkit en
the _sra format (Note that
may be compiled with GC
recommend using these g

Downloading and i

Download the Toolkit from

1. Ifyou are usingaw
the supported platfo

2. Ifyou are instead w

Unpack the Toolkit:
1. For Linux, use tar:

tar -x=zf _linuxé4.tar.gz

2. For Mac OS X, double-click on the .tar.gz file and the Archive Utility will unpack it. Alternatively, command-line tar will
also work (see Linux example, above).

3. For Windows, either use an archiving and compression utility (e.g., Winzip, 7-Zip, etc.), or simply double-click on
the zip file and drag the 'sratoolkit...' folder to the preferred install location.

dwectory "Iiftp-tracy

"//ftp-trd

Unpack the Toolkit:

1. For Linux, use tar:
tar -xzf sr

MNote: For most users, the Toolkit functions (fastg-dump, sam-dump, etc.) will not be located in their PATH environmental

variable This may require providing directory information about the location of the Toolkit. See the below examples for how
‘fastq-dump’ would be called in different circumstances:

L4

* ~/ [user name] /s lkit/fastg-dump

YES: The Toolkit "bin” dwea:tory has been placed in the user-specified directory "sra-toolkit"

= . /fastg-dump
YES: The Toolkit components are the in the current working directory

* fastg—dump
NO: If the toolkit location i1s not specified in your $PATH variable, then the OS5 cannot locate the fastg-dump program,

even If it is in the current directory. NOTE: Windows users should be able to enter only "fastg-dump exe” if you have
navigated to the Toolkit "bin" directory.
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m Wil: 5/ LY A XHFE (KmerGenieD A AR—JLEFIR)
O A2 AR—JL. single—end TTEIT ($GER DAZER) | paired—end TEIT FGR D AEER)
m Wi2: BB RI(ZEKDBTAILAY) ST (PythonD BT S LDOFA)

m DDBJ Pipeline (W13MSWI1TETIKIZIZEBR)

0 W18:k=131TMDVelvetE{THE R D EHT

0 W19:PlatanusDE4T. W20: $ER DT W21 : ACGTHO U B R T LD HIRLEE #2HT)
m O291)—K(PacBio)T—42&/YHDB

0 W2: PacBioAET—4(Ebax.h5H ., A HDBIEsraftz X EFASTQRZ R

O W3:2DB (DRA)YDFASTQI7 74 )L%E A 1EL TFastQC

[0 W4:NCBI SRA (SRA)HVE# T HSRA ToolkitdD 1 A+—JL
1 W5: F|(sra > fastg~NDZEHL), W6:FastQC

m DDBJ Pipeline CTHGAPZZE1T

[0 W7:DDBJ PipelinelZf#TLT=LA\ET—2 T 71 J)L(baxhb)ZE7v7A—K
0 W8:DDBJ Pipeline CHGAPEE1T
0 WO:HGAP7 LU JJ§ERZBH S
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] . 2% | DA ETe | 200 —frt CIFFAD T RMRD A TRk BT (5f

= - 1= /4 — | ML ETIEY T T EHPDF) , Dsrad7 AL
W5'6 ) 71_)1/ I\T%1T Z# A EL Trastg-dumpZEITT &, @

File Edit View Search Terminal Help fastqj-y/f)[,;fﬁf[%'c%héo I)_P*ﬂ'I%*E'i\

(homg/lq/Documents/DRR054113 BZEOHBDTEDHI B, @fastgd7AIL

iu@bielinux[DRRO54113] 1s D 365352001 WA B 1 — K 4 (

dDRRO54113 DRA.fastq.bz2 DRRO54113.fastq T : Gdan :

DRRO54113 DRA.fastq.gz DRRO54113.sra 653,520/4 = 163,3801&) &[ELC, DRALTHR

iu@bielinux[DRRO54113] rm -f *.fastq LNAEE(163,482!1)—k :W2-5) L& TFE

iu@bielinux[DRRO54113] 1ls -1 £ 23 g
total 1389816 T AHIEA XA

-rw-rw-r-- 1 iu iu 2392259 38 22 12:32 DRR054113 DRA.fastq.bz2
-rw-rw-r-- 1 iu iu 2720482 38 22 12:38 DRR054113 DRA.fastq.gz
-rw-rw-r-- 1 iu iu 1418046334 3H 22 15:23 DRRO54M13.sra
iu@bielinux[DRR054113] fastq-dump ./DRRO54113.sra [ 5:14 %]
Written 163380 spots for ./DRR054113.sra

Written 163380 spots total

iu@bielipﬁ&msun] s =1 [ 5:154 %]
total 210
-rw-rw-r-- 1 iu iu 2392259 38 22 12:32 DRR054113 DRA.fastq.bz2

-rw-rw-r-- 1 iu iu 2720482 3F 22 12:38 DRR0O54113 DRA.fastq.gz
-rw-rw-r-- 1 iu iu 730238332 38 23 17:15 DRR054113.fastq

D DD D Joe

m
3]

ey - rw-rw-r-- 1 iu iu 1418046334 3H 22 15:23 DRR054113.sra
= iu@bielinux[DRR054113] wc DRR054113.fastq [ 5:154%# ]
) 653520 980280 730238332 DRRO54113.fastq
gl 1u@bielinux [DRRO54113] i [ 5:194 %]
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O . B8 OrIBETes 2000ty FastQCEITHR ., DA AL, STFZFE DgziplE

EI7AIL, @)—K%11%163,380,. QEFIE (L
W6'3 : %ﬁ%% EJIS&) é 1{?6—7278874 bpDEFHTHH_ENHLMD

: Thu 24 Mar 2016
@FastQC Report DRROS4113 fasta.gz

Summary
@gagic Statis tice @ Basic Statistics
Farh li m
@ e base seduence gquality FI |ename DRRU54_I 13 fagtq. -

@ Per sequence guality scores

File tvpe Corwvent ional base caVls
Per base sequence content Ercoding Sanzer /41l lumina 1.9
@Per sequence GO0 content Total Sequences 162240
@Per hase M content Sequences Tlagzed as poor quality 0
sequence Length Distribution sequence |ength 116-23874
@Seuuence Duplication Levels el 44

@ Querrepresented sequences

@ﬂﬁdamter Content
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] - B GFIBEEEE | 2008 ) T (DPer base sequence quality, D X D #iEEh (>

W6-3: F5 R A BRI B2 et ot

@FastQC Report 1 BFASTQI 74 )L DFastQCEITHER (W3-3) &
o | ERTBESAIEE S TN BRI S, &
Summary Per base sequence quality AT X7 (L. EHTH 055*5]%

JUENTY SCOTES acfoss ol Dases Toanger 7 MU 1.9 encoarg]
@Basic Statistics
34
@Per baze sequence quality 32
@Per sequence guality scores a0
Per base seguence content 28
@Per sequence GC content 26
24
@Per bazse M content
o ) 22
Sequence Length Distribution
W
@Seuuence Cuplication Levels 15
@Over’represented sequences 15
@Adagter Content 14 IIII
10
A A O o o |
5]
4 11
2 u II
LI
0

1234356789 12001998 4500-499% 7300-7999 10500-10899 14000-14489 17300-17999 21000-21495 243500-2499%9 28000-28498
Position in read (bp)

Aug 03 2016, NGS/\> XA EE S 159




] . B8 OAIBETeE 20 ) ot IBEREIIRERE(IT—R)MIF)T4X

W6 4 RT _I_E_ OF7%RTEHET S, DIT—FI13DESE R
- 07886L73HN T, RFEDARYIEY TRID
: ' s B = ) 1656 %
b Jiu@bielinux[DRRO54113] R - [ 4:325% ]
a -10*10gl10(0.01) #I7 EISQD EEDI7AVFT4« X7
: [1] 20
> -10%10g10(0.10) $TS—R1SDEZDVFUF 4 AT
[1] 16
3 > -10%10gl0(0.13) ALS—KIODEEDVAUFT« AT

> (g(save="no")

i iu@bielinux[DRRO54113] |} [ 4:335 %]
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O . 2% | DA RETSE 2O ) ) rtJ ) DN HT-Y T, @FastQCEITHE R Dhtml

[2HHD T, LoKYBkDHT=LN

W6 ‘j: 77’()[/[31;: Z N ' f
ErIEZESF ., ~/Desktop/backuplZEHYET

PacBioT — 20 &2

« W6-1: Fast C0.11.49)3ET
FastQC ver. 0.11.413, F4OWo-2T Ak — L. fastge2&WvEO7 AF THAFRLTLE,

cd ~/Documents/DRRAS4A113

pwd

1s -1

fastqc2 -v

fastqc2 -g DRR@54113.fastg.gz
1s -1

» W6-2: ealL TIEE
HHF 7+ 4 (~Desktop/mac_share) )l CW3-2T fEREL7Z [ 77 ILBDHD DV FET &, D7z
th, mva7 o F TEFI# ) H (~Desktop'mac_share)| CFEENS = 2EIC. (1633801 —Fhafia 77
IWDERSNIEET) FATIBISBNL TS, ap? T ILIIEERICTRECIIS S
i, —IEERF RS TS,

pid

1ls -1 *fastgc*

ls -1 ~/Desktop/mac_share

myv DRE@54113 fastgc.html ~/Desktop/mac_share/DRRE54113 _fastgc.html
myv DRE@54113 fastgc.zip ~/Desktop/mac_share/DRRB54113 _fastgc.zip
1ls -1 ~/Desktop/mac_share

« W6-3: 5 Bkeh
DER054113 163380 fastgc html
» W6-4:RTEH
1B EEC R EREN8T%( IS —E 10D FD I ) F 4 20714 8.86,

R -q

-18*logl®( ) $T S IO F0IFYF 427
-18*logle( ) TS —FlexO EF0I94 )T 4237
-18*logle( ) TS —FE13O IO T4 237
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- _
Contents
m Wi1: 5/ LY A XHTE (KmerGenieD A A—)LEFIA)
O 42 RAL—JL, single—end CEIT (FER DEER) . paired-end TRIT (R DAEER)
m Wi12:B25|RIZKST1ILA) T (PythonT BT S LDFIF)

m DDBJ Pipeline (W13MSWI1TETIKIZIZEBR)
0 W18:k=131TMDVelvetE1THE R D ZHT
0 W19:PlatanusDE4T. W20: $ER DT W21 : ACGTHO U B R T LD HIRLEE #2HT)
m O251)—K(PacBio)T—%& 4N HDB
0 W2: PacBioAET—4(Ebax.h5H ., A HDBIEsraftz X EFASTQRZ R
0O W3:2AH#DB (DRA)YDFASTQIZ7A)LE A 71&LTFastQC
0 W4:NCBI SRA (SRA)AVEZ {9 HSRA ToolkitdD 1 Ak—JL
O W5: F|FH(.sra > fastg~NDZEHL), W6:FastQC
m DDBJ Pipeline CHGAPZZE1T
1 W7:DDBJ Pipelinel Zf@fTL1=W\\ET—2T 74 JL(baxh5)ZE7vI7O—K
"1 W8:DDBJ Pipeline THGAPZ £ 1T
0 WO:HGAP7 2 J)iERZBD S
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W2-7:bax.h5774)L

 F#F | OFIBEY=EE | 2700 T ) - T

PacBioD 271 LA ET — 2FHD 152

Wi-1:

o

=
:
[
|I—|| [5]

b3 b3 b
bt o

= = =
1
oL

HE50Y, DDBJ Pipeline £ TlE. PacBio
FA®D de novo7 2 JV)HETAT S L
HGAPZF| Al RE, LA L. DHGAPIE
bax.h5 77 A ILDH LM ZIFFIF7ELN

PacificBiosciences™ YouTube™ -
Introduction to SMET Sequencing
Single Molecule Eeal Time Sequencing

: PacBioT — 2B X PODRR DA KRN 711 5)

DRER.024500: Tauzawa et al.. BMC Genomucs, 2015

:DER024501 -= DEPO02401 = DEX022185
:DER024501 = DEAQJD2643
:PacBioT — 2% E]

DERO034113
DERD34114
DERO034115
DRRO54116

= PacBio -= DevNet -= SMET Analysis

: SMRT Portal(PacBioiS D HGAPS S 18RI T+ = 7 B D SFF \

SMRT Analvsis 2.3F T3, HGAPEE{TE 47D Cldbax hs 77 LH5:142E,

SMRT Analysis 3.049513, BAMZ 7L ANTZ 3 — %o FFdd, BL ZTOBAMZ 73, b i
T AT =0T 2T — 4,

PacBio RSIM & {##ETH & Sequel B H77 L FFITBAM,

= PacBioD 77 )L FeF D HERAIC DL TIZ 25 S (http://pachiofileformats readthedocs.1o/en'3.0/),

:DRR054113@bax hsZ 77l (L3771 /& T DRRO541131ZFB2)

= m130821 065825 42195 cl00539522550000001823089611241356 s1 p0.1.bax h5 (747 MB; 784.301.199 bytes)

m130821 065825 42195 c100539522550000001823089611241356 s1 p0.2.bax hS (766 MB; 803,938,042 bytes)
m130821 065825 42195 c100539522550000001823089611241356 s1 p0.3.bax h5 (901 MB; %45,597.712 bytes)
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L] . 23 | DA BETeE B0y o

W7-1:bax.h5774 JLEE K

PacBioD 271 LA ET — 2FHD 152

W1-1: PacificBiosciences® YouTube™ -+
= Introduction to SMRT Sequencing
Single Molecule Eeal Time Sequencing
: PacBioT — 2(BE A PO DRR DI BIIRSHTL 1 3)
DRR024500: Tamzawa et al., BMC Genomuics, 2015
:DEE024501 -== DRPO02401 -= DEX022185
:DEE024501 -= DEAQMD2643
: PacBioT — 21 ER
DREEO054113
= DREO54114
= DEED54115
= DRR0O54116
» W2-6: SMRT Portal(PacBiotg O HGAPT L AR 77 = 7 FOD IR
= PacBio -» DevMNet = SMET Analysis
= SMRT Analvsis 23 T3, HGAPEZE{TY 27D T1T bax 377 1 )L A0 2E,

L]
=
[
|I—|.n

o

= = =
B3 3 b
+a

1
aoLh

= SMRT Analysis 3.00v513, BANMZ 7L A N2 — b 0708, (BLZZTOBAMZ 7 I3, =t 4

F RT3, =0T 2T -4,

@DDBJ Pipelinel=7v7FA—KL
f=Lxbax.h57 74 ILZEFITDPCIZ
FoA—kLTHEL @DZITlE
Desktop_E Mshare A4 ILF 12X
A=k, I7AILH A XIEH
2.4GBIZET 518, TNEYIC
R XS5, EHAAES
ETIEPYFEBA ! REET!

- PacBio RSIMDEHERETH B Sequel® HH 77+ [
= PacBioD 77 - IL @ EHBAIC DL TIZZES |

« W2-7: DRR054113@bax h577 )l (FEE3771IL-EH L) | | C:¥Users¥kadota¥Desktop¥share|

ml30821 0635825 42195 c100539522550000001]
m130821 065825 42195 c100539522550000001| Z=E ~

ml30821 065825 42195 cl00539522550000001

2 DRR0O54113_fastgc.html

|| m130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.bax.h5 765,920 KB |¥|
|| m130821_065825_42195_c100539522550000001823089611241356_s1_p0.2.bax.h5 785,096 KB
| | m130821_065825_42195_c100539522550000001823089611241356_s1_p0.3.bax.h5 923,435 KB

(o] s
v |4 || sraremiz= |
SATZUICEM EE » STIAT FUWIT AT — = [0 @
ZAl YA
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L] . 28 DARETes

| E7op T —Fr T

W7-2: 770

g

WinSCP#% FLYTDDBJ Pipeline D E{&T&H
HiEEHRavIizagA4oL, DI TR Ry
7 —share]. @QqueryZ+ LA IZF2ENL 1=K RE

By query - agribio@pdata.nig.ac.jp - WinSCP = | [E] e -
O-AL(L) ¥—%2(M) Z7-1I{F) a7 F(C) Eviax(s) AT7za(0) YE—RR) ~ILT(H)
R & S Es B e? ([ B | 1 B Fa— - EEEE FIALL . g -
& agribio@pdata.nig.ac.jp |G FHLL w32
ATy - ([ EEQL| % q - 5 [ EEm& ”
» > » >
C:¥lUsers¥kadota¥Deskiop¥share Jquery
2] EF O 2] EFOE
L - 2016/03/25 20:22:40 || &}
DRRO54113_163380_fastgc.zip 2016/03/24 13:57:15
£'|DRR0O54113_163380_fastqc.htm|  2016/03/24 13:57:15
aDF{RDEilllE_faStql:.html 2016/03/22 12:35:43
DRRO54113_fastgc.zip 2016/03/22 12:35:43
| |m130821_065825_42195_c100... 2016/03/01 13:33:10
| |m130821_065825_42195_c100... 2016/03/01 13:07:19
| |m130821_065825_42195_c100... 2016/03/01 13:05:00
1 | 1] 1 | 1] 3
0B (Z2418MBH) -~ 0EBE (=7 7L 0B (=0BH) " 0EE (0 77-TILH)
8 FTP 0:02:59
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L] . 28 DARETes

| E7op T —Fr T

W7-2: 7y 0

g

AQ7v7a—KLEWL3DDIT7(ILE
@queryZAILEIZKSyH ROy,
7y O—FRLZFENGYICRRBAIMNS

1 | 1]

1|

By query - agribio@pdata.nig.ac.jp - WinSCP = | [E] e -
O—ML) ¥—%(M) I7-I{F) aT>F(C) EvI3(5) ATZ3>(0) YE—MR) ~ILI(H)
R & S Es B e? ([ B | 1 B Fa— - EEEE FIALL . g -
& agribio@pdata.nig.ac.jp |G FHLL w32
mxo b - (2 B % - B & il ”
» > » >
C:¥lUsers¥kadota¥Deskiop¥share Jquery
2] EF O 2] EFOE
& 2016/03/25 20:22:40 || &}
; SEF. N
DRRO54113_163380_fastgc.zip 2016/03/24 13:57:15 53% 7w T 00— Kk L@_@
£'|DRR0O54113_163380_fastqc.htm|  2016/03/24 13:57:15
aDRRDE4113_fastqc.html 2016/03/22 12:35:43
DRRO54113_fastgc.zip 2016/03/22 12:35:43
> =Y
| |m130821_065825_42195_c100... _;Ei;;EE{E}_EEEEB;Lg___
— 71 m130821_065825_42195_c100539522550000001&
| |m130821_065825_42195_c100... 03/01 13:07:19 e, et =THE
| |m130821_065825_42195_c100... | 2016/03/01 13:05:00 | [?4',.\.)”},{»&?‘&&1 v]
FENBSRE: 0:00:41 FEBIFRE: 0:00:47
BEFED: 479MB EFE 10,333KBfs EE(S) KB:
| T— j HHIFR bod

T

0B (£2418MBH) .~ 0EE (27 J77-1ILF)

0B (£0B®H) . 0EE

(£0 77 -ILH)
8 FTP 0:02:59
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0 . B3 DA ETEE 200 —f 7t @de novo Assembly, @HGAP., @NEXT

W8-1:HGAPZE1T

e(-:})- & http://p.ddbj.nig.ac.jp/pipeline/SelectTool.do 0O - & || & selecting Tools for Basic... ‘ | TR AR
Preprocessing Start BLATE (@ |34 v v Single-end analysis only
step-1 ~
. bwar? € 061 v v v v v v
Preprocessing
Mapping / Bowtie @
de novo Assembly = ¢ v | v | Vv V¥ v vV v
step-2
Workflow ;_om € (1011 v v v v v v
Genome (SNF/Short For reads longer than
Indel) Bowtie? about 50 bp, Bowtie2 is
RNA-seq (Tag count) o € (226 v v v v v Vo W v | generally faster, more
ChlP-gseq sensfifive, and uses less
memory than Bowtie1.
JOB STATUS
| JjoBsTATUS | Topkal2 @ (310 | v v iv] v |v v
stepi.
Preprocessing
stepl. ® de novo Assembly
Mapping Total limit = 22 Gbp
step1. =
de novo Assembly Tool Help | Version Bl . Comment

step2-All status sl || RS S Ll

SOAPdenovo
= 2.04-r240 v v
HELP ) ¢
HELP & []|AByssS & @ 1.3.2 Maxi K lug is 64
o 3. aximum K-mer value is 54.
TUTORIAL AELEs & v v
@é};ltgkjns- - We severe recommend when performing Velvet, total
;ipeine natstian [ |velvet & & 1.2.10 v % v length of those reads is up to 22G bp.Maximum K-mer
Development Team. value is 64.
[ | Trinity 3 ¢ 211 v v RMA-Seq De novo Assembly
[]|Platanuser  |@ 122 v v
Protocol3 (v HGAP Pipeline for PacBio Sequence based on SMRT
2 i
Hereet 19 1550 Analysis v2 2.0 For bax h file only. (Bsta version) |
I
[1 Mapping Contigs by de novo Assemble to Reference Sequences.
The contigs will be aligned to reference genome. I
Tool Comment !

® |BLAT | Single-end analysis only

.
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 F#F | OFIBEY=EE | 2700 T ) - T

8-1:HGAPZE1T

DEFTLI=L\3 DD T7AILIZ
FIyI% AN T. @confirm

F

e(:})l“@ http://p-ddbj.nig.ac.jp/pipeline /SelectQuery.do

Je R/ ” (& Generating Query Sets f.. ‘

[ESREER )

i = 55l
P

g s

. DDBJ

= LA Data Bk o Mapas

login 1D [agnbio]
F] Logout
@ Change password

ANALYSIS
Data sefup

DRA Start

FTP upload

HTTP upload

DRA Import

Preprocessing Start
step-1

Preprocessing

Mapping /

de novo Assembly

step-2

Workflow

Genome (SNP/Short
Indel)

RMNA-seq (Tag count)
ChIP-seqg

JOB STATUS

step1.
Preprocessing

stepi.
Mapping

stepi.
de novo Assembly

step2-All status

HELP

HELF &
TUTORIAL

= Contact Us.
DODBJ Read Annotation

-
f

. I!' I/' N I!' . I!' )
L Select Query Fllaﬁ)—)k Select Tools)—}(Set QuerySet) . Set Ass. OptlonSD—)\ Conﬁrmatlon}bk Running Stalus)

Generating Query Sets from Query Read Files

| RESET || BACK || NEXT |

Single analysis

Layout of single sequence.

5

3t

[Linker(1)]

Target

[Linker(2)]

Run ACCESSION

~

Read length  Quality Score

m130821_065825_42195_c100530522550000001823089611241356_s1_p0.3.bax.h5
m130821_065825_42195_c100539522550000001823089611241356_s1_p0.2.bax.h5
m130821_065825_42195_c100539522550000001823089611241356_s1_p0.1.bax.h5

op
op
op

QUERY SET

RESET || BACK || NEXT |
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 F#F | OFIBEY=EE | 2700 T ) - T

8-2:2 DM INTF —~A

DED@. 2D DIETE AT BE
BINGA—=EANHYFET

F

er\"é}” & http://p.ddbj.nig.ac.jp/pipeline/SettingAssembly.do

P~ ” (& Setting for De Novo Ass... ‘ |

[ESREER )

(]
s g et
Ly et

2. DDB]J

XA Dlata Bk af Mapas

ACCOUNT

login 1D [agnbio]

F] Logout
@ Change password

ANALYSIS
Data sefup

DRA Start

FTP upload

HTTP upload

DRA Import

Preprocessing Start
step-1

Preprocessing

Mapping /

de novo Assembly

step-2

Workflow

Genome (SNP/Short
Indel)

RMNA-seq (Tag count)
ChIP-seqg

JOB STATUS

step1.
Preprocessing

stepi.
Mapping

stepi.
de novo Assembly

step2-All status
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Setting for De Novo Assembly

hgap
Set optional parameters for HGAP pipeline
Select UGE-node to run :

O maonth_fat (32 CPUs and 320GB memaory)
O] month_medium (32 CPUs and 256GB memory)

Same results will be generated with either option.
You can check the CPU and memory usage at NIG-SC Website.

1 : The approximate genome size, in base pairs.(Must be a value between 1 and 150000000)

GenomeSize = (3000000

2 : The minimum length of reads (in base pairs) to use as seeds for pre-assembly.

Minimum Seed Length :

® Automatic Estimation

If the coverage exceeds 30X, the Minimum Seed Read Length that resulis in at least 30X coverage by the longest subreads will be
calculated automatically. If the coverage is less than 30X, the user-specified value will be used.

) Use Manually Specified Value (regardiess of the coverage)

~
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e' ; ‘Q https://github.com/PacificBioscien O ~ @ GitHub, Inc. ... & || ) HGAP in SMRT Anal... ‘ ‘ I g fod
O Personal Opensource Business Explore Prici Important parameters n
T e T 1. Genome Size
aclicbiosciences /Sioinformatics-Training To accurately determine the Minimum Seed Read Length and the coverage of trimmed
Code lssues 7 Pull requests 0 Wiki Pulsd preassembled reads going into the assembly step, it is important to adjust the target genome size
as accurately as possible.
HGAP in SMRT AnaIySIS 2. Automatic Minimum Seed Read Length calculation
Ihon edited this page on Jun 10 2014 - 2 revisions The Minimum Seed Read Length that results in at least 30X target genome coverage by the
longest subreads is being calculated automatically (the default option). To use the user-selected
This page contains information about the current release of HGAP|| | Minimum Seed Read Length, the default option has to be deselected. If less than 30X coverage is
being used for the HGAP process, the algorithm will use the user-selected Minimum Seed Length
There have been multiple iterations of the HGAP implementation i | | (gkb default), so lowering the default setting to 500bp is required to allow all-vs-all PreAssembly at
performance improvements added to each iteration. In SMRT Anal lower than 30X coverage.
introduced, significantly speeding up HGAP execution. In most cas
HGAP.2 makes it the preferred protocol. In production environmen Genome Size
We recommend using the latest version of SMRT Analysis to ensu
performance with HGAP. At the moment, HGAP in SMRT Analysis supports genomes up to 130 MB; further improvements
SMRT Analysis v2 1 has a new implementation of HGAP that speq| (€ Scaling the workflow will enable support for larger genomes.
lhlsl |s_f0u;t12|; thz IRSt‘HGAP"Q_SSMbly'z protocol. Rs_HGAP_Assenbl Older versions of SMRT Analysis may have lower genome size limits. SMRT Analysis 2.0 was
MaAlySIs Va2 1 and fater versions. limited to a 10 Mb genome size. We do not recommend using older versions of SMRT Analysis
SMRT Analysis v2.2 contains a further improvement to HGAP, inw | Since they can have significant performance limitations; please upgrade if possible.
stage is sped up, this new protocol is named RS_HGAP_Assembly.3 .
versions 2 and 3 is largely the same. Usage notes
<
- v
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Setting for De Novo Assembly

hgap
Set optional parameters for HGAP pipeline
Select UGE-node to run :

O maonth_fat (32 CPUs and 320GB memaory)
O] month_medium (32 CPUs and 256GB memory)

Same results will be generated with either option.
You can check the CPU and memory usage at NIG-SC Website.

1 : The approximate genome size, in base pairs.(Must be a value between 1 and 150000000)

GenomeSize = (2500000 =

2 : The minimum length of reads (in base pairs) to use as seeds for pre-assembly.

Minimum Seed Length :

® Automatic Estimation

If the coverage exceeds 30X, the Minimum Seed Read Length that resulis in at least 30X coverage by the longest subreads will be
calculated automatically. If the coverage is less than 30X, the user-specified value will be used.

) Use Manually Specified Value (regardiess of the coverage)

=R — X

p-c ” (& Setting for De Novo Ass... ‘ ‘ <o £33
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( Select Query Files)—(Select Too|s)—><5et QuerySet)—b(Set Ass. Options)-p((;mmﬂnaﬂon)-(ﬂunning sraan) A

Run Confirmation

Destination of mail

When the request is completed, the system sends an email to this address.

[kadota@pi.a.u-tokyo.ac.ip

Result files will be deleted 60 days after submission.

Assembly [hga

Query sets
Query selt

PairedOrientation  RunAccession RunAlias

single 21144 L hokkaidonensis FacBio3
single 21143 L.hokkaidonensis.PacBio2
single 21142 L hokkaidonensis. PacBiod

Assembly commands
hgap
Set optional parameters for HGAP pipeline

Select UGE-node to run :

@] month_fat (32 CPUs and 320GB memaory)
® month_medium (32 CPUs and 256GB memaory)

Same results will be generated with either option.
You can check the CPU and memory usage at NIG-SC Website.

1: The approximate genome size, in base pairs.(Must be a value between 1 and 150000000}

GenomesSize = (2500000

* Required

RowLength QualityScore1  Quality Score?

7
Web R—IhSDAw 12—

E5S)

@

':u Do you really want to execute pipeline programs?

OK

| £t ]
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DRA import Tool (Version)
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e =
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2 J1)—FR(PacBio) DEFAINKLENT-FER

3ACK |

4 Maximum contig size : 2,289,497

Contig # 4
Total contig size : 2,433,614

Minimum contig size : 11,372
N30 contig size : 2,289,497

n"mrv'cmbgs. 11,372
N contia sze 2289457

Mapping /
ge novo Assembly
step-Z
Workilow
2 ‘;’* ome {SNP/Short The modfied quary e does not exist, because of the Tofowing reasons.
1 \-52g (Tag count) + The fie is expired. {2bout 1 months)
ChiF-seg + Job = wailing %or execution queus.
« Eror in query file
JOB STATUS
sten? Download wgs file
Preprocessmg = =
QZ iCMonal s =3
Mappmg
de novo Assembiy
\axmuﬁ contig size
231603 ¥1£:25 2016-03-2¢ 19:1320
Command Start time End time Logt! Log2 Result

| 20160323
20:1425

2018-03-29
19:12:37

un HGAP if
GenomeSize=2500000 'n'xSc-ej ength=5000

ouDh s oy =
NfoURN STICIoe O View

Downioadi£3 1 MB)

| MD5
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| Topof
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i Logout

£= Chanpe password

Job info

D
21985

Tool (Version)

HGAP (Profocai3(v 2.2.0))

RunAccession or Filename

BACK |

Contig # 4
Total contig size : 2,433,614

m133821_065825_£2195_c1005395225500000013230896112£41358_s1_pl.1baxh5 | m133321 0653
Dx load modified

Thz modfed guery Tle does not exist, because of the Diowing reasons.

+ The fie is expired. {2bout 1 months)
« Job = waiting or execution queus.
« Eror in query file

JOB STATUS

Download wgs file
Preprocessing

out 'WGS fastz oz {Cnognal soe 2.4 MB
stept
Mapping
steot Assembly siatistics
de novo Assembly
=n2-Al alns
Time
_ Wait time Start ime .
0ot 20160328 2011425 2016-03-2¢ 19:1320

Command Start time End time Logt! Log2
run HGAP through smripipe py 20160322 20160329 o

20:14:25 19:12:37

GenomeSize=2500000 minSeedl ength=5000

<

End time

“ Maximum contig size : 2,289,497
Minimum contig size : 11,372
N30 contig size : 2,289,497

Minmum cn'm
N5D config size

2289 457

Result | MD5
Downiocadi$3 1 MB) |  |MDS | e
BACK | [ ZPROS.. ek
>
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m130821_0D65825_42135_c1005335225500000018230896112£41355_s1_pl.3baxh5  m1

m130821_065825_42135_¢100539522550000001823089611241356_s1_ol.2bax h5  m130821 O

= Command Start time End time Log1 Log2 Result MD5
run HGAP through smrtpipe.py : 2016-03-28 | 2016-03-29 .
GenomeSize=2500000,minSeedLength=6000 20:14:25 | 19:12:37 Yiew D"’W”'“a.d 121 MB)  MDS
5(:-: Download wgs file
T = out 'WGS fastz oz {Cnognal sze 2.4 MB)
S[E'i;m g —
step? Assembly stalisics
de novo\Assembly Contig # -4
l=02-Al siNtes Totaiconbg size [ 2433614
Maximum config size - 2,280 457
Minimum contig size - 11,372
N5D contig size 2238 457
Time
0: 011 2016-03-28 2011425 2016-03-26 19:1320

Command | Start time End time Logt Log2 Result . MD5
run HGAP through smripipe py 20160322 20160329 = — =
o o = IR H —£00) - +3-19-27 MieWw = - = =
GenomeSize=2500000 minSeedlength=5000 201425 g2y e Desdioscio1ME: MO Top &8
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< > |
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