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= . sNn=naazEB0VHLTH
O A Febe S S 271 =
MEB7OT S LOEELAES %
m Bowtie2 (Langmead and Salzberg, Nat Methods, 2012) :
IVEVTTRT S A
m Bridger (Chang et al., Genome Biol,, 2015)
de novobkS U AD) Th—LT7 1TSS
m DDBJ Pipeline (Nagasaki et al., DNA Res., 2013)
IYE T X5 de novo7 T ETHO>TNEDTTY—IL(UTOREETIRIE)
m FaQCs (Lo and Chain, BMC Bioinformatics, 2014)
Quality Control T 0T 5L DA NTAT4INA) T ROT A TA—BRENE B
m FastQC
Quality Control i 0T 5L, 7HA TA—MD B ANEENGST—2D I T4F I EBH
m QuasR (Gaidatzis et al., Bioinformatics, 2015)
(EID)VEL T oA D U MERRBETITO>OTNBARNNY T —
m Rockhopper2 (Tjaden, B., Genome Biol, 2015)
INITV) T B de novobk 5 A9 Th—LT7 TS
m TIGAR2 (Nariai et al., BMC Genomics, 2014)
FMESUROY T —LEBEHRTERTOT 5L FPKMBEAV U MEERMNEGH B
m Trinity (Grabherr et al., Nat Biotechnol, 2011)
de novobk S AD) Th—LT7 TS
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L] » 38R | NGSRER(h~ FiR) | S22 D — Lot Tl BB HT(2016.08.04) @I TITWVET

2016.08.041x

ROIEEE S FHT

~NGS, RNA-seq. F .24, FZ-A007— L EHR{L ¥RETEH. #Hst €3
(last modified 2016/06/03, since 2011)

i AAA AU TARITA VAN BN F 2S5 LCRERS—ITY) INGSHNUXF BB L2016

zg ::*qiﬁgﬂsfﬁr\GSJwiﬁfﬁ%‘ﬁﬂ}%‘%‘fﬁﬂh%ﬂjﬂ??ﬁ =527, AP ESEI TRV ET .

o BRI AL (last modified 2015/04/03)

What's nd® 77T — & (last modified 2016/05/13)

e cooy [t AT T AR ARERN) F a5 LORT L — DT ) [ NGS L A FEE 220016
At AT AT FAOZAAR BNV F 25 LOREL — DT ) | NGSI L A SR 220015 (
iE(Win|® NAF A D7 T o0 AFBRN) T 25 LR — 011 | 1 F2E 20— 22014 (last modified 20
e F?,/Rﬁjljjl‘“ 1 BFET | 20U T (last modified 2014/05/12)

o 2D C(FEE =& N0E T (last modified 2016/06/21)

FHIER | Bio-Linux 8&RD 2 F — L 1R niEF2(2016.07.19) (last modified 2016/06/19)

BE1ER [ $FETERAA (12D T (last modified 2016/06/18)

F1EE | MEETREIR | 7 L BRI, 1B EACTIAZ1M(2016.07 20) (last modified 2016/05/07)

B8 | FAETEEAT | S 20U T — L BET1(2016.07.21) (last modified 2016/06/18)

F1ER | METERIT | LS 20T — L BEIT2(2016.07.22) (last modified 2016/06/02)

EEOEL | NGSEEI(Il—~ BP§R) | | 2 DL T (last modified 2016/06/16)

B2EN | NGSERIR (11~ PiR) | NGSATR E1#(2016.07.25) (last modified 2016/04/26)

E2ER | NGSERR (1)~ PiR) | T/ LaReseq. HEEFI(2016.07.26) (last modified 2016/04/26)

BE2ER | NGSERIR(#~ P#R) | ENA-seq(2016.07.27) (last modified 2016/04/26)

28R | NGSEFHR (37~ B#R) | ChIP-seq(2016.07.28) (last modified 2016/04/26)

B3ER | NGSERER(F~ F3#B) | |- 2L T (last modified 2016/06/21)

EIER | NGSEEIR(P~ £#R) | LinedS BT T — 2EFH: Java >R F|FH£(2016 08 01) (last modified 2016/06/13)
EIER | NGSERAT(P~ E5R) | LinedS 18T T — SFFT: 7ot b2 8 742 J(2016.08.02) (last modified 2016/06/21)
AR | NGSERR (P~ iR | D=0 P EESOHEE O A —F T — S0 FEET(2016.0 (last modified 2016/06/20)
BAER | NGSERR (P~ iR | 5200 T — Lot T, FHIREHT(2016 08.04) modified 2016/06/22)
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
m ZLEEERNA-seqT — 2RI D E SO EEREERTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m NS fastx—trimmer —f —|. ¥k Q7R L
s BRARLGERETT U IHERZEE . RAMNEEH Tpaired-end 72 T EELT

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n fiZ;5 L CTREADMEZBk DD, Boost&BridgerM A Ab—IL, 2T IILT—2TATIL
n HITSHT
O TIGAR2MDA 2 O—K , f2E . B{EfER
O #R/NATSA VIS TR, BRDOAR. FPKM (RPKMIEZFETE
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Jmm 1) =% ZLEEERNA-seqT — 2T D H 5LV, DFaQCs
j:a é L \ 1 EFastQCIEY / LB HIEX Rlor R EN & (X EBH (R D
H . FH T AR EE S [E— I PBES

m paired—end lllumina HiSeq 7T —%(SRR616268)

YT )UIE. Lactobasillus casei 12A (F£3[BIW21), &/ L ERFI| B 4N
m Ensembl Bacteria (release 22) B Xa T4 L)L (FE3EWI1; E1[ED[E2)
774 )L :Lactobacillus_casei_12a.GCA 000309565.1.22.dna.toplevel fa.gz (genome.fa)
m Ensembl Bacteria (release 30)tE (LB AL X)L (E5EW13)
774 )L :Lactobacillus_casei_12a.GCA _000309565.2.30.dna.toplevel.fa.gz
AVOFILD)—FE(ZE3[EIW23E£W24)
m srad 7AILD')—F%1%135,073,834
s FASTQZ 74 )L D')—k%41%134,755,996
n bzip2[EMEFASTQ7 74/ )L THEHI15GB
H 7ty E& D 1005 1) —F) D ERF(ZE4EIWS)
m gzipEHEFASTQI 7ML TEET$I140MB
m forwardfBI(SRR616268sub_1 fasta.gz):\)—RF&IE107 bp
» m reverseffll(SRR616268sub 2.fastq.gz):)—F&EI1E93 bp

FaQCs3E{T(55[EIW1; 2016.08.01)
= 1,000,000))—FK > 977,202')—F (55[EW1-3)
m forwardffll(QC.1.trimmedfastg.gz): ' J—RRIEBIELS
m reversefl](QC.2. trimmed.fastq.gz): ) —FRIESIES
m FastQC_E TR 5N Blllumina adapter|;HimIK BE
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gl ot NGsRRi(P—~ L) Eouaouot— Lot %3 (Dde novo transcriptome assemblyZ 22T, 2F<

El:a é V2 NAEDSTEEA . @5/ LAADTIEL ST Th
) Mot=ENVS R h—1—BRIC4E R a = > TN

m de novobk SV RAHVTh—LTH2T) (FE5EW5EWE; 2016.08.01FT4)
INITY)T RO 72T SRockhopper2ZETL TELHERICEELT-
m paired—end(QC.1 trimmed.fastgq&QC.2.trimmed.fastq) : 0 transcript or contig (W5-2)
m single—end (forwardffl D &; QC.1 trimmed.fastq): 1 transcript (W6-2)
m single—end (reverseffll D &: QC.2 trimmed.fastqg): 423 transcripts (W6-4)

m I/ LTVEY (FE5EWI3HABWI5: 2016.08.011& FH 52016.08.02F1F)
TV T EN B Lactobacillus_casei 12a.GCA_000309565.2.30.dna.toplevel fa.gz
<9 B : paired—endDgzip [ EHEFASTQI 7 A )L

= (SRR616268sub_1.fastq.gz&SRR616268sub_2 fastq.gz) € CDFERIFEETIIAL
m QC.1.trimmed.fastq.gz&QC.2.trimmed.fastq.gz

QuasR/ A\ —U THOLTH=LEBARR A FIBHLF=(FE5EIW15- 5)
s FLEREICHELGWESZE Z<E D fEE (forwardff]| D 100-107bp{TFif; ,40- 10, B 7E)

3 \
75 EOt’ 07.; I 8 2(R1). QC_1.trimmed fastq.gz [\/‘
§ =
8 o
2 &
o ]
-
® 2
% v
=
° o J
T T J ) :
Aug 04 2016, NGS\U XA BB Position in read (bp)



B gl Foi NGsm(E~ E) | Eoox oot — Lyt smeikrol B EE ) LALIZE3FEEEL-R
N ~ ELVSEEZM ., STETIL. LinuxT %25
j:Déb L\3 LS EEHAHELSEHFRBAHAEBH

m RS (EE5EWI16; 2016.08.028T )
FaQCsZE1THIDforward{fl(SRR616268sub 1.fastg.gz)D & Z# FH(W16)
m forwardffll(hoge 1.fastq.gz):J—F&I(L107 = 99 bp
n N LBROT—FTEREZMEESEWI7EW1S8; 2016.08.028TF)
Rockhopper2 C7 27 BE{T(ES5RIWIT)
m paired—end (hoge 1.fastqgz&SRR616268sub 2.fastq.gz):0 = 794 transcripts (W17-4)
QuasRTYYE T BE1T(5E5[EWI18)
s NISVTDMRTEEEY / LEIIAD)—FDTYTENMN04 > 34.65EFIMICHE
m FastQCEXFE Tf go o, MIREIZR DK &I TES(ESEWI9; 2016.08.0287TF)
——nogroupA 73 DETFastQCEEFTL . Kmer ContentlB B ZBkHHNDE KE

€FastQC Report

Summary ‘
0 | kNS = 0N O
Basic Statitics 123456780 21 13 15 17 10 22 23 2% 27 26 3t 33 35 3

L Dbkt Seuess duanty
[ Socumrcn | Court | Pk | Obe/Exp Mo | M Ot Ex Poation
A N 36 8A0045
1G5 5

000000 0000C
p?
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g o0 NGsmb(P~ L) | Eouaoudt—hrtd DFEFHMICEXECOFREREFEFEL TS, @de

j:a é L \ 2 novo transcriptome assemblyzZz 5D I(L. @E)TI7L
- 2% ) LEFIAENMES , ZHK R . Rockhopper202k
B de novobSU AP T h— LT | BRREZQY /LARYEL THRMNLGREIEDH LN

NHFUTEOT 4T SRockh NIETBEBELGWNGEBEADIVE VT HEDFEERL)

m paired—end(QC.1 trimmed.fastgq&QC.2.trimmed.fastq) : 0 transcript or contig (W5-2)
m single—end (forwardffl D &; QC.1 trimmed.fastq): 1 transcript (W6-2)
m single—end (reverseffll D #&; QC.2.trimmed.fastq):423 transcripts (W6—4)
m 7/ LIYEY (BE5EIWI3HAIBWIS; 2016.08.011% 3 /H1152016.08.0287F)
7“/7031’1,%@] : Lactobacillus_casei 12a.GCA_000309565.2.30.dna.toplevel.fa.gz
Ty 79 Bl paired-endDgzip EHEFASTQI 71 )L
= (SRR616268sub_1.fastq.gz&SRR616268sub_2.fastq.gz) € CDFERIIEETIHAL
m QC.1.trimmed.fastq.gz&QC.2.trimmed.fastq.gz

QuasR/ A\ —U THOOTA-LEBARRE A FIBALf=(5E5EW15- 5)
o FLEREICHELGZVELSE Z <E T B (forward{f] 0D 100-107bp e 3T; fgg-o, 178

3 \
75 EOt’ 97—- I 8 2(R1). QC_1.trimmed fastq.gz [\f
§ =
8 o
2 &
o |
-
® 2
% v
=
° e J
T T J ) :
Aug 04 2016, NGS\U XA BB Position in read (bp)



B st NGsR (P L Lo Dt — Lot T sned iLigiasE T/ LESIZFIAE SIS, Dde

HE =JL = novo transcriptome assembly CZ D7+t
ﬁ:ﬁ LE nxX A VIERE/LH-ODEERROFIEEREER

m de novob T RY) Th— LT (E5EW5EWE; 2016.08.01FTF)
INITY)T RO 72T SRockhopper2ZETL TELHERICEELT-
m paired—end(QC.1 trimmed.fastgq&QC.2.trimmed.fastq) : 0 transcript or contig (W5-2)
m single—end (forwardffl D &; QC.1 trimmed.fastq): 1 transcript (W6-2)
m single—end (reverseffll D &: QC.2 trimmed.fastqg): 423 transcripts (W6-4)
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I o R
B =JL =

Flzﬁ s nxX A

m de novobko 2 AO) Th— LT+
INITYT RO T2 T SRock

HEAAEEBMIZITZANBRIDIRRETIEH S, DFY.,

forward{8l) 100-107bp{tirZE ) L9 411X 794 transcripts
FBEIZIZEAESRIWIT-HELSDMTDDEZEFIZTH
Bo B ARIENHBEIT 4y, BIEEIEERL- 1D T, Q0N #Eik
HHEREQFastQCDFERZ L o<KYBkH THEATERRR X 18D

m paired—end(QC.1.trimmed.fastq&QC.2 trimmed.fastq) {0 transcript
m single—end (forwardff] D ; QC.1.trimmed.fastq): 1 transc«l‘%—Z)
m single—end (reverseffll D #&; QC.2.trimmed.fastq):423 transcripts (W6—4)

TOMTHANTS O X2V -

or contig (W5-2)

| FaStQCE&LB%-Gf1OO_107Fﬂﬁ%‘:id<:t‘if%f:(%5@W1 9; 201 60802-@?#)
——nogroupA 73 DETFastQCEEFTL . Kmer ContentlB B ZBkHHNDEKE

€FastQC Report
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
m FLEEERNA-seqT —BITOHE IS NERHIERTE
m de novobZ U RADYTh—LTET)
O ERJZEE(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
O $k R 7R L5 TRockhopper2&£1T
m NS fastx—trimmer —f -I. ¥k Q75 M) L
s BRARLGERETT U IHERZEE . RAMNEEH Tpaired-end 72 T EELT

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

s 2 EL CTREADMEZBkEH DD, Boost&Bridger A Ah— )L, T ILF—RTIaAF )L

m RISHT
O TIGAR2DA ™ O—K &5 Sh{efEsR
O HRNATSAVIHKHTET. FERDHER. FPKM (RPKMEEZFEHE
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o J B350 | NGSREHT (P~ L#R) | Fo A Db — Lyt FI

TF(2016.08.04)

DO HI=YTT

Al ZE (iR

HIEB | NGSHEH (P~ EB) | F SR TE - LF D). FIRBHETE(2016.08.04)

« EEEEPDE(2016.07 xxhll: #1oMB)

» EZ5L01: paired-end Ilumina HiSeqT — 2(SRR616268)
TERO 2T A3 RE L TESNET .. BETT .
= 713, Lactobasillus cased 124 (FF3[@IW21). 4/ LBCF BEED

® Ensembl Bacteria {relcase2 }éﬂgfliil./‘raf‘ﬁ L/’\le {%3@“*11 F1[Om [2)
27 M-45: Lactobacillus_casei 12a.GCA_0003( 09565122 dna toplevel fa gz (F3MMW14-1T genome fal CBRMEFE )
1FR: ~ De;ktop hoge

® Ensembl Bacteria {release SD}EE_I Et %’E‘ﬁﬂ/’\ Jl/ (%3@"35’1 3}
77 )-8 Lactobacillus_casei 12a. GCA 000309565 ).dna toplevel fa gz

15 FT: ~Documents/genomes
FULAF D) —F #4071 o Z(E3OW234W24)
DEASSERISL e bzip2 B2 7 Lo 22 0 TTHE 539,023,9841 T, 1) — 1 #4513 134,755,996!) —F (§71.3518), AZTE 20
TBio-Linux8_FI Z13 FELH L.
= forwardf8|(SRR616268_1 fastq bz2): —F &3 107 bp. 27 -1 ) -1 Z137,662,128,101 bytes (17 2GB).
= reversellll(SRR616268_2 fastq bz2): ) —F &3 93 bp, 777l -7 Z137,017,031,734 bytes (#16.6GB).
o T ok (B0 1000 — )0 BRiS (F4EWe)
gzipE FRFASTQ7 P IL T & .fr%’mo\mo FaOwe T ok HIBETT . B40We-74W12-3 TgzipE ML T ET .
» forward{B](SF q.o7): U —F &3 107 bp, 27 -1 -7 13.76.639.501 bytes (#]174MB).
® reverselll|(SERS q.27): ) —F &1393 bp. 771 )L 1 213 68,682,959 bytes (#166MB).
= I5Ff~ Document; sxpm?bﬁ
= FaQCs={T(F30OW1: 2016.08.01)
1.000,0001) —F -=977.2021) —F (BsOW1-3), ) —FEIZIF51E5, BsOW14-1TezipFE #A TV 3T,
= forward{l(QC. 1 trimmed fastg.gz). 27 -7 ) -7 213 73,669,994 bytes (§171MB).
» reverselBl|(QC. 2 timmed fastq gz), 27 -7 7 Z13 65,909,777 bytes (§163MB).
= ISP ~Documents/stp(17156/result?

« BREER
~/Docum 2201602047 L DR UEAERRL ., T 2 CgzipE M BD FaQCsE TR 77 -MILEIE — LT B RE TS,

#FaQCsE TR 7 7LD —

cp ~/Documents/srpBl17156/result2/QC.[@-9].%.gz .
#cp ~/Desktop/backup/QC.[0-9].*.gz .

1s -1

#7TAIEBEE
myv QC.1l.trimmed.fastq.gz datal.fq.gz
myv QC.2.trimmed.fastq.gz data2.fq.gz

1s -1 12




[ o F3ER | NGSERTR(P~ i) (b2 0T — LT FIRE (2016

SR

» FREER
~/Documents/stp017156_EI 201608047 4L DR EREL. T ZICgzip
EfEROFaQCsE{TigA 77 = —LTBETE{ T,

cd ~/Documents/srp@l/156
mkdir 281663064

cd 281608304
pud ’

#FaQCsEITHRR 777 ILO O —
cp ~/Documents/srp@17156/result2/QC.[B-91*.gz .
#cp ~/Desktop/backup/QC.[0-9].%.gz .

1s -1

#7741 ILEBER
mv QC.1.trimmed.fastq.gz datal.fq.gz
mv QC.2.trimmed.fastq.gz datal.fq.gz

1s -1

M E LAY, D20160804T LR ZE
{ERL . @QFaQCsEITHER 77 ILEFaE
—L.@I77MIBEECEREBLTLSEIT
o RDIMDATAR TCEBDIEEEZTT
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ﬂ FI3ER | NGSEER(P~ kiR | S22 0T — LT RIREHETE (2016

FEHIE A LAY, D20160804TF 4L O %
{ERL .

eSSBS

File Edit View Search Terminal Help 13 =) 4) 15:37 %

Jiu@bielinux[iu] cd ~/Documents/srp017156
iu@bielinux[srp017156] mkdir 20160804
iu@bielinux[srp017156] cd 20160804
iu@bielinux[20160804] pwd
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] |

[ 3:36 %]
[ 3:365 %]
[ 3:364 ]
[ 3:365 %]

[ 3:369 %]
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] - B2380 | NGSRRI (P~ L#R) Lot —nrto) ) wnesToos| srallE&A <A, D20160804 T 4L IR %

ﬁﬁ Zﬁéﬁ% fft QFaQCsE{THERI7AILEIE

File Edit View Search Terminal Help 15:38 %

iu@bielinux[iu] cd ~/Documents/srp017156 [ 3:365%)
iu@bielinux[srp017156] mkdir 20160804 [ 3:365F%]
iu@bielinux[srp017156] cd 20160804 [ 3:365%#]
iu@bielinux[20160804] pwd [ 3:365%%]
/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] cp ~/Documents/srp017156/result2/QC.[0-9]
X0z .

iu@bielinux[20160804] 1s -1 [ 3:384%#]
total 136312

-rw-rw-r-- 1 iu iu 73669994 68 22 15:38 QC.1l.trimmed.fastq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:38 QC.2.trimmed.fastq.gz
iu@bielinux[20160804] | [ 3:384 %]
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« H3E0 | NGSEET(P~ ki) | S 0T — LT FIFEHTF(2016

%ﬁu-‘?—ﬁﬁ

File Edit View Search Terminal Help

iu@bielinux[iu] cd ~/Documents/srp017156
iu@bielinux[srp017156] mkdir 20160804
iu@bielinux[srp017156] cd 20160804
iu@bielinux[20160804] pwd
/home/iu/Documents/srp017156/20160804

X0z .
iu@bielinux[20160804] 1ls -1
total 136312

-rw-rw-r-- 1 iu iu 73669994
-rw-rw-r-- 1 iu iu 65909777

iu@bielinux[20160804] cp ~/Documents/srp017156/result2/QC.[0-9]

68 22 15:38 QC.1l.trimmed.fastq.qgz
68 22 15:38 QC.2.trimmed.fastq.gz

BRI A LAY, D20160804T 4L R %
{ER L. @QFaQCsEITHR I7MILZFaE
—L.@I77MILBEELEELTWASET

13 = ) 15:41 L%

[ 3:36 %]
[ 3:365 %]
[ 3:364 ]
[ 3:3654 %]

[ 3:384 %]

iu@bielinux[20160804] mv QC.
iu@bielinux[20160804] mv QC.

1.trimmed. fastq.gz datal.fq.gz
2.trimmed. fastq.gz data2.fq.gz

iu@bielinux[201660804] ls -1
total 136320

-rw-rw-r-- 1 iu iu 73669994
-rw-rw-r-- 1 iu iu 65909777
iu@bielinux[20160804] |

68 22 15:38 datal.fq.gz
68 22 15:38 data2.fq.gz

[ 3:415 %]

[ 3:41F %]
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-‘WM%@% —FEf 7% £ 1E R (Internet ExplorerDi5 &
't_'; 7!- J% ' [XCTRL + ALT + £V D E£f=IERIJT LY
c~ — 1)) LT. Bio—LinuxDA—=7F)LEE LT

+ BREER R—ALTEEBVWERA ATAMFZFR AT

~/Documents/stp017156_FIZ20160804F 4 Lo DR EVEREL. T 2l Zgzip
FE#REOFaQCsE{TigA 771 = dE —L T BEHTE T2

cd ~fDocuments/srpdl/15E

FATERA)
EARI(T)...
EIRIF Lo 2 —(N)...

Bing TV w
Bing TEIFR
Google T1&%

mv GE 1. triﬁﬁéd fastqg.y
mv QC.2.trimmed.fastg. = ETA—Jl (Windows Live Hotmail)
TARTOFLESL—5 ’

Send to OneMote

Aug 04 2016, NGS\V XAV EES 17



TR TFEREPD TRESNTULNBEKSIZ, #h5EE
FHTDED TIFALGIATURIETEL &
BondtEIrTc, OxZDKREXELTT

ﬂ FIER | NGSERIR(P~ EiR) (S0 T — Lot FIREHETE(20
BILAZ-

« BHIER

~/Documents/stp017156_FIZ20160804F 4 Lo DR EVEREL. T 2l Zgzip
FE#REOFaQCsE{TigA 771 = dE —L T BEHTE T2

cd ~f Dncumentshr‘pﬂl?lS 2

File Edit View Search Terminal Help

iu@bielinux[20160804] #FaQCsETLER 7 71 IO I E —
Mzsh: command not found: #FaQCsETHER 7 7LD I E —
iu@bielinux[20160804] cp ~/Documents/srp017156/result2/QC.[0-9]
.¥.9zZ .
Miu@bielinux[20160804] #cp ~/Desktop/backup/QC.[0-9].*.gz .

zsh: command not found: #cp
Biu@bielinux[20160804] 1s -1 [ 3:514 %]
total 136312

13 = 4) 1554 %

-rw-rw-r-- 1 iu iu 73669994
-rw-rw-r-- 1 iu iu 65909777

iu@bielinux[20160804]

zsh:

68 22 15:50

68 221

iu@bielinux[20160804] #7 7 1 L BEE
command not found: #7 7 M JL BREL &

5:50 QC.1
551 QC.2

.trimmed. fastq.gz
.trimmed. fastq.gz

[ 3:514 %]
[ 3:514 %]

iu@bielinux[20160804] mv QC.1.trimmed.fastq.gz datal.fq.gz
iu@bielinux[20160804] mv QC.2.trimmed.fastqg.qz data2.fq.qgz

lu@bielinux[20160804] 1ls -1
otal 136312

al-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
’hif -rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz

[ 3:514%]

1u@bielinux[201606804] ]

[ 3:51F %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
[ =HI%E(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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FastQC

» FastQC

FastQCEZE{TL., EFREEF T+ )L 5 (~Des
F{H$ FastQC (ver. 0.11.4)T&HY ., F4OWS
) —F @ BEIC 108 B LIFE0 18 2% —TFEE|
ICT AT F g (FESEW19-1), #1308,

(Bio-LinuxMAERETHERDF—IFIILEELZER D5L\DT)
EEDIERAI—FE R THBA, D-qld, EFFBERISER
WAT a3y, BENRNTEEEN LM DEEDTDITT
WA, BEFAEE DAL, @—nogroupA T arEDIT
% _&TKmer ContentsIB B DIERZ IEFEIZFEM T H(DH B B,
QFastQCEITIHERIZ. B IAILFIZRFTHELIFEELTLS

cd ~/Documents/srpBl7156/20168884

pud

1s -1

fastqc? -v

fastqc?2 -g --nogroup datal.{fg.gz
fastqc?2 -g --nogroup datal.{fg.gz

1s -1 w:upfmac_s hare/data*

--outdir=/home/iu/Desktop/mac_sha r‘e‘

--outdir=/home/iu/Desktop/mac_share
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N « FE3ER | NGSHRR(P~ LiR) | LS 20T — L7t o), HIFEHT(2016.08. %*?EB%O):IE/\%fTﬁ%%IiCA/#E&

o = 4=

FastQC

L. R FHEER D Dhtml 771 )L H FastQC
EITHER ., Oforwardfll, @reversefil

» FastQC

FastQCEFEITL. i5REER 741 F (~ Desktop/mac_share)l - £719 . fastqe2I7 A D

F{$ 3 FastQC (ver. 0.11.4)THY

= A[OWo-57) % 22 %1/ "Fd . ——noorounlE. [FL

H—pE 82 2108 3 L S 18 B3 2 File Edit View Search Terminal Help 13 = 4) 16:21 {%

ZI5d T T3 (F5OW1s-1), ya‘ iu@bielinux[20160804] pwd [ 4:2054 %]
N Jl/home/iu/Documents/srp017156/20160804

cd ~/Documents/srpolfaso iu@bielinux[20160804] 1s -1 [ 4:20% 4% ]

pwd total 136320

s -1 -rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz

fastqc2 -v ; -rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz

fastqc2 -q --nogroup dats ﬁ iu@bielinux[20160804] fastqc2 -v [ 4:20F %]

tastqc? -g --nogroup dats
ls -1 ~/Desktop/mac_shanr =

FastQC v0.11.4

iu@bielinux[20160804] fastqc2 -q --nogroup datal.fq.gz --outdir

Aug 04 2016, NGS/\U XA VEEE 4

=/home/iu/Desktop/mac share

iu@bielinux[20160804] fastqc2 -q --nogroup data2.fq.gz --outdir
=/home/iu/Desktop/mac share

iu@bielinux[20160804] 1s -1 ~/Desktop/mac share/data*
-rwxrwxrwx 1 iu iu 421637 68 22 16:20

- rwxTwxrwx 1 iu 1u 4’3 68 22 16:20

-rwxrwxrwx 1 iu iu 392817 68 22 16:20

- rwxTwxrwx 1 1iu 1u 4# 68 22 16:20

iu@bielinux[20160804] | [ 4:214 %]
21




] « 38D | NGSAEI (P~ L) Lo A0t — byt S %Eﬁé HXEITA+ILAE EIZHDDforwardffll(datal fq.gz2) D

FastQCE{T#5 R f

2| C:¥Users¥kadota¥Desktop¥share¥datal_fastgchtml O ~ ¢ || @ data

@FastQC Report

datal fgq.gz
Summary o
@asic . @Basic Statistics
.

@ er base seguence guality Ei | ename S
@ er tle sequence guality File type Convent ional Pase calls
@ er sequence guality scores Encoding Sanger /4| lumina 1.9
|@ er base seguence content Total Sequences 977202
\ JPer sequence GC content Sequences flazzed as poor quality 0
@per base N content Sequence |enzth H0-107
‘ Sequence Length Distribution w0 50
‘@Bequence Duplication Levels
@li)verrenresented seguences
@ apter Content @Per base sequence quality

v

|@L mer Content

Produced by FastQC (version 0.114)

FastQCEITIEREZBk DD, @) —F#(X977,202
@A, AU—KEIL50-107 bpD&EFH ., DE B
Kmer ContentIEH , FBDE M FRELZDTI
UHIEF-TERDHRETEZA(EGB[EWAE-2) ]

Wed 22 Jun 2016
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W s nosmre~ t oot —Lrtoo)| (DKmer ContentI8 B M £{K{&, @99-10138 & B H1-
e I Al o YIZE—OHNERLTLVSD T, Q) Overrepresented

Fa.StQ C % TT %I:l %f sequencesIB B CIZEEEN D745 T 42— 51X B 2 %<
@FastQC Report A N A RYSEADIDON ®0) Hi- U(Z—adapterzl'j’/a“/’)

— Qkmer Content Z=MNDFaQCs(FESEWI-1)TERYENTULVEWWTSA4 Y
T — —ES G ENFET HAMELNLGLN-- 1 EHIBTT 5

1 3 7 3 51 53 5 a7 & 73 75 77 7 33 BS B7 B9 01 93 05 97
Postion v read (bpl

Sequence Max Obs/Exp Position .
2) 0.0 91,94053 9%

CTACAAT 185 1.0 90.37242 M

AGGTEGA A1 0.0 90.03432 100

COCTAG 125 ].0 28,9939 95

SATGAGT 89 1.0 8538769 101

CTCEEG 39 0.0 80, 541756 101
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N J 232 | NGSRE(P~ L#R) | Fo ATt — by 7T ]

FastQCE{THaRr |;

r

G 2 | C:¥Users¥kadota¥Desktop¥share¥data2_fastgchtml O - C

(Dreverseffl](data2.fq.gz) DFastQCEITHERZBEH S
o @) —F%13%977,2021E , @')—k & [E£50-93 bpD#L

B, @B #(EKmer ContentlB B , FRIEDERH M TRE

EODTF_LBJtio'CEJIS&')é’\%&;Z:( £6[E]W4-2) |

= data2.fq.gz FastQC Report

@FastQC Report e
Summary o
@asic . @Basic Statistics
.
@ e Filename dataZ.fq.gz
@ or tile seauence guality File type Convent ional Base calls
@ er sequence guality scores Encoding Sanzer /4| lumina 1.9
‘ : Per base sequence content Total Sequences 977202
\_J Per sequence GC content Sequences flageged as poor quality 0
@ber base N content Sequence |ength 50-93
@)ksequence Length Distribution #GC 4
|@|Sequence Duplication Levels
g ) Overrepresented sequences
@b&damer Content @Per base sequence quality
v

|@L mer Content

Produced by FastQC (version 0.114)
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o J B350 | NGSREHT (P~ L#R) | Lo A Db — Ly toD ), RIE

FastQC=E1THERr

(DKmer ContentIE B D &K%, QD H1=-YIZE
—IODHBEDOD . ) —FDMiGHIZIE WK S%E

D Tlreversefllld =S AR KEAS(EEFTH>

@FastQC Report

Summary oKmer Content

a?‘qc.- Statigtics
@F‘-r base sequancs gualty 70

Par tile sequence queity
o

@:;: zequance guality scoms &0
W Ear baze sequance content
¥ Escaequance QU contant 50

@F';';.Li;-: N coatent
I Seguance Langth Destribuyt

40

o
(=]

OSTGTAG 225

GIGTAGA 230
TGTAGGG 240
MTGTAG 235
TAGATCT 265

GTAGATC 275

TILIZHFELLZWDES X EEES)1&$ T 5

s - AN > a
S5 37 39 41 43 43 47 49 5@ 53 55 57 %9 61 63 6% 67 69 V1 73 V3 77 78 Bl 63 83 E7

L0g2 Obs/Ewp

Paskion inraad (bp)
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
1 Rockhopper2d& iy, [ H
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s BRRGRETT U ITVEERZTFEM . NRNEEH Tpaired—end 7 2271 EE1T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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Bl o NGSRIP~ b o A0 — Lt AR
Rockhopper2&Sisi

» Rockhopper2d5 &l
BB A 2GEIZL T paired-end T T( B 5[@Ws-2). #1197,

cd ~/Documents/srp8l/156/20816068841

pwd
1s -1

java -Xmx2808m Rockhopper datal.fq.gzXdata?.fg.gz

E__

1s
1s -1 Rockhopper Results

#2727 A IDITER LI TRODBITHERT
head -nZ Rockhopper Results/summary.txt
tail -nZ Rockhopper Results/summary.txt

paired—end (datal.fq.gez&data2 fq.g2) C
Rockhopper2z&3£4TL . LLETERICHE R (EESE]
W5-2)IZ B ERERL THL, FERNZEaE
R, Dpaired—end (datal fq.gz&data2 fo.gz)&lL
THAEZ2GB (2000MB)IZLTEITT5ECAH
0 2016.08.02 R FEEZEIXVTRANADEZREMNTE
TWEWDTIS—HAHEZEEDLNET,
2016.08.02MD XS54 K60&H 1=V (ESEWI7)ES
ZIZLT /zshre 74 ILEWL Lo TLIZELY
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o s 3L | NGSR (P~ L) Lo A Dt — D). RITEHTE(0)

Rockhopper2B 51N

iu@bielinux[~/Documents/srp017156/20160804]
Jiu@bielinux[20160804] pwd

A /home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1ls -1

total 136320

(Dpaired-end (datal.fg.gz&data2 fq.gz)&lL
TAEYZE2GBIZLTET, QFBN2—=
FILEICH OSSN TWSEFEE, QDH

-UDEEIL. E5EW5-2LRLED TR

[ 9IS/ BT ]

[ 9:58% 7]

-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz
iu@bielinux[20160804] java -Xmx2000m Rockhopper datal.fq.gz%data2.fq.gz

datal.fq.gz
data2.fq.gz

data2.fq.gz

Total reads in files:
Perfectly aligned reads:

SlAssembling transcripts from reads in files:

Aligning reads to assembled transcripts using files:

976468

35 0%

&
| 9 datal.fq.gz
=
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L] © 3380 | NGSRE (P~ £ | Loaouot—Lrtoo) wmed (DEERFTERT . Q%R IXRockhopper Results

Rockhopper2B =51 FAL IR ITHEMEN B(E5EW5-2)

File Edit View Search Terminal Help 3 = €) 10:04 {'f

fTotal number of assembled transcripts: 0
Average transcript length: 0
0
0

Median transcript length:
Total number of assembled bases:

Summary of results written to file: Rockhopper Result
s/summary.txt
Details of assembled transcripts written to file: Rockhopper Result

s/transcripts.txt

FINSIHED.

iugbielinux[20160804] 1s ‘ [10:03% &1 |
datal.fq.gz data2.fq.gz Rockhopper Results

iu@bielinux[20160804] ls -1 Rockhopper Results [10:045 g1 ]
total 16

drwxrwxr-x 2 iu iu 4096 68 23 10:03 genomeBrowserFiles

drwxrwxr-x 2 iu iu 4096 68 23 10:03 intermediary

-rw-rw-r-- 1 iu iu 580 68 23 10:03 summary.txt

> M-rw-rw-r-- 1 iu iu 29 68 23 10:03 transcripts.txt
iu@bielinux[20160804] [10:045 7 ]

Aug 04 2016, NGS/\U XA VEEE 4

29



L] » F3EF | NGSREIR(P~ EiR) (L5200 — Lot T, HIFEHTF (2016 @)transcripts.txt?f)“'?‘l:’.‘/7~'Jﬁ'ﬁ%%s @

File Edit View Search Terminal Help
fTotal number of assembled transcripts: 0
Average transcript length: 0
Median transcript length: 0
Total number of assembled bases: 0

Summary of results written to file:

s/summary.txt

Details of assembled transcripts written to file:
s/transcripts.txt

FINSIHED.

13 = 4) 10:04 {%

Rockhopper Result

Rockhopper Result

iu@bielinux[20160804] 1s

datal.fq.gz data2.fq.gz Rockhopper Results

iu@bielinux[20160804] 1s -1 Rockhopper Results

total 16

drwxrwxr-x 2 iu iu 4096 68 23 10:03 genomeBrowgarfFi

drwxrwxr-x 2 iu iu 4096 68 23 10:03 intermediai

-rw-rw-r-- 1 iu iu 580 68 23 10:03 summary.txt
-ﬁg;f -rw-rw-r-- 1 iu iu 29 68 23 10:03 transcripts.txt
el 1u@bielinux[20160804]

[10:034F &1 ]
[10:044F &1 ]

les

‘ [10:04% &1 ]
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[ i 386 | NSRRI (P~ Lah) Lot — Ly ooy #H summary txtDDITEEEQITERDITHER T
S ~ | Rockhopper2ZE{THFDA—3F)LEER LDH &
Rockhopper2 B x5

FTEICRILTIEGLAERL RORAF A~ THER

File Edit View Search Terminal Help

B = a0 011 3
iu@bielinux[20160804] head -n8 Rockhopper Results/summary.txt

Assembling transcripts from reads in files:

Aligning reads to assembled transcripts using files:
datal.fq.gz

data2.fq.gz
iu@bielinux[20160804] tail -n8 Rockhopper Results/summary.txt
: Median transcript length: 0
= Total number of assembled bases: 0

Summary of results written to file: Rockhopper Result
s/summary.txt

Details of assembled transcripts written to file: Rockhopper Result
= @ls/transcripts.txt

E datal.fq.gz
data2.fq.gz

=—

B

@ FINSIHED.

b 3 !
== iu@bielinux[20160804] | [10:105 &1 ]
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N + E380 | NGSREIR(P~ FiR) L5 20U — Lot F %Eﬁﬁ (DRockhopper2ZE{THICA—=F)LE @R LEICH
T' ] d ff HENBEDZEresult txt| TR TF, @Qdiffav 2RI
IPS - dli 2DDIFAIDENERNT B, LLELTIND2
« Tips: diff DDI7AILNELELIHEICIFMBEI S
Rockhopper=1 T8 CEIf LI c B 5N 50 0% |C{FFL T AT e Ta,
b 220027 IO ENFRTITL A7 FFEEITL, bFETRINGL
(g [5)0) 2 SR,
cd ~/Documents/srpBl/156/208168384
pwd
1s -1

Jjava -Xmx2008m Rockhopper datal.fqg.gzXdata2.fg
1s

1s -1 Rockhopper Results
diff Rockhopper Results/summary.txt

.BZ >
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Bl B NGsRw(P~ i) Eouaout— bt %3 (DRockhopper2R1THFIZA—SF JLEIE EITH 73

[Z—R TR bH DM result txtXFEMNIZTETULNS

TIpS _ dlff SNBEDZEresult ixtITRFT HECHAET HHE

Tips: diff
Rockhopper=i THF CEIE LI - £ HE NS0 Fresult ol CRFEL T AF U5,
T 2200 27 IO ESEFRRS BRI v /P EETL, fh&Rmahil
(g [B0) e ML

a ) File Edit View Search Terminal Help 13 = 4) 13:52 {%
cd ~/Documentg Jiu@bielinux[20160804] pwd [ 1:524 %]
oud @ /home/iu/Documents/srp017156/20160804
1e -1 sl 1 UGD1e11NUXx[20160804] 1s -1 [ 1:524 %]

java -Xmx2000 E total 136324
1s “M-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz

1s -1 Rockhopy ﬁ -rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz
diff result-CMESAld rwxrwxr-x 4 iu iu 4096 68 23 10:03 Rockhopper Results

iu@bielinux[20160804] java -Xmx2000m Rockhopper datal.fq.gz%data2.fq.gz >

‘ result.txt

iu@bielinux[20160804] 1s [ 1:525 %]
adatal.fq.gz data2.fq.gz result.txt Rockhopper Results

é iu@bielinux[20160804] | [ 1:525%#]
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Bl s st oo — Lot mxees| QdiffRITRERITAILESSEA o, DFEY

TI pS _ d |ff . result.txt&summary txtD P H X E<EFL

» Tips: diff

Rockhopper=i THF CEIE LI - £ HE NS0 Fresult ol CRFEL T AF U5,
LREF 2200 77 (IO EGERTS LAV FEEITL, MHFRmIhidly

(510 ) Z E ML,

By,

cd waﬂcument-{

pwd

1s -1

Jjava -Xmx2099
1s

1s -1 Rockhopq
diff result.ty

gl ]

ey @

——
-——

File Edit View Search Terminal Help 13 = 4) 13:53 %
iu@bielinux[20160804] pwd [ 1:524 %]
/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] 1s -1 [ 1:5254 %]
total 136324

-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz

-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz

drwxrwxr-x 4 iu iu 4096 68 23 10:03 Rockhopper Results
iu@bielinux[20160804] java -Xmx2000m Rockhopper datal.fq.gz%data2.fq.gz >
result.txt B

iu@bielinux[20160804] 1s [ 1:525 %]
datal.fq.gz data2.fq.gz result.txt Rockhopper Results
iu@bielinux[20160804] 1s -1 Rockhopper Results [ 1:5254 %]
total 16

drwxrwxr-x 2 iu iu 4096 68 23 10:03 genomeBrowserFiles

drwxrwxr-x 2 iu iu 4096 68 23 10:03 intermediary

-rw-rw-r-- 1 iu iu 580 68 23 13:52 summary.txt

-rw-rw-r-- 1 iu iu 29 6H 23 13:52 transcripts.txt
iu@bielinux[20160804] diff result.txt Rockhopper Results/summary.txt

a=Sy¥li ugbielinux[20160804] [ [ 1:524 ]
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] i 2385 | NGSHR (P~ Lah) | Low200 t — by ool wmet] (QRockhopper2ME(THIFIZ—E TR o1

T- _ d ff EHIX, BZo<{m#lintermediaryP DT 7 A
1PS - dli LR E R ORTAYERIAToT, 2<FAL
+ Tips: diff T7AILBARNTA=EDEDBHNIK. T

Rockhopper =i T8FI CEIE _H - L HZ 4200 Fresult ol CIRTFL T2 £ =r- < = LgAg \
FBTE B2 o074 LD B Er s B it e s, e Z9 SIISLTNSDTHEIHEIMT &, 7
(g [E)) Z - FHEEL, _— . ey HintermediaryEFIBTLT=-DN?2 (3O T 7
File Edit View Search Terminal Help 3 B RI-B Y+ 57
cd ~/Document: iu@bielinux[20160804] pwd ’r\)_l’ z RoCkhOpp,er—R:Si"_ts%'—j;\ Eéff =
i/hone/iu/ocuments/srpo17156/ L. intermediary ELAS A BV 7 A )L
iu@bielinux[20160804] 1s -1 | ATELESIXLVEE-of=D\6, BE&IEA A

pwd
1s -1

total 136324
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz
Alldrwxrwxr-x 4 iu iu 4096 6H 23 10:03 Rockhopper Results

Jjava -Xmx2099
1s

1s -1 Rockhopq
diff result.t:{

iu@bielinux[20160804] java -Xmx2000m Rockhopper datal.fq.gz%data2.fq.gz >
result.txt B

iu@bielinux[20160804] 1s [ 1:524 %]

datal.fq.gz data2.fq.gz result.txt Rockhopper Results

iu@bielinux[20160804] 1s -1 Rockhopper Results [ 1:5254 %]

total 16

drwxrwxr-x 2 iu iu 4096 68 23 10:03 genomeBrowserigiles

drwxrwxr-x 2 iu iu 4096 68 23 10:03 intermediary

-rw-rw-r-- 1 iu iu 580 68 23 13:52 summary.txt

-rw-rw-r-- 1 iu iu 29 6H 23 13:52 transcripts.txt

iu@bielinux[20160804] diff result.txt Rockhopper Results/summary.txt

ByNi ucbielinux[20166804] || [ 1:526 %]

,'..'.ﬁ._'y
——
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B Fw sk ) ooaouot— Lol s QUBTORERDOFEE<T =6, —BHIRLT
E%g = MOBET, mETROA T avIiET«LIR)
E Qi Bl BR B I F AR (E3EW18-4; F4EWT-7X5W9-3)
R

Rockhopper2® Ei T84 F 1 F — T ##0 - 2B/, £ T5<ET Cintermedianyd &
LlancEiTL oA B RICiTo T, 2ELI7AAILESH-2D0D 0 N
4. TNEET LS CLTLhWADTH 25, Stz s A AnTt, —B
Rockhopper ResultsT «L- Ok UEHIFEL TH2—EE{T9 2, THAEYVO = TEFRERDS
it diffE SRT oo BT NIEE G,

cd ~/Documents/srpBl7156/20168884

pud

1s

rm -r+ Rockhopper Results
rm -t result.txt

1s -1

java -Xmx28808m Rockhopper datal.fq.gz¥datal.fg.gz >
1=

ls -1 Rockhopper Results

diff Rockhopper Results/summary.txt
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N - 357 | NGSRE(DP~ L#R) Lo It —dar T]
i
= ity

|-'-|/—

|J3E1T

FREBRLUBEOI—FELIEN, OLRIORITHEENETEH
<72£9’CL\%>0)’C*£|7"U'ﬁﬁ&b\iliéﬁf'b) A=A 72T
[ZENRYIZERN DM 0T, Qdiff DFER T ZE

» HEST

Rockhopper2® Ei T84 F 1 F — T ##0 - 2B/, £ T5<ET Cintermedianyd &
umlﬁhbhubﬁﬁ%ﬁlhﬁf %Glﬁh{w%ﬁh?ﬁ @ﬂﬁD@%h

= S e o I

iu@bielinux[20160804] 1s
datal.fq.gz data2.fqg.gz

Jl/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] rm
Mliu@bielinux[20160804] rm

1u@bielinux[20160804] ls
total 136320

Jjava -Xmx2008
1=

ls -1 Rockhopj
diff res

— AL L .

result.txt

iu@bielinux[20160804] 1s
datal.fq.gz data2.fq.gz
iu@bielinux[20160804] 1s
total 16

drwxrwxr-x 2 iu iu 4096
drwxrwxr-x 2 iu iu 4096
-rw-rw-r-- 1 iu iu 580
-rw-rw-r-- 1 iu iu 29

==P8i ugbielinux[20160804] |}

-rw-rw-r-- 1 iu iu 73669994
-rw-rw-r-- 1 iu iu 65909777
iu@bielinux[20160804] java -Xmx2000m Rockhopper datal.fq.gz%data2.fq.gz >

iu@bielinux[20160804] diff result.txt

1 = «4) 1420 %

[ 2:16 %]
result.txt Rockhopper Results
-rf Rockhopper Results [ 2:165 %]
-f result.txt [ 2:1654 %]
-1 [ 2:164 %]

68 22 15:50 datal.fq.gz
68 22 15:51 data2.fq.gz

[ 2:174 %]

result.txt Rockhopper Results
-1 Rockhopper Results

6H 23 14:16
68 23 14:17
68 23 14:17
68 23 14:17

genomeBrowserFiles
intermediary

summary.txt

transcripts.txt

Rockhopper Results/summary.txt

[ 2:17F %]

[ 2:17F %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
1 Rockhopper2i& =6, [EERRH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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o T e e S (COBYFE Nk TA R RENRE SN D DT

I 0 4h LU TYHRDBITHOHT, RAEERELILE
HiT(grep) | acisesmrEsmwie 2 wis-i: wio; Ham

B4 (erep) W9-9), grepld, FEE L= FIEEFLITEHNT ST

Rockhopper Results/summary mﬁﬂbq:'%@? ffJLa{1— L ——— - =
zﬂz(hanscnptszi}lﬁiﬁ%ﬂidﬁ“%a::fl; S 1 22K, 22 TlEnumber of assembled transcripts&l D

T St (TEE T BT, P ST T s X ESDITERTEE TS, ARNE(THE
BEeh T\ T 3 TR T O — BB,

cd ~/Documents/srp@l7156/201668504

pud
1s -1
grep “number of assembled transcripts” result.txt

1 = 4) 14:51 %
iu@bielinux[20160804] pwd [ 2:47 %]
/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] 1s -1 [ 2:47 %]

-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz
-rw-rw-r-- 1 iu iu 580 68 23 14:17 result.txt
drwxrwxr-x 4 iu iu 4096 68 23 14:17 Rockhopper Results
1 iu@bielinux[20160804] grep "number of assembled transcripts" result.txt

@
E total 136328

Mirotal number of assembled transcripts: 0
siu@bielinux[20160804] |} [ 2:474 %]
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o FIER | NGSERIR(P~ iR (LS TE — LT FIREH T (20

5 #r#h i 2(grep)

B

(Dsingle—end Cforward{fll(datal fq.gz) D & .
reverseffll(data2 fq.gz) D & D Rockhopper?
FE1TL. QEINHMEEY LT R T

« [H3EH L 2(zrep)

single-end T forward{l[(datal fo ez} @, reversefBl|{data? fo o2 )D A D Rockhopper2

={TL., Bl #re FXom.
cd ~/Documents/srp@l7156/201668504

pud

1s -1

Jjava -Xmx2808m Rockhopper datzal.fg.g
Jjava -Xmx2808m Rockhopper datal.fg.g
15 -1

grep "number of assembled transcripts”

¢
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] ﬂ 380 | NGSEHR(P~ FiR) | FS 20T — b7t o7, BITEHT(201608.04) OERETHE
==

15

« [H3EH L 2(zrep)

shlgla-ﬂtuffobrxvaruj

=Tl BLYEE 7

0if=10
File Edit View Search Terminal Help 13 B = 4) 1529 %
lliu@bielinux[20160804] pwd [ 3:054%]
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s -1 [ 3:065%]

cd ~/Document

pud
1s -1

total 136328
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz

Jjava -Xmx2809
Jjava -Xmx2809

B-rw-rw-r-- 1 iu iu 580 6H 23 14:17 result.txt
drwxrwxr-x 4 iu 1iu 4096 68 23 14:17 Rockhopper Results

1s -1
grep “number

iu@bielinux[20160804] java -Xmx2000m Rockhopper datal.fq.gz > result f.tx
t

iu@bielinux[20160804] java -Xmx2000m Rockhopper data2.fq.gz > result r.tx
t

iu@bielinux[20160804] 1ls -1 [ 3:07 %]
total 136336

-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz

-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz

-rw-rw-r-- 1 iu iu 568 68 23 15:07 result f.txt

-rw-rw-r-- 1 iu iu 577 68 23 15:07 result r.txt

-rw-rw-r-- 1 iu iu 580 68 23 14:17 result.txt

drwxrwxr-x 4 iu iu 4096 6H 23 14:17 Rockhopper Results
iu@bielinux[20160804] grep "number of assembled transcripts" result*.txt
result f.txt:Total number of assembled transcripts: 1

result r.txt:Total number of assembled transcripts: 423
result.txt:Total number of assembled transcripts: 0
iu@bielinux[20160804] | [ 3:094 %]
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W ot NGSRR(P—~ i) Lo ou ot — bt w3 FRiEDerepRITRERITERIOANTFAILIE
I *& resultxtxt&EL TLNSD T, QEZHT 532D T7A

ILDFEREMNREINTULNS, QBEEHIEZ . forwardfdl

. L2 (arep) o o D HH1E(ESBIW6-2). reversefdll @ & HY4231E(

sinxg_lﬂ-ﬂnd'f“fplmrardfiﬂi-:i?—.T;._: oz ¥ @, reverselBl{datal fq s )D 24 ’%5@W6_4) . paired—end75§01lﬁl(%5|E|W5—2)&L\5

={TL. BUF|#rE =

HER, WIThELETIDRREE<CRIL TR D

cd ~/Documents/srp@l7156/201668504
4 :50 datal.fq.gz
pui :51 data2.fq.gz
1s -1 ]
java -Xmx28800m Rockhopper datal.fg.gz » result f.txt :17 result.txt
java -Xmx290980m Rockhopper datal.fqg.gz » rejpm r.txt :17 Rockhopper Results
1s -1 ' ockhopper datal.fq.gz > result f.tx
grep “number of assembled transcripts” result*.txt
@b 1€ LINUX[ZUIbUBUZ ava -xmxzZowem Rockhopper data2.fq.gz > result r.tx
t
iu@bielinux[20160804] 1s -1 [ 3:07 %]

total 136336
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz

-rw-rw-r-- 1 iu iu 568 68 23 15:07 result f.txt
-rw-rw-r-- 1 iu iu 577 68 23 15:07 result r.txt
-rw-rw-r-- 1 iu 1iu 580 68 23 14:17 result.txt

Mdrwxrwxr-x 4 iu iu 4096 68 23 14:17 Rockhopper Results '
iu@bielinux[20160804] grep "number of assembled transcripts" result*.txt
result f.txt:Total number of assembled transcripts: 1
result r.txt:Total number of assembled transcripts: 423
result.txt:Total number of assembled transcripts:

0
iug@Raux[20166804] | 4@pF ]
42
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L Jmh?tyﬁu #zme] B BY: de novo transcriptome assembly CZ 41
- S BYDT U IIHRERD AIREH 7/ L
— *Li T 0) i & &) ER8I (IR E, FE5 : RimgtlEEEZX M) LLTIE7

B de novobkSUZAHYTh—LTHTY | BYIV ERYIRLITI. SHlEE  FIIEK

INITY)T RO 72T SRockhopper2ZETL TELHERICEELT-
m paired—end(datal.fq.gz&data2 fg.gz) : 0 transcript
m single—end (forward{f] D & ; datal fg.gz): 1 transcript
m single—end (reverseffl]| D & ; data?2 fq.gz):423 transcripts

m FastQC
forwardfl|(datal fq.gz)l&. 99-1011EE B H=YIk-merDE—O N ERL TL V=
reverseffll(data?. fo.gz)&. V—F O MimftiEIZlEk-merD E—2 (375 o1 =
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
O $RRTEN) L5 TRockhopper2& 1T
m RS2 fastx—trimmer —f —| ¥k Q75 M) L&
s BRRGRETT U ITVEERZTFEM . NRNEEH Tpaired—end 7 2271 EE1T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n fi#EL CTREADMEZBk&H DD, Boost&BridgerD A Ab— )L, YT ILT—2TaATI)L
n RIESHT
O TIGAR2D A O—K, fRHE ., EN{ERESR
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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] i 23th | NGsh(P~ ) oo LLETDIRER MBS Dpaired-end THOELLI MG - -F LR A (@) forward
Bl[Zd 5 EH T, QFastQCEITIER ML, HZo<MIRE(L5 Rim Tl

s’ I5
é ﬁ 0) E 1:71_? <3 RImDIFDZHAEAFEVVSBEERBEDELET., EUHAT
m de novokS2 24V | forwardfIDH TRUSL I M7 £V TUFTOEKHGHIEZERD

INITVYTFHD T 27 FRockhopper2zRITL CELGIERIZEELT-
m paired—end(datal.fq.gz&data2 fg.gz) : 0 transcript

m single—end (forward{f]| D &; datal fg.gz): 1 transcrip ‘
m single—end (reverseffl]| D & ; data?2 fq.gz):423 transcripts

m FastQC
forwardffll(datal fq.gz)l&. 99-1011 8 E B H1=VYIZk-merDE—I M E L’CL\T:‘
reverseffll(data?. fo.gz)&. V—F O MimftiEIZlEk-merD E—I M5 o 1=

forward{a

93 bp
reversefil
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i BALE | NGSERIT(P~ Hif) (S 29— L7t T )4 (L. fastx trimerZ RT3, EUHZ T FES
I‘ I J 7“ EIW16-2&RBIL&S7%Ga— P'CEJMHE?EEUCB&%
\/ LY, Db fastx—trimmerETER D, FRBEPHZEZIER
o |24 (fasti-trimmer)

B sOW16-27T F L 7z fastx-trimmers F|HL T, (& #6529 Fs[BW16-2&[5]0< 10015
EHLIFEFN ) L O oot BB ETHT A3 FCETL. niml fg ez
27 BT IRT.

cd ~/Documents/srpdl/156/28160604

pwd

1ls -1 datal*

gunzip -c datal.fq.gz | head -n 4

gunzip -c datal.fq.gz | fastx_trimmer -1 99 - | gzip > triml.fq.gz
gunzip -c triml.fq.gz | head -n 4

fastx_trimmer -h
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J B38| NGSIRIT(P~ L#R) Lo A ot —nr o) wmeks AE NEITHEE, Dhifastx—trimmerE{TER 5

I~'J\/7“

o |24 (fasti-trimmer)

Fs[Owie- T%IJJﬂLJ_fasm-mnnnefﬁllﬁﬁLI {tU?‘aﬁaﬁ”%a@m 1:5 ztﬂuimﬂiﬁ

EBLIREHL ) LUl DT
77 ETIRE.

cd NfDDCUNEﬂtSfS‘

pwd

1ls -1 datal*
gunzip -c datal.
gunzip -c datal.
gunzip -c triml.

£~ Miu@bielinux[20160804] [ [ 5:1256%&]

Flrle Edit Vlew Search Terminal Help 3 B = o) 17:18 %

lliu@bielinux[20160804] pwd [ 5:12 %]
/home/iu/Documents/srp017156/20160804

1u@bielinux[20160804] 1s -1 datal* [ 5:124 %]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
1u@bielinux[20160804] gunzip -c datal.fq.gz | head -n 4 [ 5:125 %]
aSRR616268.20 2291:6:1101:1720:2221 length=107
GATCTGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCCCGGAGTAAGATCGATG
GTATTCGGAGTTTATCTGAATTCAGTAACCTCCGAAA

+SRR616268.20 2291:6:1101:1720:2221 length=107
CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJI]JJJ1J1333333333IHHIIIIIIHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDDCCCCFFFF

iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -1 99 - |
gzip > triml.fq.gz

iu@bielinux[20160804] gunzip -c triml.fq.gz | head -n 4 [ 5:124#]
aSRR616268.20 2291:6:1101:1720:2221 length 107
GATCTGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCCCGGAGTAAGATCGATG
GTATTCGGAGTTTATCTGAATTCAGTAAC

+SRR616268.20 2291:6:1101:1720:2221 length=107
CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJI]JJJ1J1333333333IHHIIIIIIHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDD
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i F3ER | NGSARIT(P~ iR (LS 29T — L)

I~'J\/7“

o }U)Z5 5 (fastx-trimmer)

v '-.-

B H RN U LTl
2T BT IRF.
f

cd ~/Documents/sgl

pwd
1ls -1 datal*
gunzip -c da

AavBYDERIZESTWAIED S
Fs[Owie- T%'llﬂb?..fasrx—trmnner%%llﬁﬁbf {EUERTW

Flle Edlt Vlew Search Terminal Help 13 = 4) 17:18 3%

Jiu@bielinux[20160804] pwd [ 5:124 %]
{/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] 1s -1 datal* [ 5:124 %% ]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
Miu@bielinux[20160804] gunzip -c datal.fq.gz | head -n 4 [ 5:124 ¥ ]

RIS OETRIEQETRDRZADITH(DFEY
1)—F D DIERFLLER, 10IEH T LI FRDHEEEZ A
NTLND, FENZONEREBFEFTETEWNSIH 99)AT

-

atal.
gunzip -c datal.
gunzip -c triml

aSRR616268.20 2291:6:1101:1720:2221 length=107

I rinl. g GATCTGGGC!FTTCCCCI:”CGACAATGG CTTATCGC1CACTGTCTGﬂCTCCCGGAGWAAGATCGATG
fastx trimmer -h GTATTCGGA ATCTG CAGTAACCTCCGAAA

+SRR616268.20 2291:6:1101:1720:2221 length=107
CCCFFFFFHHHHHIJJJJJ3333JGHHIIIIII333131333333333IHHIIIIIIHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDDCCCCFFFF

gzip > triml.fq.gz

iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -1 99 - |

iu@bielinux[20160804] gunzip -c triml.fq.gz | head -n 4 [ 5:124#]

GTATTCGGA ATCTG

3SRR616268.20 2291:6:1101:1720:2221 length=107
- GATCTGGGC!ETTCCCCl:” ACAATGGAFCTTATCGC1CACTGTCTGﬂCTCCCGGAGWAAGATCGATG

+SRR616268.20 2291:6:1101:1720:2221 length=107
CCCFFFFFHHHHHIIJJJJJJJJIGHHIIIIII333131333333333IHHIIIIIIHHAEHHFFFFDDE
wD>CDDDDDDDBCCEDCDDCCDDCCDEEDD

CAGTAAC

Miu@bielinux[20160804] [ [ 5:125F&]
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- B38| NGSRRI(P~ L#R) | Lo ot — byt #hekT160s0 BIEAFIZODERD I T=1=D X FEH1ED
» T. MV FRIETAZE(ESEWI6-4)
I~ )27

o |24 (fasti-trimmer)

Fs[Owie- T%IJJﬂLJ_fasm-mnnnefﬁllﬁﬁLI {tU?‘aﬁaﬁ”%a@m 1:5 ztﬂuimﬂiﬁ

B LIEHF | LU7| W cote = B - e _
74 L TR, : File Edit View Search Terminal Help 3 B = o) 17:18 {&%

lliu@bielinux[20160804] pwd [ 5:12 %]
2 AU ME eSS /home/iu/Documents/srp017156/20160804

1u@bielinux[20160804] 1s -1 datal* [ 5:124 %]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
1u@bielinux[20160804] gunzip -c datal.fq.gz | head -n 4 [ 5:125 %]
aSRR616268.20 2291:6:1101:1720:2221 length=107
GATCTGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGT CTCCCGGAGTAAGATCGATG
GTATTCGGAGTTTATCTGAATTCAGTAACCTCCGAAA

+SRR616268.20 2291:6:1101:1720:2221 length=107

pwd

1ls -1 datal*
gunzip -c datal.
gunzip -c datal.
gunzip -c triml.

fastx_trimmer -h

CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJIJ]1JJ131333333333JHHIIIIIIHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDDCCCCFFFF
iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -1 99 - |
gzip > triml.fq.gz
iu@bielinux[20160804] gunzip -c triml.fq.gz | head -n 4 [ 5:124#]
aSRR616268.20 2291:6:1101:1720:2221 length 107
GATCTGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTG’CTCCCGGAGTAAGATCGATG
GTATTCGGAGTTTATCTGAATTCAGTAAC
+SRR616268.20 2291:6:1101:1720:2221 length=107
CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJI1JJJ131333333333JHHIIIIIIHHAEHHFFFFDDE
-~ waD>CDDDDDDDBCCEDCDDCCDDCCDEEDD

Miu@bielinux[20160804] | [ 5:12F%&]

Aug 04 2016, NGS\V XAV EES 49



B e eI ] NSV DERA— k. DU—F DY D
- T.QUTI)VA T avdisiE, L, J—FD5 K
fastx-trimmer bR AL TR A BIEH A D EERLELD T

o |24 (fasti-trimmer)
FsOwie-27T %Ijjﬂu?_fasm-mnnneﬁﬁlljﬂbf (auama* %z:lﬁl‘iﬂ. 1:5 ztﬂuimﬂiﬁ
E B LIEFR ) LT
27 BT IRT.

cd ~/Documents/sgl

I e

File Edit Vlew Search Termmal Help 13 = 4) 17:18 3%

Jiu@bielinux[20160804] pwd [ 5:124 %]
\/home/lu/Documents/srp017156/20160804

*y oota B H 3

oud iu@bielinux[20160804] 1s -1 datal* [ 5:124 %% ]
1s -1 datal® -rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz

gunzip -c datal. Miu@bielinux[20160804] gunzip -c datal.fq.gz | head -n 4 [ 5:124 %]
gunzip -c datal. aSRR616268.20 2291:6:1101:1720:2221 length=107

gunzip -c triml. GATCTGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCCCGGAGTAAGATCGATG

GTATTCGGAGTTTATCTGAATTCAGTAACCTCCGAAA
+SRR616268.20 2291:6:1101:1720:2221 th=107

fastx_trimmer -h

CCCFFFFFHHHHHJJJJJJJJJJJGHHIIIJJJJJJ%JJJJJJJJHHIJJJJJHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDDCCCCFFFF
iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx_trimmer -1 99 -

gzip > triml.fq.gz

iu@bielinux[20160804] gunzip -c triml.fq.gz | head -n 4 [ﬁ&]
dSRR616268.20 2291:6:1101:1720:2221 length=107
GATCTGGGCTGTTCCCCTTTCGACAATGGACCTTATCGCTCACTGTCTGACTCCCGGAGTAAGATCGATG
GTATTCGGAGTTTATCTGAATTCAGTAAC
+SRR616268.20 2291:6:1101:1720:2221 ’h 107
$CCCFFFFFHHHHHIJJJJJJJJJJGHHIIII]]J3J¥J1333333333IHHIIIIIIHHAEHHFFFFDDE
i D>CDDDDDDDBCCEDCDDCCDDCCDEEDD

Mliu@bielinux[20160804] | [ 5:124 %]
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Bl EoE NG (P i) Eouaout— bt #5E] (Dl fastx—trimmer —h | TH T3> O FIREZ
- HB, @-FH5 KimBID ) LIZFE LT S EH B
fastx-trimmer

o |24 (fasti-trimmer)
Fs[Owie- T%IJJﬂLJ_fasm-mnnnefﬁllﬁﬁLI {tU?‘aﬁaﬁ”%a@m 1:5 ztﬂuimﬂiﬁ
BB L) LTyl cotE B E i - £ oo
2T BT IRF.

cd ~/Documents/sg

1y B = €) 17:52 %
;i [ 5:524%]
yjusage: fastx trimmer [-h] [-f N]J [-1 N] [-t N] [-m MINLEN] [-z] [-v] I
-1 INFILE] [-o OUTFILE]

Part of FASTX Toolkit 0.0.14 by A. Gordon (assafgordon@gmail.com)

pwd
1ls -1 datal*
gunzip -c datal.

gunzip -c datal. [-h] = This helpful help screen.
gunzip -c triml. [-f N] = First base to keep. Default is 1 (=first base).
Fastx_trimmer -h — [-1 N] = Last base to keep. Default is entire read.
. [-t N] = Trim N nucleotides from the end of the read.
‘ '-t' can not be used with '-1' and '-f"'.
[-m MINLEN] = With [-t], discard reads shorter than MINLEN.
[-z] = Compress output with GZIP.
[-1 INFILE] = FASTA/Q input file. default is STDIN.

[-0 OUTFILE] = FASTA/Q output file. default is STDOUT.

iu@bielinux[20160804] [ 5:524 %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
m FLEEERNA-seqT —BITOHE IS NERHIERTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m NS fastx—trimmer —f -I #5270k LSEE
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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Wl EoE NG (P~ i) Eouaout— b o) wweiks (O 311&, SIBEBRMNLIXT ELVDIEKRTH
Y. RADUEESZM) LT DHIEICTHET D

fastx-trimmer —f - DB, Dm0 0 iR A - e

faste-trimmer -1 NEDNEIMMIRIZHESFEREL TIXIHRIL)

[-f2)maBhoLfon, T-199)13 X270 miilE. 2FW. I3 B esmgr—o—o=
BT, RO 2R A LENE, ZOESICI197] L7800 o 7al D
:_-??:'“%iD’JTCL"'o

cd ~/Documents/srpdl/156/201606084

pwd
1s -1 datal*
gunzip -c | head -n 4
gunzip -c | fastx_trimmer -f 3 -1 - | gzip »
gunzip -c | head -n 4
< >
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N i 380 | NGSRRI (P~ t#h) Lot —nrtos) 3 AERETHER, DI 3| TRYDAEELZR) L

fastx-trimmer —f -l |2 s s crrmmmises xnen

?é_&é: QDI 99X #RHIR, A1) FILD)

» faste-trimmer -f-1

[-f3]7EBA0L T, rl“HJ|IE‘_}Td~%@ﬂ TERE.,
D T, w215 B

SEERI Iz,

LN rf 31132 iﬁﬂﬁﬂ“bthjﬁ

File Edlt View Search Terminal 7Help 3 B = ) 1912 &%

pwd
1s -1 datal*

gunzip -c tr

<

cd ~/Documents/s

gunzip -c datal.
gunzip -c datal.
iml.

Yiu@bielinux[20160804] pwd [ 7:125 %]
/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] 1s -1 datal* [ 7:124 %]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
1u@bielinux[20160804] gunzip -c datal.fq.gz | head -n 4 [ 7:125 %]
aSRR616268.20 2291:6:1101:1720:2221 length=107
GATCTGGGCQ?¥$CCCCTXH$$ACAATGG CTTATCGC1CACTGTCTGﬂCTCCCGGAGWAAGATCGATG
GTATTCGGA ATCTG CAGTAACCTCCGAAA

+SRR616268.20 2291:6:1101:1720:2221 length=107

-

CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJI]JJJ1J1333333333IHHIIIIIIHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDDCCCCFFFF
iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 3 -1 99

- | gzip > triml.fq.gz M
iu@bielinux[20160804] gunzip -c triml.fq.gz | head -n 4 [ 77124
aSRR616268.20 2291:6:1101:1720:2221 length=107

CTGGGCT$H$CCCCTTTC CAATGGACCTTATCGCTCﬂCTGTCTGACWCCCGGAGTAﬂGATCGATGGT
ATTCGGAGTT[TATCTGAATTICAGTAAC |

+SRR616268.20 2291:6:1101:1720:2221 length=107
CFFFFFHHHHHIJJJJJJJJJJGHHIIIIJ3J3J1J1333333J3IIHHIIIIIIHHAEHHFFFFDDED>
w CDDDDDDDBCCEDCDDCCDDCCDEEDD

Miu@bielinux[20160804] [ 7:125%&]
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o » E5380 | NGSREI(P~ L) 520 Ud — L7t 7)), HIFEHTF(2016.08.04) @MI-1 99 1D AHDFER(LLEF)

fastx-trimmer —@) &

o |24 (fasti-trimmer)
Fs[Owie- T%IJJﬂLJ_fasm-mnnnefﬁllﬁﬁLI {tU?‘aﬁaﬁ”%a@m 1:5 ztﬂuimﬂiﬁ

E G LIPEHR ) LU0y oot 7 : il _
274 BT IRTE. ‘ Flle Edlt Vrew Search Terminal Help 3 B = ) 17:18 %

lliu@bielinux[20160804] pwd [ 5:12 %]
= “fDﬂC”mE”tSfﬁw /home/iu/Documents/srp017156/20160804

1u@bielinux[20160804] 1s -1 datal* [ 5:124 %]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
1u@bielinux[20160804] gunzip -c datal.fq.gz | head -n 4 [ 5:125 %]
aSRR616268.20 2291:6:1101:1720:2221 length=107
GATCTGGGC3$¥$CCCCTXH#?ACAATGGQFCTTATCGC1CACTGTCTGﬂCTCCCGGAGWAAGATCGATG
GTATTCGGA ATCTG CAGTAACCTCCGAAA

+SRR616268.20 2291:6:1101:1720:2221 length=107

pwd

1ls -1 datal*
gunzip -c datal.
gunzip -c datal.
gunzip -c triml.

fastx_trimmer -h

CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJI]JJJ1J1333333333IHHIIIIIIHHAEHHFFFFDDE
D>CDDDDDDDBCCEDCDDCCDDCCDEEDDCCCCFFFF
iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -1 99 -

gzip > triml.fq.gz ﬁ
iu@bielinux[20160804] gunzip -c triml.fq.gz | head -n 4 [ 5 %]
3SRR616268.20 2291:6:1101:1720:2221 length=107
GATCTGGGCZE$$CCCCTXHTTACAATGGAFCTTATCGC1CACTGTCTGﬂCTCCCGGAGWAAGATCGATG
GTATTCGGA ATCTG CAGTAAC
+SRR616268.20 2291:6:1101:1720:2221 length=107
CCCFFFFFHHHHHIJJJJJJJJJJGHHIIIJI3J3J13133333333J1IHHIIIIIIHHAEHHFFFFDDE
- liD>CDDDDDDDBCCEDCDDCCDDCCDEEDD

Miu@bielinux[20160804] | [ 5:12F%&]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m NS fastx—trimmer —f -l ¥k QM) L EH
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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« H380 | NGSEFT(P~ EiR) | S 0T — LT FITEHETE(2016)

ﬁ/Z?&I*')A 51

o FRETIH) LS
REEBO ) L AT RRL o irim ] fo o7 A 4L T Rockhopper 278 ETL . |
LEFR, CDEETEIZFAIILEBDERLERT S,

cd ~/Documents/srpBl/156/20160604

2QIEE D) LFHTERL=trim1 fq.gz%
A 71&L TRockhopper2Z3=17L . 25144
F1JFHOEKRR , DforwardBID3I’ Kimz ~)
LLEWMEEE, @104 bpl LD —F%
104 bplZ7%2HF T3 RimxhJ LT HIHE
o TREZEANRIAERT HEQ D quote HY R
R TELE(THS - DEREELTHELY

pud o I quote> | ETE>THCTRL + CTHEH A]
1ls -1 datal*

#-f 1: BIEY(first)DIEEMIEER S 2 B,

#-1 107 : BT RE(last)DIEEMe7IEER & V3 B,

#TFW D FULLTIL A0 DB,

gunzip -c datal.fg.gz | fHEtx_trimmer £ 1 -1167 - | gzip > triml.

Jjava -Xmx2808m Rockhopper triml.fg.gz > result 81 f 187.txt

grep "number of assembled transcripts" result 81 f 187.txt

#-F 1: BIEF(Ffirst)DIEEDIE Ly 5 Bk,
#-1 104 : BT HEE(last)DIEEL 104 &L D ER,

#A| A lEmiMeaBE L U EL ) — FIZ3 Bl#F1e4 bpr ETH U LT 255
#FaQCsEIT T~ 104 bpll TD U — FIE b ) L AEL,
gunzip -c datal.fg.gz | fastx_trimmer -f 1 -1 184 - | gzip > triml.
java -Xmx2808m Rockhopper triml.fg.gz > result 81 £ 184 . txt
grep “number of assembled transcripts™ result @61 + 184.txt

< 2
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© B38| NGSERMR (P~ L#R) Lo 20U — Lyt wmekzo0d AERETHRERE, @104 bpl EDY—FZ%

*% RITN) LEHL s e

v FRE TR LSRR

EZBDR ) LT PR fotnm ] I_._L?E,F\j]tl_sTRuckhﬁpper P FEiTL. BLAlEHrEiF

LEFF, ZDEEET =TINE
|u@b|ellnux[~/Documents/srp017156/20160804] 3 B = ) 21:34 %

cd ~/Documents/s ; Jliu@bielinux[20160804] pwd [ 9:31F %]
/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] 1s -1 datal* [ 9:324 %]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 1 -1 10
7 - | gzip > triml.fq.gz

iu@bielinux[20160804] java -Xmx2000m Rockhopper triml.fq.gz > result ©
1 T 107.txt

iu@bielinux[20160804] grep "number of assembled transcripts" result 01
T 107 .txt

otal number of assembled transcripts:  §
[1u@bielinux[20160804] [ 9:33F %]
iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 1 -1 10
4 - | gzip > triml.fq.gz

iu@bielinux[20160804] java -Xmx2000m Rockhopper triml.fq.gz > result ©
1 f 104.txt

iu@bielinux[20160804] grep "number of assembled transcripts" result 01

pwd

1ls -1 datal*

#-f 1: ﬁa‘ﬁ?}](f
#-1 107 : ﬁa‘ﬁf{ﬁ
#2FY. FULLA
gunzip -c datal.
Jjava -Xmx2098m Rq
grep "number of

#-f 1: BAEI(F
#-1 104: BT E#
#5721 T 10415 8
#FaQCs={T T~ 1
gunzip -c datal.ge
Jjava -Xmx2098m R(

grep "number of JMES

<

f 104.txt
otal number of assembled transcripts: 11

 ~u1u@bielinux[20160804] ‘ [ 9:34F#&]
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JW&W«WJ to H M) LRICEK T SEHEZETSEY SMERL T, aAERSE
7. 8985, BIAIZDIX. A)VCFHILDY)—
*% /Z fd* I\ U -A\ 1412 > T, 3—104%5wiﬁéu%’éhUATéT7va/

N E

o FEeR) LR
HDH) L RBF—RICETET 2, IFROAMEERATIs bpE T &, SFIRF31E
BEESAS—F R LU TIFREIERZIATI107-95 bpE TOESE Y. 5t
g1t E AR . —RICOE N E T

## -f 1 and -1 181 ###

gunzip -c datal.fgq.gz | fastx_trimmer -f 1 -1 181 - | gzip > trim1”

Jjava -Xmx2808m Rockhopper triml.fq.gz > result 01 f 181 .txt

grep "number of assembled transcripts” result 91 f 101.txt

### -f 1 and -1 98 ###

gunzip -c datal.fg.gz | fastx_trimmer -f 1 -1 98 - | gzip > triml.

Jjava -Xmx2808m Rockhopper triml.fq.gz > result 91 f 095 .txt

grep "number of assembled transcripts” result 91 f 895.txt

### -t 1 and -1 95 ###

gunzip -c datal.fg.gz | fastx_trimmer -f 1 -1 95 - | gzip > triml.

Jjava -Xmx2808m Rockhopper triml.fq.gz > result 91 f 895.txt

grep "number of assembled transcripts” result 91 f 895.txt

### -f 3 and -1 187 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 3 -1 187 - | gzip > triml

java -Xmx2808m Rockhopper tgiml.fq.gz > result 83 f 187.txt

grep "number of assembled nscripts”™ result 85 f 1687.txt

### - 3 and -1 184 ###

gunzip -c datal.fq.gz | faNx_trimmer -f 3 -1 184 - | gzip > triml

java -Xmx2808m Rockhopper triml.fq.gz > result 83 f 164 . txt

grep "number of assembled transcripts” result 93 f 104 txt

###F - 3 and -1 181 ### v

gunzip -c datal.fg.gz | fastx trimmer -f 3 -1 181 - | gzip > triml
< >
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JWJWMJ?U BT R OIREE, HE D IEDERSIKITHE LT B
HiEE (ZREFEREVEANTID) B THED
*%/Z ISR LEH2 B OCQE M H-Y DI EEMEAEHIBEL

o FRETIR) L2 TELL F I5—AyvbE—UAHETOVELAERS
Z D) L REE—RICETET S, 3F @E}Eiﬁﬂflﬁfgmfm
E B2 82— (218 Bkl = 2,107 0 bo = .
3B SEVERL . — ik File Edit Vlew Search Terminal Help 13 = €) 22:04 {%

st £ 1 and -1 @ iu@bielinux[20160804] grep "number of assembled transcripts" result 03
# - 1 and -

T 101.txr

otal number of assembled transcripts: 372 '
iu@bielinux[20160804] ### -f 3 and -1 98 ### [10:025 %% ]
Mzsh: command not found: ###

iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 3 -1 98
| gzip > triml.fq.gz

iu@bielinux[20160804] java -Xmx2000m Rockhopper triml.fq.gz > result 0
3 f 098.txt

iu@bielinux[20160804] grep "number of assembled transcripts" result .83
f 098.txt

otal number of assembled transcripts: 705 '
iu@bielinux[20160804] ### -f 3 and -1 95 ### [10:024 & ]
zsh: command not found: ###

iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 3 -1 95
| gzip > triml.fq.gz

iu@bielinux[20160804] java -Xmx2000m Rockhopper triml.fq.gz > result 0
3 T 895;:txt

iu@bielinux[20160804] grep "number of assembled transcripts" result 03

gunzip -c datal.
Jjava -Xmx2808m R
grep "number of
### -f 1 and -1
gunzip -c datal. g
java -Xmx2000m REE
grep "number of
### -f 1 and -1
gunzip -c datal.
Jjava -Xmx2808m R
grep "number of
### -f 3 and -1
gunzip -c datal.
Jjava -Xmx2000m R@®
grep "number of
### -f 3 and -1
gunzip -c datal.
Jjava -Xmx2008m R
grep “"number of
### -f 3 and -1
gunzip -c datal.-[}
< =

f 095.txt
otal number of assembled transcripts: 704 '
a1 u@bielinux[20160804] i [10:034# ]
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B350 | NGSRE(P~ L) Lo A0 It — by 1] =T DIsTIFAINBEITKYBRSD T, O <5 EH

*%@éﬁﬂ?ﬁ’éﬂﬂ%

File Edit View Search Terminal Help

iu@bielinux[20160804] pwd
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s

Th)LLEERI7AIVED A EIFTLRIATE
BIJAIEA—KR@IZTIIX I ZEZ D, 15
AWI7AINEZEBRO BT TED S EHETRY
LLI=DD — B THNBEIIZERERF-E5D

LEETHY. FORBETEA TR DA ER

result 01 f 095.txt
result 01 f 098.txt

result 01 f 107.txt
result 03 f 095.txt
result 03 f 098.txt
result 03 f 101.txt

result f.txt
result r.txt
result.txt
Rockhopper Results

result 01 f 101.txt result 03 f 104.txt triml.fq.gz
result 01 f 104.txt result 03 f 107.txt ‘
1u@bielinux[20160804] grep "number of assembled transcripts" result o
result 01 f 095.txt:Total number of assembled transcripts: 727
result 01 f 098.txt:Total number of assembled transcripts: 723
result 01 f 101.txt:Total number of assembled transcripts: 344
result 01 f 104.txt:Total number of assembled transcripts: ) B §
result : 61 f 107.txt:Total number of assembled transcripts: 1
result 03 f 095.txt:Total number of assembled transcripts: 704
result 03 f 098.txt:Total number of assembled transcripts: 705
result 03 f 101.txt:Total number of assembled transcripts: 372
$result 03 f 104.txt:Total number of assembled transcripts: 12

result 03 f 107.txt:Total number of assembled transcripts:

1
M iu@bielinux[20160804] |} [11:334&( ]
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m R T e i RROBR, DA AEHT. @7 T
JTRLNIEIIS (AL T45 B S

fa R DERREETE

File Edit View Search Terminal Help

=0 1133 %

iu@bielinux[20160804] pwd [11:3345( ]
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s [11:3345i ]

result f.txt
result r.txt
result.txt
Rockhopper Results
triml.fq.gz

result 01 f 107.txt
result 03 f 095.txt
result 03 f 098.txt
result 03 f 101.txt
result 03 f 104.txt

datal.fq.gz
data2.fq.gz
result 01 f 095.txt
result 01 f 098.txt
result 01 f 101.txt

result 01 04.txt result 03 f 107.txt
iugbielin 160804] grep "number of assembled transcripts" result 0*'
result |01 f 095 txt:Total number of assembled transcripts: 727
result |01 f 098 txt:Total number of assembled transcripts: 723
result [01 f 101} txt:Total number of assembled transcripts: 344
result |01 f 104| txt:Total number of assembled transcripts: 11
result [01 f 107| txt:Total number of assembled transcripts: 1
result [03 f 095 txt:Total number of assembled transcripts: 704
result |03 f 098] txt:Total number of assembled transcripts: 705
result |03 f 101} txt:Total number of assembled transcripts: 372
Wresult [03 f 104 txt:Total number of assembled transcripts: 12
= result |03 f 107| txt:Total number of assembled transcripts: 1
t‘dt iu@bielinux[20160804] | [11:33% &1 ]
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gl i NGmpiP~ b Looaouor—brtooy. zng SEETLTLSDIE, Oforwardfll) —k, @&

*%@éﬁﬂﬁ'ﬁ’ﬂlﬂ HE | mzmossme sl ioromi oo

File EdltVlew earch Termlal Hp t%,hs &;h'f:#(_j_-?_t,?/jI);fﬁ—}ﬁz([,\gf:b\%gﬁ
y Jiu@bielinux[20160804] pw RESELTWA, BAZ(TNIEZNIFEELWNE
a /home/iu/Documents/srp017156/20160804 - PR g .
e i U@bielinux[20160804] Ls LIEDTHELD, 2LT LTI O
E datal.fq.gz result 01 f 107.txt | [FENLVELSIZZDIFEIHCDEGE XS
Mdata2.fq.gz result 03 f 095.txt result r.txt

result 01 f 095.txt result 03 f 098.txt result.txt

result 01 f 098.txt result 03 f 101.txt Rockhopper_Results

result ; @Y. | ~f 101.txt result 03 f 104.txt triml.fq.gz

result 0lgkal04.txt result 63 f 107.txt

iugbield 0160804] grep "number of assembled transcripts" result 0%

result 01 f 095.txt:Total num of assembled transcrlpts: 727

result 01 f 098.txt:Tot ts: 723

result 01 f 101.txt:Tot| forwardfdl ts: 344
1::5d ts: 11
result 01 f 107.txt:Tot] ts: 1

result 03 f 095.txt:Tot| HeE ts: 704

result 03 f 098.txt:Tot 93 b ts: 705

result 03 f 101.txt:Tot P ts: 372

; result 03 f 104.txt:Tot reversefl] s 12

result 03 f 107.txt:Total number of assembled transcripts:

: iu@biWSM] ] [11:3348i ]

- Sllresult 01 f 104.txt:Tot
EE5
£ 3
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DEQHLUUER THA ML, J—FD
@5 AIDRISU TN TEUITVFERIZE
ZOBFEEL., @3 AIIZEERTIEL EFI R

» F3EF | NGSREIR(P~ EiR) (L5200 — Lo T, HIFEHETE (201

‘F%O)éﬁﬂ%’ﬂlﬂﬁ

File Edit View Search Terminal Help

1 B €) 11:33 &%

l Niu@bielinux[20160804] pwd [11:334gi]
| §/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s [11:3355i ]

datal.fq.gz
data2.fq.gz
result 01 f 095.txt
result 01 f 098.txt
result 01 f 101.txt
result 01 f 104.txt

result 01 f 107.txt
result 03 f 095.txt
result 03 f 098.txt
result 03 f 101.txt
result 03 f 104.txt
result 03 f 107.txt

result f.txt
result r.txt
result.txt
Rockhopper Results
triml.fq.gz

iu@bielinux[20160804] grep "number of assembled transcripts" result 0%

result |01 f 095|txt:Total number of assembled transcrlpts: 727
result [01 f 098] txt:Tot ts: 723
result |91 f 101 txt:Tot| forward4gl ts: 344 »‘
result |01 f 104 txt:Tot ts: 11
result [01 f 107[ txt:Tot| ts: 1 D
result [03 f 095| txt:Tot| it ts: 704
result 03 f 098 txt:Tot 93 b ts: 705 ‘
result |03 f 101| txt:Tot P ts: 372 | &

eV resutt [03 1 104] txt:Tot reversefl] s 12

T result |03 f 107 txt:Total number of assembled transcripts: 1

£~ Miuebielinux[20160804] | [11:33%&f ]
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datal.fq.gz

_Mdata2.fq.gz

result

result
result
result

result
result
®result
result

result 01 f 095.txt
result 01 f 098.txt
result 01 f 101.txt
result 01 f 104.txt
iu@bielinux[20160804] grep "number of assembled transcripts" result 0%

| IR E =Y L BEZ El %
*%0)@17&1%7&#& ESIBAA 5. Lo E DD LR T
1;Ségiglzsn;E;;:%g;gzgapugp

M /home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s

T, CNIFB5LIIERFETIHRIT2EHETH L.
T4 8O KNMERZEAD(727 > 723)E2)(704 <
705) CHEEL TL\AD T, —LEEBHEFTEIT £

result 01 f 107.t| BEHI=YVEOS=(FOIN LML - REEEZ S

result 03 f 095.txt result r.txt
result 03 f 098.txt result.txt
result 03 f 101.txt Rockhopper Results
result 603 f 104.txt triml.fq.gz
result 03 f 107.txt

result |

result |

: iu@biefinﬁ{‘ﬁgaeﬂ i

01 f 095.txt:Total number of assembled transcripts: 727
01 f 098.txt:Total number of assembled transcripts: 723
01 f 101.txt:Total number of assembled transcripts: 344
01 f 104.txt:Total number of assembled transcripts: 11
01 f 107.txt:Total number of assembled transcripts: 1
03 f 095.txt:Total number of assembled transcripts: 704
03 f 098.txt:Total number of assembled transcripts: 705
03 f 101.txt:Total number of assembled transcripts: 372
03 f 104.txt:Total number of assembled transcripts: 12
03 f 107.txt:Total number of assembled transcripts:

1
[11:334 31 ]
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D97EMERFTHRTEEDEM. HLU@2EE
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B oinhA(&EADIERZEN) LT D)EHHITO

o CNIFTAEREFTITRSAZBROBHTZ(T, $I6573

o BRI LTS

Al o ok UL FE T,

### -t 1 and -1 99 +### A
gunzip -c datal.fq.gz | fastx_trimmer -f 1 -1 99 - | gzip > triml.fq.gz
Jjava -Xmx2808m Rockhopper triml.fq.gz > result 81 f 099 .txt

grep "number of assembled transcripts” result 91 f 899 .txt

### -t 1 and -1 97 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 1 -1 97 - | gzip > triml.fq.gz
Jjava -Xmx2808m Rockhopper triml.fq.gz > result 91 f 897.txt

grep "number of assembled transcripts” result 91 f 897.txt

### -f 3 and -1 99 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 3 -1 99 - | gzip > triml.fq.gz
Jjava -Xmx2808m Rockhopper triml.fq.gz > result 83 f 099 .txt

grep "number of assembled transcripts” result 92 f 899 . txt

### -f 3 and -1 97 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 3 -1 97 - | gzip » triml.fq.gz
Jjava -Xmx2808m Rockhopper triml.fq.gz > result 83 f 897.txt

grep "number of assembled transcripts” result 92 f 897.txt

### -f 2 and -1 99 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 2 -1 99 - | gzip » triml.fq.gz
java -Xmx2008m Rockhopper triml.fq.gz > result 02 + 099 txt

grep "number of assembled transcripts” result 92 f 099 . txt W
### - 2 and -1 98 ###
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i FIEE | NGSERR(P~ EiR) (S0 d ) — Lr o) T

ﬁ/Z?&I*')A 43

EXRETRICDIsLI=FER, AT arw DIt
t%?f)\('f’d’EE‘ZH#F'EEHIIEL‘/ rahd, 25T BIE

iu@bielinux[20160804] |

= )
s ——
-

T, QSTREXEIEARTLIZDDE, £5TEND
S S M File Edit View Search Terminal Help DEDITAHZ tb\f%é f{,@{’g;—j@ﬂ#ﬁaﬁ@@
iu@bielinux[20160804] pwd - " o AN,
@} /home/iu/Documents/srp017156/20160804 ?z’r\)ft—'{j—;{_’ij& h\JTCEJE&?’C?‘QI “ ﬁ_*téj 2 \E
iugbielinux[20160804] 1s -1t result o | AELMEFIEEDMOTNREDZELOTHEL

E “rw-rw-r-- 1 1u iu 577 68 25 13:07 result 02 f 097.txt
B-rw-rw-r-- 1 iu iu 577 6H 25 13:06 result 02 f 098.txt
,_ -rw-rw-r-- 1 iu iu 577 68 25 13:05 result 02 f 099.txt
ﬁ -rw-rw-r-- 1 iu iu 577 68 25 13:05 result 03 f 097.txt
-rw-rw-r-- 1 iu iu 577 68 25 13:04 result 03 f 099.txt
i -rw-rw-r-- 1 iu iu 577 6H 25 13:03 result 01 f 097.txt
-rw-rw-r-- 1 iu iu 577 68 25 13:02 result 01 f 099.txt
= -rw-rw-r-- 1 iu 1 68 23 result 03 f 095.txt
é -rw-rw-r-- 1 iu iu 68 23 27:0U2 result 03 f 098.txt
-rw-rw-r-- 1 iu iu 576 68 23 22:02 result 03 f 101.txt
| S\l -rw-rw-r-- 1 iu iu 571 68 23 22:01 result 03 f 104.txt
S M-rw-rw-r-- 1 iu iu 568 68 23 22:00 result 03 f 107.txt
B - rw-rw-r-- 1 iu iu 577 6A 23 21:59 result 01 f 095.txt
-rw-rw-r-- 1 iu iu 577 68 23 21:58 result 01 f 098.txt
-rw-rw-r-- 1 iu iu 576 68 23 21:57 result 01 f 101.txt
-rw-rw-r-- 1 iu iu 571 68 23 21:34 result 01 f 104.txt
-rw-rw-r-- 1 iu iu 568 68 23 21:33 result 01 f 107.txt

[ 1:45 %]
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i F3ER | NGSARIR(P~ iR | LS 29T — L7t IS H T

%‘-‘%@ébﬁ%&#&#@z

» FERD 2 FERE LR

[ A FR—F(ZZTIE®ESECHIAL T, FELZVERZ 711D 4
Sulbhh g GRETE AL TR T S,

cd ~/Documents/srp8l/156/20816068841

DTRIRIEDEDH result 0xJIZREL T
s, grepBF(Z, EHIZQDF T HETI0-9915
FCHRIBERIZIBE, FTHR—FEDIIZ
 90.txtM 5 99.txtELNVDTFAILZDEHDIZFR
FTITBAEWNSIERR, [0-9]1F. 91 txt THI7 txt
THO-INEFANDHIEI1 D THNILHEAT
HEWELSERBR(E6EWI1-10; W13-4)

pwd ‘
1s result @* '

grep "number of assembled transcripts” result @8*9[@-9].txt

s =
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3ER | NGSEETR(P~ L) [ S22 9207 — L7 2, HIREH T

e e
itk D EIMRZILHE2

» FERD 2 FERE LR

[ I EA—F(CCTIE*)ESFHAL T, BELELERT 711104

Sulbhh g GRETE AL TR T S,

cd ~/Documents/srp8l/156/20816068841

pwd
1s result @*
grep "number of assembled transcripts”

~@

result @*9[@-9].txt

HERLELDERR(E

DTRTRIEDEDZ result 0xJIZPRTEL T
s, grepBE(Z, SHIZQM T T 2 TI0-9915 £
FCTRIERICEE, FTHR—BLNDBIIX
L 90.txtHB99.txtELNVDITFAILA DEHDI(ZR
TFTI DELIERR, [0-9]I&. 91.txt THI7 txt
THO-IDEHEHHNDHIE1 D THNIEGA T
E6[EIW11-10; W13-4), =&
THRBRERLERSELNYPTIVTLELD

B.txt

0. txt

BMresult 01 f 099. txt
result 01 - f 181, txt

result 01 f
iu@bielinu

result 01 f 099

result 02 f 099

result 03 f 098.
£ Mresult 03 f 099.

result 01 f 095.
result 01 f 097.
result 01 f 098.
01 ¥ LIxt
result 02 f 097.
result 02 f 098.
LIxt
result 03 f 095.
result 03 f 097.

L EXT

txt
XL
X

txt
txt

Bt
txt
Xt
XL

result 01 f 098.txt result 02 f 0od result 63 f 101.txt
result 02 f 099.txt
result 03 f 095.txt

result 03 f 104.txt
result 03 f 107.txt

result 03 f 097.txt
804] grep "number of assembled transcripts" result 0*9[0-9].txt

:Total
:Total
:Total
:Total
:Total
:Total
:Total
:Total
:Total
:Total

Total

—— 1u@b1e11nux[29‘ﬂ4] li

number
number
number
number
number
number
number
number
number
number
number

of
of
of
of
of
of
of
of
of
of
of

assembled
assembled
assembled
assembled
assembled
assembled
assembled
assembled
assembled
assembled
assembled

transcripts:
transcripts:
transcripts:
transcripts:
transcripts:
transcripts:
transcripts:
transcripts:
transcripts:
transcripts:
transcripts:

727
728
723
731
708
711
713
704
1l
705
705

[ 2:524 %]
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i F3ER | NGSARIR(P~ iR | LS 29T — L7t IS H T

%‘-‘%@ébﬁ%ﬂfﬂ?@z

File Edit View Search Terminal Help

iu@bielinux[20160804] pwd
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s result 0%

result 01 f 095.txt
result 01 f 097.txt
result 01 f 098.txt
result 01 f 099.txt
result 01 f 101.txt
result 01 f 104.txt

result 01 f 107.txt
result 02 f 097.txt
result 02 f 098.txt
result 62 T 099.txt
result 03 f 095.txt
result 03 f 097.txt

result 03 f 098.txt
result 03 f 099.txt
result 03 f 101.txt
result 03 f 104.txt
result 03 f 107.txt

OB HE B LIEZERI(IBEBZN) L)EE
(&, HEE B EMEE B LIEDORRDHRET
%%)u‘:’éﬁﬁwf'éto F=. @)—F®D3 X
Il D AR B FTERLI-ZEIC, &xBEL
5']%52#%(73%)(7311@)_&% \7‘3\07‘,

[ 2: 494’-&]
[ 2:4954 % ]

iu@bielinux[20160804] grep "number of assembled transcripts" result ©0*9[0-9].txt

result 01 f 095.txt:Total number of assembled transcripts: 727
result 01 f 097.txt:Total number of assembled transcripts: 728
result 01 f 098.txt:Total number of assembled transcripts: 723
result 01 f 099.txt:Total number of assembled transcripts: 731
result 02 T 097.txt:Total number of assembled transcripts: 708
result 02 f 098.txt:Total number of assembled transcripts: 711
result 02 ~f 099.txt:Total number of assembled transcripts: 713
result 03 T 005.txt:Total number of assembled transcripts: 704
result 03 f 097.txt:Total number of assembled transcripts: 711
result 03 f 098.txt:Total number of assembled transcripts: 705
result 03 f 099.txt:Total number of assembled transcripts: 705
iu@bielinux[20160804] | [ 2:525 %]
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Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s BRRGEETTEUITVHRZEFM. ~ AN Tpaired-end 720 J1) 51T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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3ER | NGSERR(P~ iR | FS2 00 d ) — Lot o) F

B e
thDBRLFIVY

File Edit View Search Terminal Help

Jiu@bielinux[20160804] pwd
/home/iu/Documents/srp017156/20160804

H IV, DTotal number of assembled transcripts

ZECITORETEH. @J)—FD3 Kin
WEBFTHELIZGEIC. RBEIIEA Z ol

B > #99

(7311@), FR#(E5 “RimD ') LLELE DEWD TR A

Leg<Li0E

iu@bielinux[20160804] ls result 0%

result 01 f 095.txt
result 01 f 097.txt
result 01 f 098.txt

Hresult 01 f 099.txt

result 01 f 101.txt
result 01 f 104.txt

result 01 f 107.txt
result 02 f 097.txt
result 02 f 098.txt
result 02 f 099.txt
result 03 f 095.txt
result 03 f 097.txt

result 03 f 098.txt
result 03 f 099.txt
result 03 f 101.txt
result 03 f 104.txt
result 183 f 107.txt

[ 2:4954 %]

iu@bielinux[20160804] grep "number of assembled transcripts" result _0*9[0-9].txt

result 01 f 095.txt:Total number of assembled transcripts: 727
result 01 f 097.txt:Total number of assembled transcripts: 728
result 01 f 098.txt:Total number of assembled transcripts: 723
result (g3 - f 099.txt:Total number of assembled transcripts: 731
result 02 T 007.txt:Total number of assembled transcripts: 708
result 02 f 098.txt:Total number of assembled transcripts: 711
result 02 f 099.txt:Total number of assembled transcripts: 713
result 03 T 095.txt:Total number of assembled transcripts: 704
result 03 f 097.txt:Total number of assembled transcripts: 711
result 03 f 098.txt:Total number of assembled transcripts: 705
result 03 f 099.txt:Total number of assembled transcripts: 705
il iu@bielinux[20160804] | [ 2:524 %]
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i FIER | NGSERR(P~ iR (S 2 00D — Lr o) F

result 01 f 095.txt
result 01 f 097.txt
result 01 f 098.txt
result 01 f 099.txt
result 01 f 101.txt
result 01 f 104.txt

111.0)’?‘*%%9:1‘/71

File Edit View Search Terminal Help

iu@bielinux[20160804] pwd
A /home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s result O*
result 01 f 107.tx
result 02 f 097.txt
result 02 f 098.txt
result 02 f 099.txt
result 03 f 095.txt
result 03 f 097.txt
iu@bielinux[20160804] grep "Perfectly aligned reads" result _0*¥9[0-9].txt

M5’ FKif

&9 5 A (T ATl

(DPerfectly alighed readsZ@ ST ITDRERIL, <
Jant=)—F#EZDEEIZET S0, 1)—F
BlZ@1EE B ST IHEE64%)(E. O
ZFRLSD2EE B (70%)E LU SEER B (T1%)H 5
[T AD_EhHhoT=, BE
SIMEEELLN, CORIREEFTEFIZHLTL
SN TEMRTEZL

result 03 T 099.txt
result 03 f 101.txt
result 03 f 104.txt
result 03 f 107.txt

result 01 f 095.txt: Perfectly aligned reads: 623660 64% )
result 01 f 097.txt: Perfectly aligned reads: 624139 64%
result 01 f 098.txt: Perfectly aligned reads: 623898 64%
result 01 f 099.txt: Perfectly aligned reads: 624169 64%
result 02 T 007.%txt: Perfectly aligned reads: 679686 70%| )
result 02 f 098.txt: Perfectly aligned reads: 679713 70%
result 02 f 099.txt: Perfectly aligned reads: 679436 70%
result 03 T 095.txt: Perfectly aligned reads: 688831 /1%
result 03 f 097.txt: Perfectly aligned reads: 689383 71%
=l result 03 f 098.txt: Perfectly aligned reads: 689419 71%
> Mresult 03 f 099.txt: Perfectly aligned reads: 689402 71%

iu@bielinux[20160804]

+
+

[ 2:554 %]
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i 380 | NGSRR (P~ t#h) | Low2ou it —nrtoo) % (DTotal number of assembled basesZ S ITDFE
:I:%;E)a'_ Big. RIERMCETZID (VT / LDGEEIET
ﬂﬁiﬂ> ZIﬁ/ﬂ7A

LAZIZHE) , QRBBIEEMNZ oD
File Edltview earch Termlal Hp C2- ggi‘ggaéyibf:iﬁ . SRR T, @75\—
lu@blellinux[20168664] pw %L\L\T*E’:')&,.,\L\’J’m — SN ETOHERED
/home/iu/Documents/srp017156/20160804 I
iugbielinux[20160804] 1s result ox | 7 TIVSHRFLTRRAROS L TEPLTHEENS

result 01 f 095.txt result 01 f 107.txt result 03 f 098.txt
result 61 T 097.txt Tresult 62 f 097.txt result 63 f 099.txt
result 01 f 098.txt result 02 f 098.txt result 03 f 101.txt
result 01 f 099.txt result 02 f 099.txt result 03 f 104.txt
result 01 f 101.txt result 03 f 095.txt result 03 f 107.txt

result 01 f 104.txt result 03 f 097.txt

iu@bielinux[20160804] grep "number of assembled bases" result _0*9[0-9].txt

PO ONE-

result 01 f 095.txt: Total number of assembled bases: 170283
result 01 f 097.txt: Total number of assembled bases: 175219
result 01 f 098.txt: Total number of assembled bases: 177046
result 01 f 099.txt: Total number of assembled bases: 180116
result 02 T 097.%txt: Total number of assembled bases: 178878 |
result 02 f 098.txt: Total number of assembled bases: 181484
result 02 f 099.txt: Total number of assembled bases: 183106
result 63 T 095.txt: Total number of assembled bases: 171974
‘ result 03 f 097.txt: Total number of assembled bases: 176714
o result 03 f 098.txt: Total number of assembled bases: 179437
> Mresult 03 f 099.txt: Total number of assembled bases: 181491
il iu@bielinux[20160804] | [ 3:224 %]
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g 80 NSRRI~ L) | EouaoU ok — Lt amegEcossen | FEMIFELA . CHETIT o135
DX FIZELITIEERZhoge *.txt
77’( JLVERTFELTER ENS &I CRETA LA IR

» RAFOS ETERT ~{ 8577 )5 (~Desktop/mac_share) FICFEFRF=77 1)1 1R71F
Linux F T8 - S RTEN T, S &3 T 0ITFEETERELTIAOVLEST, U7
3. cota~w A EERAZYL TR L FFFED FRFe LU ET . O P EERiTICh
foo Tt T 2BEI1I NP 25wl 2 | T T (F4OW-255Wo-8), Mac Tl 22 5wi 2 1% Hl
TS EIT. TA=- T EEally,

cd ~/Documents/srpdl/156/28160604

puwd

grep " " result @%9[0-9].txt \
> ~fDesktop/mac_share/

grep " " result 8*9[0-9].txt Y\
> ~/Desktop/mac_share/

grep " " result @*9[8-9].txt \

> ~/Desktop/mac_share/
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- st NGSR(F~ L) | Lot —hrtoJl mael REDTHER D2-99iEE B DS \’H%‘q‘@
7 ,r 1/1%7— —ngﬂ; MDD EFATHIET, (XTI - T, 5[0
7 ) % / W18-7 (2016.08.020D A5 A F85) T LI-ECIE

» 2 OS ETERT < HB V4L ¥ (~Desktop/'mac_share) FITHE] PNEESTNADEZDIEXHAEAH. &/ LB HIE
Linux F T2 - SR RTHEN T, &30 TFIEETERL s =3
I;tujit:?:fli'?‘d??_’"%lﬂl,ﬁ?;LJbT%ﬁﬂx‘b%{*ﬁﬁﬂil%FﬁEfé‘Lw?;Ubél fEnd LbmbiGmE M <R E H S Hl
oo TR T BEEII N I A5l 2 | T (BEWs-20 W), N ELTEE, EEOEELLTIE. DD A4

ENEEIE, [ArT T ASUL. — DT —ARATEATIRE R I 1 75 VR

cd ~/Documents/srp@17156/20160804 (2. D0RHEEDHD N OHIDIEHEEZHT

. FIBS 17 CE D% DBATETS

grep ° ber of assembled -“='5:"::15" result @*9[0-9].txt \

} “fDESktDpfmaC sharef 1.txt
grep fectl one '55:5” result _@*9[0-9].txt \
. N’FD?SHWP{T‘?F _?hE_'rfE’_F_ B~ Perfectly aligned reads
re er semble 3585 PESUlt B* >

= > NIDESI{tDp,«’mac share/hc 3.txt M) LS B3I J—KF2 F0IE RIEE
01.f095 127 623660 64% 170283
01_f097 728 624139 64% 175219
01.f098 723 623898 64% 177046

» 01099 731 624169 64% 180116

02_f 097 708 679636 70% 178878
02_f 098 711 679713 70% 181484
02_f 099 713 679436 70% 183106
03.f 095 704 688831 71% 171974
03_f 097 711 689333 71% 176714
03.f 098 705 689419 71% 179437
03099 705 689402 71% 181491
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RD) Th—LT7E2T)
O SHR1#EfH. FastQC
[0 Rockhopper2g =iy, [EERIHH
O #k Q7R L5 TRockhopper2% 3£ 1T
m N)IS2 T fastx—trimmer —f -1, ¥R R TR M) LEH
n FRAGEETT D FEEZFHE . RAMLEH Tpared—end7 £ J) & E1T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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N J 38T | NGSRE(P~ L#R) Lo A0 — L

NAMGEHET..

forwardB|DIMERE B FTHRIDIIEET. DIEEE. D
2IEEBE . @MEREBMNSIET ELVDIET3 DD EH Tpaired-
end7 1) EFE1T, ZZT. reversefll (XA H 1747

o AT FF T patred-end 7 LT R T

data2fq.gzZx AHELTEHEZATLVS, OE

RZELT, #9657

reversefBl|| 3 {af b U L7 T\ 740 v data2 fo g7+ 55 7 pamec-en OPPEI LT =TT, » B~ 7775
27 - Jl-(Rockhopper Results/transcripts txt)| 3 A2 A FEBFSNAD T, BIETIE —L T,

pwd

### -f 1 and -1 99 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 1 -1 99 - | gzip > triml.fq.gz
java —Kmxlﬂﬂﬂm Rockhopper triml.fq. gz%datal fq. gz > result 81 f 899 r .txt
grep "number of assembled transcripts” result 91 f 899 r .txt

cp Rockhopper Results/t cripts.txt Rﬂckhﬂpper Resultsftran5cr1pt5 g1 + 69

### -f 2 and -1 99 ##4#

gunzip -c datal.fq.gz | fastx_trimmer -f 2 -1 99 - | gzip > triml.fq.gz
Jjava -Xmx2808m Rockhopper triml.fq. gz%datal fq. gz > result 82 f B899 r .txt
grep "number of assembled transcripts™ result 82 f 899 r .txt

cp HDCkhﬂppEl“_RESUltSft‘r‘lptS txt Rﬂckhﬂpper ResultSItranﬁcrlpts 32 f 09

### -f 3 and -1 99 ###

gunzip -c datal.fq.gz | fastx_trimmer -f 3 -1 99 - | gzip > triml.fq.gz
Jjava -Xmx2808m Rockhopper triml. fq. gz%datal fq. gz > result 83 f 899 r .txt
grep "number of assembled transcripts” result 83 f 899 r .txt

cp Rockhopper Results/transcripts.txt RUCthppEF Resultsftran5cr1pt5 93 + 89

grep “number of assembled transcripts"™ * r .txt
grep "Perftectly aligned reads™ * r .txt
grep “"number of assembled bases™ * r _txt
< >
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-JW"J HHEHT060s00) | AERETRDIREE, DFREE 9
> ~ A2 < b‘%ﬁ%@éﬁﬁ%’é%&bfhé&;é
NAMGEHET...

o AR FAF Tpatred-end 7 77 FE E T
reversefdl]l 1 ﬂ“EI~ y i-r.%l_; Tl ‘I?L.:LL vdata2 fq g7% 52 T paired- EﬂdTRﬂckhﬂppf:I %%fﬁ
=y ;

T )i

File Edit View Search Terminal Help L] = ) 22:39 {%
Jiu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 3 -1 99 - | gzip >
triml.fq.gz

iu@bielinux[20160804] java -Xmx2000m Rockhopper triml.fq.gz%data2.fq.gz > result ©
3 f 099 r .txt

iu@bielinux[20160804] grep "number of assembled transcripts" result 03 f 099 r .tx
t

BTotal number of assembled transcripts: 660

iu@bielinux[20160804] cp Rockhopper Results/transcripts.txt Rockhopper Results/tra
nscripts 03 f 099 r .txt

1u@bielinux[20160804] grep "number of assembled transcripts" * r .txt [10:215 ]
result 01 f 099 r .txt:Total number of assembled transcripts: 739
result 02 f 099 r .txt:Total number of assembled transcripts: 662
result 03 f 099 r .txt:Total number of assembled transcripts: 660
iu@bielinux[20160804] grep "Perfectly aligned reads" * r .txt [10:225 %% ]
result 01 f 099 r .txt: Perfectly aligned reads: 600797 62%

result 62 I 099 r .txt: Perfectly aligned reads: 653510 67%

result 03 f 099 r .txt: Perfectly aligned reads: 663347 68%
iu@bielinux[20160804] grep "number of assembled bases" * r .txt [10:224 % ]
result 01 f 099 r .txt: Total number of assembled bases: 451183

result 02 T 099 r .txt: Total number of assembled bases: 459768

L Mresult 03 f 099 r .txt: Total number of assembled bases: 459662
el 1U@b1e (1nux[20160804] [10:22F&]
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N J 3388 | NGSREIR (P~ t#h) o2l — byl #zE DY T auf=l) —RF #0418 B4 . paired—

S ~ A2 < end THHEANZN02.1.099 1534 A—T @Y D HY
/\X I‘fd~7|< ﬁ:'C - ERER=oT=, LA L. QBN AN 01.£099 1KY
o N A5 EE T paired-endy £ T EET H10%FE D7 (7391 vs. 662{E)D (X, FEIRT

Teverse

=y

),

@1 iu@bielinux[20160804] gunzip -c datal.fq.gz | fastx trimmer -f 3 -1 99 - ngp >

Pl 1U@b1e1inux[20160804] java -Xmx2000m Rockhopper triml.fq.gz%data2.fq.gz > result 0

' . nscripts 03 f 099 r .txt

1u@bielinux[20160804] grep "number of assembled transcripts" * r .txt [10:21
Slresult 01 f 099 r .txt:Total number of assembled transcripts: 739
é result 02 f 099 r .txt:Total number of assembled transcripts: 662
result 03 f 099 r .txt:Total number of assembled transcripts: 660
B Jliu@bielinux[20160804] grep "Perfectly aligned reads" * r .txt [10:225 %% ]
o Mresult 01 f 099 r .txt: Perfectly aligned reads: 600797 62%
. result 02 I 099 r .txt: Perfectly aligned reads: 653510 67%}
result 03 f 099 r .txt: Perfectly aligned reads: 663347 68%
iu@bielinux[20160804] grep "number of assembled bases" * r .txt [10:224 % ]
Jresult 01 f 099 r .txt: Total number of assembled bases: 451183
=adresult 02 f 099 r .txt: Total number of assembled bases: 459768}
> Mresult 03 f 099 r .txt: Total number of assembled bases: 459662
sl 1U@D1e [inux[20160804T | [10:22F &

fEI]l;ﬂ{;I»Ui.r.%TL\?‘&L‘-datanfqu%b}?LTpmd Eﬂd’ﬁ' %7:}['\ L\ﬁ_l,h\-d-%) ll‘“’ibb\;f)\—mit&)%)

File Edit View Search Terminal Help

AMtriml.fqg.gz

3T 099 r .txt

Miuebielinux[20160804] grep "number of assembled transcripts" result 03 f 099 r .tx
t

B BTotal number of assembled transcripts: 660
iu@bielinux[20160804] cp Rockhopper Results/transcripts.txt Rockhopper Results/tra
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_NETHDEED

Perfectly aligned reads ,, Perfectly aligned reads ,,,
) LA D ! @ ) LA B2F : @

M) LS BREIE J—R%  ZOE S IS ER | M) LAEH B —R %mguﬁ%iﬁ%ﬁ

01 f 095 127 623660 64% 170283

01 f 097 7128 624139 64% 175219

01 f 098 123 623898 64% 177046

01 099 731 624169 64% 180116 |01f099r 739 600797 62% 451183

02 f 097 708 679686 70% 178878

02 £ 098 711 679713 70% 181484

02 £ 099 713 679436 70% 183106 |02f099r 662 653510 67% 459768

03 f 095 704 688831 71% 171974

03 f 097 711 689383 71% 176714

03 f 098 705 689419 71% 179437

03 £ 099 705 689402 71% 181491 |03 099 r 660 663347 68% 459662
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(DreversefillZ Nz Tpaired—end|ZF A ET., DFAIEEEL
M forwardfl] D & D single—end[ZEE X THEIRGIZEE AL TLY
LHoEDHhD, BEFIEIE. @paired-end[E@single—endIZ
HRTETFEAEMITE- TSI EMD, RIEEIEDE
BREBEZ., BEHIH-YDEHREMNMEIEEBV TS LA
FRTED, paired—endIZT HF| @A L<HOMNSERENZD

' . Perfectly aligned reads|,,.
) LG BRI Pj‘f‘ﬁ}%“i’f&;ﬁf RIREM N AREERIIE 7 ow o EEY
=1 = =1 i =|
01095 727 623660 64% 170283
01.f097 728 624139 64% 175219
01.f098 723 623898 64% 177046
01099 731 624169 64% 180116 | 01099 r. 739 600797 62% 451183
02097 708 679686 70% 178878
02f098 711 679713 70% 181484
02099 713 679436 70% 183106 | 02099 r 662 653510 67% 459768
037095 704 688831 71% 171974
03.f097 711 689383 71% 176714
03.f098 705 689419 71% 179437
031099 705 689402 711% 181491 | 031099 r 660 663347 68% 459662
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uﬂi’(d)ik&)

TY A, RLEFYTyTINT)—REO

%@iﬁ%g&d)ﬁ, \\75 Bs @fj-h\*;i' "

Perfectly alighed reads

I e N I e Perfectly aligned reads 4,
M) LS BRI —F%%  ZQE|E IS ER ) LEH B —R% ZDEE IR B
01.f095 727 623660 64% 170283
01.f097 728 624139 64% 175219
01.f098 723 623898 64% 177046
01.f099 731 624169 64% 180116 |01f099r 739 600797 62% 451183
02097 708 679686 70% 178878
02098 711 679713 70% 18148
02099 713 679436 70% 18310 02099 r 662 653510 67% 459768
03095 704 688831 71% 17197
03097 711 689383 71% 176714
03098 705 689419 71% 179437
031099 705 689402 71% 181491 |03f099r 660 663347 68% 459662
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(last modified 2016/06/03, since 2011)

UET, QDIFRATIX. 1

AT b= R 51T, *%/ztijnlj‘smgqm—%%
Fonf-EHDHEMN LS
i) %)7°D/7‘7AE¥€—¢EL\L,’C AV Sor L

What's new?

o ZDT
) —2 3} RH
E(Windows

EiLlE= sn

BIALEE | D)) 4 | pared-end | 28! —F | ShortRead(Morgan 2009) (last modified 2015/06/26)

FA T 1220 T (last modified 2014/06/2Q

7T | 7 4 H (last modified 2016/03,
FEoDIN | S 20T — L GRS odified 2016/06

?;Ii_f’f»'

|- 20T (last modified 2016/04/0

DRy Vs

N ]
ER gLy
ER Py
e ]
Tk

basic aligner (last modified 2014/08/08)

splice-aware aligner (last modified 2016/04/07)

Bisulfite sequencingFH (last modified 2014/07/09)
(ESTL -~ ). {2 O )contig (last modified 2014/06/24)
EL§ (last modified 2013/06/19)

single-end | 4.4 L5 | basic aligner{ B4#) | QuasR(Gaidatz|

N TEVTN | SR T—LEE WA NEW
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Multiple-k: Suroet-Groba and Montova-Buroos, Genome Fes., 2010

Trans-ABvS5: Robertson et al. . Nat Methods, 2010
Rmmotator: Martin et al.. BMC Genomucs, 2010

Trinity: Grabherr et al., Nat Biotechnol, 2011

Oases: Schulz et al. . Biomformatics, 2012

EBARDenovo: Chu et al.. Biomnformatics, 2013

BRANCH: Bao et al., Bioinformatics, 2013

IDBA-tran: Peng et al. . Bioinformatics, 2013
S50APdenovo-Trans: Xie et al.. Biomnformatics, 2014
VTBuilder: Archer et al.. BMC Bioinformatics, 2014
Rockhopper 200427 1) 7 H): Tiaden B, Genome Biol 2015
DETONATE(RSEM-EVAL):Li et al.. Genome Biol. 42014
Bndger: Chang et al., Genome Biol.. 2015

I[FRAT: Mbandi et al.. BMC Bioinformatics, 2015
SCEFJIA{El Cﬁ#ﬂ} Honaas et al.. PLoS One_ 201
BmnPacker: Liu et al.. PLo5 Comput Biol.. 2016

Review, HAFZ 122, 31751 F:

Review: Martin and Wang, Nat Rev Genet., 2011
1 V=" :Haznedaroclu et al . BMC Bioinformatics, 2012

Review: Gongora-Castillo, Nat Prod Rep., 2013

84




- « 7T | Fo AU T — L G A

_DEDERIL...

ROIEEE S FHT
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o BHLERE | 2024 | patred-end | E0@!) —Fih L | S jtlb\of—h\-&/jjb T

DOBET—2(Z2WTIE. NI TIVT7ERAD
Rockhopper2 DLW TRFESTLNSFZAHHN, D=8
QF L ETrinityE AV AR—)ILL TR THI=5, /N\IT
7 FATHEVDIZE S HAEHIEMLI-ELHFHE
DERZEHEE, RIZESEITHLENMLI=BBridgerzF{EH

’)‘l%ﬁrﬁxﬁ STIIFT=&LVD5

« PG 12207 (last modified 2014/06/20)
What's new? |* > 227 )1 |7/ L H (last modified 2016/03/24)

Suieolr e g
iR ® TS IZDIAT (last modified 2016/04/07)

iE(Windows * ¥ w24 | basic aligner (last modified 2014/08/08)

sl sl s Tk oA | splice-aware aligner (last modified 2016/04/07)

o 7ot 4 | B (last modified 2013/06/19)

FrEoD | ES 20T — L GRS A (last modified 2016/06

74 | Busulfite sequencingFH (last modified 2014/07/09)
vt A | (ESTL D £ 0 )contig (last modified 2014/06/24)

» Tl 4 single-end |7/ 4s | basic aligner(EE) | QuasR(Gaidatz
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o Multiple-k: Surget-Groba and Montova-Buroos, Genome Ees., 2010
» Trans-ABvS55: Robertson et al. . Nat Methods, 2010
» Rrmotator: Martin et al., BMC Genomucs, 2010

Trinity: Grabherr et al., Nat Biotechnol, 2011
» Oases: Schulz et al., Biomformatics, 2012
» EBARDenovo: Chu et al.. Bioinformatics, 2013
BRANCH: Bao et al., Bioinformatics, 2013
IDBA-tran: Peng et al. . Bioinformatics, 2013
S50APdenovo-Trans: Xie et al.. Biomnformatics, 2014
VTBuilder: Archer et al.. BMC Bioinformatics, 2014
Rockhopper 200427 1) 7 H): Tiaden B, Genome Biol 2015
DETONATE(RSEM-EVAL):Li et al.. Genome Biol.. 2014
Bndger: Chang et al., Genome Biol.. 2015
I[FRAT: Mbandi et al.. BMC Bioinformatics, 2015
. SCEFQ\IA(Il C?ﬁE#}[I} Honaas et al.. PLoS One, 2016
» BinPacker: Liu et al.. PLoS Comput Biol, 2016

Review, HAFZ 122, 31751 F:

o Review: Martin and Wang, Nat Rev Genet, 2011
» 1§ A F =" :Harnedaroglu et al . BMC Bicinformatics, 2012

» Beview: Gongora-Castillo, Nat Prod Rep., 2013
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Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

1 Trinity
s BBE AVAM =L BETAEEARTNREZET . B LA LENSETT, apt—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
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DTS HoA—kTESELD
BEDTOVYY e RSARZTRBTIZIT

[ [E=RIERX
a‘ 1|Q https://github.com/trinityrmaseq/trinityrmaseq/wiki O~ @& GitHub, Inc. [US] ©& H () Home - trinityrnaseq/tri... x ’ ‘ Mt S 693

O Personal Opensource Business Explore

| trinityrnaseq / trinityrnaseq

Code Issues 46 Pull requests 3

EE W

Home

Thisaru Guruge edited this page on Apr 4 - 30 revisions

RNA-Seq De novo Ass
Trinity

Pricing Blog Support This repository ~ Search

r = B S |
e"’}'|o hittps: //github.com/trinityrmaseq/trinityrnaseq /wiki O ~ @ GitHub, Inc. [US] & ” () Home - trinityrnaseq/tri... = ‘ ‘ i e o3
Quick Guide for the Impatient Transcripts 2
= RNA-Seq Read
Representation
Trinity assembles transcrigh sequences from lllumina RNA-Seq data. - Contig Nx and ExN50
stats

Aug 04 2016, NGS/N\V XAV EE S

Download Trinity here.
Build Trinity by typing 'male’ in the base installation directory.

Assemble RNA-Seq data like so:

Trinity --seqType fq --left reads_1.fq --right reads_2.fg --CPU 6 --max_memory 28G

Find assembled transcripts as: 'tninity_out_dir/Trinity fasta’

Use the documentation links in the right-sidebar to navigate this documentation, and contact our
Google group for technical support.

Intro to Trinity

Trinity, developed at the Broad Institute and the Hebrew University of Jerusalem, represents a
novel method for the efficient and robust de novo reconstruction of transcriptomes from RNA-seq
data. Trinity combines three independent software modules: Inchworm, Chrysalis, and Butterfly,
applied sequentially to process large volumes of RNA-seq reads. Trinity partiticns the sequence
data into many individual de Bruijn graphs, each representing the transcriptional complexity at a

given gene or locus, and then processes each graph independently to extract full-length splicing

Grabherr et al., Nat Biotechnol.. 29: 644-652, 2011

= Downstream Analyses
= Transcript Quantification
= QC Samples and
Replicates
= Differential Expression
= Coding Region
Identification
= Functional Annotation of
Transcripts
= Gene Ontology term
functional category
enrichments
« Trinity Tidbits
= Freguently Asked Questions
(FAQ)

Clone this wiki locally
https://github. com/trinityr

¥ Clone in Desktop
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T - t —RAR[EER KO-, QFRFERDF Vo O—FMNEKRLZD T,
rni y EUH AT QtargzD P DEFF 2 O—R T XLwindowsDIGHE
ZEH) o TlIoa—rhybOaE—]---LE=EISHRD R
J9k, ﬂ"']170MB:E;37)%>0)'C /Downloads( St“rb/n —RiEH

7

Q O https://github.com/trinitymaseq/trinityrmaseqg/releases P~

O Personal Opensource Business Explore Pricing Blog Support This repository  Sea Signin

trinityrnaseq / trinityrnaseq @ Watch 48  #Star 9  YFork &1

<> Code Issues 46 Pull requests 3 Wiki Pulse Graphs

Trinity Release v2.2.0 k

©v220 B brianjohnhaas released this on Mar 17 - 3 commits to master since this release
- eBfdade

-Butterfly update: bugfix related to polynucleotide runs.
-util/SAM_nameSorted_to_uniq_count_stats.pl: count fragments instead of reads.
-util/abundance_estimates_to_matrix.pl: will output a matrix even if only a single sample is
-util/align_and_estimate_abundance.pl: added support for salmon

-sample_data/test_align and_estimate_abundance/: added examples and tests for single-end and

< >
Downloads

() source code (zip)

[£) source code (tar.gz)
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(9\\'-7/ |:| I:t) ﬂ*li T o RDAZARIZODAEREIFIZFEL

o Trimity: Grabherr et al | Nat Biotechnol, 2011
o SO O—FEA AR =
i B =3 Tnmty (ver. 2.2.0¥D tar. gz 7 7 - )&~ Downloads| - 5 2 /O — F il

cd ~/Downloads

pwd

ls -1 w2*
tar zxvt v2.2.68.tar.gz

#uget -c https://github.com/trinityrnaseq/trinityrnaseq/archive/v2.2.0.tar.gz

cd trinityrnaseqg-2.2.9
1=
more README

make
1s -1t

» M2 B Y (Tonity)
~bin~D 4 213 Ee[OW12-3 (2016.08.030 A= (F s VTBLI=O T, ZZICZ2F I e EIT T Ly,

cd ~/Downloads/trinityrnaseqg-2.2.8

pud

1=

where Trinity

cp Trinity ~/bin
where Trinity
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=|= 53R

File Edit View Search Terminal Help

iu@bielinux[Downloads] pwd
§/home/iu/Downloads
iu@bielinux[Downloads] ls -1 v2*
-rw-rw-r-- 1 iu iu 174159736 68 26 14:26 v2.
@) iu@bielinux[Downloads] tar zxvf v2.2.0.tar.gz

DB ATIL"/Downloads, @ Trinity ver. 2.2.0
MDtargz 7 7AILDTETET HIKEAE
- OfHEIATUREET,

MHAA—k
3—F—Z=#H9

7] = 4) 1436 %
[ 2:345 %]
[ 2:345 %]
2.0.tar.gz
[ 2:345 %]
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5I= 2RIR

File Edit View Search Terminal Help 13 = 4) 14:38 1%

trinityrnaseq-2.
trinityrnaseq-2.

himeras ok.pl

trinityrnaseq-2.
trinityrnaseq-2.
trinityrnaseq-2.
_matrix.pl
trinityrnaseq-2.

1

NINN

N

.0/u£il/support_scripts/print_butterfly_assemblies.pl
.0/util/support scripts/process GMAP alignments gff3 c

.0/util/support scripts/revcomp fasta.pl
.0/util/support scripts/run TMM scale matrix.pl
.0/util/support scripts/run UpperQuartileNormalization

.0/util/support scripts/salmon trans to gene results.p

trinityrnaseq-2.2.0& L\ T L O M) AMERL S
NTWSEBRRT 5, TT—IEHTELIFLY

trinityrnaseq-2.2.0/util/support scripts/scaffold iworm contigs.pl
trinityrnaseq-2.2.0/util/support scripts/segment GFF partitions.pl
trinityrnaseq-2.2.0/util/support scripts/tests/
trinityrnaseq-2.2.0/util/support scripts/tests/sample data tests.py
trinityrnaseq-2.2.0/util/support scripts/tests/test prep.py
trinityrnaseq-2.2.0/util/support scripts/tests/tests.py
trinityrnaseq-2.2.0/util/support scripts/trinity install tests.sh
trinityrnaseq-2.2.0/util/support scripts/wig clip to bed.pl
trinityrnaseq-z.2.0/ut11/support_scr1pts/wr1te_partltloned_trinity_cmds
.pl

iu@bieliffGA [Downloads] |} [ 2:365 %]
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Jl o 7
2%

(Dtrinityrnaseq-2.2.07 4L 2K IZ
BEIL T, Is, 2T ST H $hF

File Edit View Search Terminal Help

iu@bielinux[Downloads] cd trinityrnaseq-2.2.0 [ 2:475 %)
iu@bielinux[trinityrnaseq-2.2.0] 1s [ 2:475 %]
Analysis hpc_conf notes
Butterfly Inchworm PerllLib trinity-plugins
Changelog.txt LICENSE README trinityrnaseq.wiki
Chrysalis LICENSE.txt README.md util

Bgalaxy-plugin Makefile sample data
iu@bielinux([trinityrnaseq-2.2.0] l [ 2:475 %)

1§ 1 = ) 14:47 1%
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N i 380 | NGSRR (P~ t#h) oot —nrtos) #wae#s| ODREADMEZ 7 ILDH2T-D T, @more T

R EAD M E FRRo Fr FHEDMakefileZ RDF-DT. T&
KRlEmakelZD1=55 1A LVDD, README
File Edit View Search Terminal Help wgaﬁ[:,ﬁtb\s @@Trinity@17‘ﬂ4bﬁ§ﬁ
l Jiu@bielinux[Downloads] cd trinityrnaseq-2.2.0 [ 27008 ]
| fiu@bielinux[trinityrnaseq-2.2.0] 1s [ 2:504%%]
Analysis hpc_conf notes
Butterfly Inchworm PerllLib trinity-plugins
Changelog.txt LICENSE README trinityrnaseq.wiki
Chrysalis LICENSE.txt README. util
galaxy-plugin Makefile sample data
iu@bielinux[trinityrnaseq-2.2.0] more README [ 2:504 %]

All documentation for Trinity is provided at the Trinity website:
http://trinityrnaseq.github.io

iu@bielinux[trinityrnaseq-2.2.0] | [ 2:504 %]

PPN YmEBE

v
o v
) [I

.‘*.’..ﬁ- ‘v
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Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

O Trinity
s R ARV, BT AEEZHARNT/IAREET . B AR LGEMNHEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
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Install

-

Gl—| [o https://github.comy/trinityrnaseq/trinityrmaseq/wik| £ ~ @ GitHub, Inc. [US] 6] () Home - trinityrnaseq/tri... x 0} 57 &0
O Personal Opensource Business Explore Pricing Blog Support  Thisrepository Search Sign in Sign up
! trinityrnaseq / trinityrnaseq @Watch 48  # Star 96  YFork 61
Code Issues 46 " Pull reguests 3 EE Wiki i~ Pulse |1 Graphs
Home

Thisaru Guruge edited this page on Apr 4 - 30 revisions

RNA-Seq De novo Assembly Using »Fages @
Trinity
« Trinity Wiki Home
« Installing Trinity
= Trinity Comp
Requirements
< Accessing Trinity on
Publicly Available
Compute Resources
= Running Trinity
< Genome Guided Trinity
Transcriptome Assembly
< Genome Annotation
» Monitoring Progress of a Trinity
Run
= Output of Trinity Assembly




] - 82385 | NGSART(P~ L) o200 t—nr ] (DmakeTZ (T TREF D, @ldprerequisite (gee ver. 4.3L4

I t II . Java-1.7LL B)IZRH9 % ERE . make THREAL =5,
Nnsia orerequisite DETREME D E Z BELNVDI XA ZEHYME

( = [E
G & @ https://github.com/trinityrmaseq/trinityrnaseq/wiki/Installic O ~ @& GitHub, Inc. [US] & H QInstaIIing Trinity - trinity... x ‘ T (U)

A
O Personal Opensource Business Explore Pricing Blog Support  Thisrepository Search Signin

- trinityrnaseq / trinityrnaseq @®@Watch 48 & Star 96  YFork 61

Code Issues 46 Pull reguests 3 EE Wiki Pulse Graphs

Installing Trinity

Brian Haas edited this page on Mar 22 - 7 revisions

Installing Trinity » Pages

After downloading the software to a Linux server, simply type - Trinity Wiki Home

« Installing Trinity
= Trinity Computing

make
Requirements

= Accessing Trinity on
in the base installation directory. This should build Inchworm and Chrysalis, both written in C++. A Publicly Available
version of gcc greater than 4.3 is required. Butterfly should not require any special compilation, as . CO’“TP“te Resources
g ; R 2 : : * Running [nnity
its written in Java and already provided as portable precompiled software, but Java-1.7 (or higher) - Gaiiie Guided Ty
IS required. Transcriptome Assembly

= Genome Annotation
Afterwards, you may want to build the additional plugin components that provide support for - Monitoring Progress of a Trinity
downstream analyses in which case you would then type: Run

 Output of Trinity Assembly
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Install

File Edit View Search Terminal Help 13 = 4) 1507 3%

fiu@bielinux[Downloads] cd trinityrnaseq-2.2.0 [ 2:504%# ]
iu@bielinux[trinityrnaseq-2.2.0] 1s [ 2:504%%]
Analysis hpc_conf notes

Butterfly Inchworm PerlLib trinity-plugins

Changelog.txt LICENSE README trinityrnaseq.wiki

Chrysalis LICENSE.txt README.md util

galaxy-plugin Makefile sample data
iu@bielinux[trinityrnaseq-2.2.0] more README [ 2:504%#]

All documentation for Trinity is provided at the Trinity website:
http://trinityrnaseq.github.io

iu@bielinux[trinityrnaseq-2.2.0] makelj [ 2:504 %]

5
=
-
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Install

File Edit View Search Terminal Help 3 = 4) 15:17 %
Jity-plugins/samtools-0.1.19/misc'
@ make[2]: Leaving directory "/home/iu/Downloads/trinityrnaseq-2.2.0/trin
et 1 Ty -plugins/samtools-0.1.19'
E mv samtools-0.1.19/samtools ./BIN/.
make[1l]: Leaving directory " /home/iu/Downloads/trinityrnaseq-2.2.0/trin
ity-plugins’
j) sh ./util/support scripts/trinity install tests.sh

. Performing Unit Tests of Build

JellyFish: has been Installed Properly
Inchworm: has been Installed Properly
Chrysalis: has been Installed Properly
QuantifyGraph: has been Installed Properly
GraphFromFasta: has been Installed Properly
ReadsToTranscripts: has been Installed Properly
fastool: has been Installed Properly
- ~mparafly: has been Installed Properly
>~ Msamtools-0.1.19 has been Installed Properly
iu@bielinux[trinityrnaseq-2.2.0] | [ 3:124 %]
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+ B2380 | NGSRRI (P~ L#R) oot —nrtos) swaesz6s| Dls -t TY—RLTRTR, DTD3DH

| t T & 0) E%E B Ef EFRER SN £S5 7, fald
nstallf. E it AHE > TN DA RIS -
- o - 1y = 4) 1522 &%
f iu@bielinux[trinityrnaseq-2.2.0] 1s -1t [ 3:194%# ]
@ total 236
el ] rWXrWXr-X 13 iu iu 4096 68 26 15:11 trinity-plugins
E drwxrwxr-x 8 iu iu 4096 68 26 15:10 Chrysalis
drwxrwxr-x 4 iu iu 4096 68 26 15:09 Inchworm
2 drwxrwxr-x 5 iu iu 4096 38 17 20:26 Analysis
?) drwxrwxr-x 3 iu iu 4096 38 17 20:26 Butterfly
B - 'w-rw-r-- 1 iu iu 57355 38 17 20:26 Changelog.txt
. drwxrwxr-x 4 iu iu 4096 38 17 20:26 galaxy-plugin
drwxrwxr-x 2 iu iu 4096 38 17 20:26 hpc_conf
= -rw-rw-r-- 1 iu iu 1490 38 17 20:26 LICENSE
-rw-rw-r-- 1 iu iu 1492 38 17 20:26 LICENSE.txt
=8 -rw-rw-r-- 1 iu iu 1737 38 17 20:26 Makefile
| \l-rw-rw-r-- 1 iu iu 443 38 17 20:26 notes
B Mdrwxrwxr-x 7 iu iu 4096 38 17 20:26 PerllLib
= - rw-rw-r-- 1 iu iu 99 3H 17 20:26 README
-rw-rw-r-- 1 iu iu 162 38 17 20:26 README.md
drwxrwxr-x 13 iu iu 4096 38 17 20:26 sample data
Ve Y- rwxrwxr-x 1 iu iu 109078 38 17 20:26
drwxrwxr-x 2 iu iu 4096 38 17 20:26 trinityrnaseq.wiki
£~ Mdrwxrwxr-x 6 iu iu 4096 38 17 20:26 util
il iu@bielinux[trinityrnaseq-2.2.0] i [ 3:224 %]
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m -‘m ERBEF000] SEFEDDmake TIToF=Z &l @FF
BN D . @inchwormé&ChrysalisZ{ERL T

Install B DEDELRIRT NIEMETES
f (=
e < FO https://github.com/trinitymaseq/trinitymaseq/wiki/Installt © ~ @& GitHub, Inc. [US] € H ) Installing Trinity - trinity... ‘ ™ o5 €63

A
Q Personal Opensource Business Explore Pricing Blog Support | Thisrepository Search Sign in -

- trinityrnaseq / trinityrnaseq ®@Watch 48 4 Star 96  YFork 61
o/l in the base installation directory. This should build Inchworm and Chrysalis, both written in C++_ A
version of gcc greater than 4.3 is required. Butterfly should not require any ial compilation, as

Ingt

i its written in Java and already provided as portable precompiled software, but Java-1.7 (or higher)

IS required.

Installing Trinity » Pages

er downloading the software to a Linux server, simply type - Trinity Wiki Home A

« Installing Trinity
= Trinity Computing

make
Requirements

= Accessing Anity on
in the base installation directory. This should build Inchworm and Chrysalis, both written in C++. A Publieff Available
version of gcc greater than 4.3 is required. Butterfly should not require any special compilation, as 0n1$ute Resources
. : g : ! ; unning [ nnity
its written in Java and already provided as portable precompiled software, but Java-1.7 (or higher) N —
IS required. Transcriptome Assembly

= Genome Annotation
Afterwards, you may want to build the additional plugin components that provide support for - Moniloring Progress-of a Trinity
downstream analyses in which case you would then type: Run

 Output of Trinity Assembly
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s BRRGRETT U ITVEERZTFEM . NRNEEH Tpaired—end 7 2271 EE1T

O Trinity
m fEH AVAL—IL, BOARERART/IAREZET . B L2 LA LETT, apt-get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

RTEEAND

TrinityDEITHEZRARNDHN
<. DRunning TrinityZ=')v%

7

e‘ ‘FO https://github.com/trinitymaseq/trinitymaseq/wiki/Installt © ~ @& GitHub, Inc. [US] G]

) Installing Trinity - trinity... x ‘

PR )

O Personal Opensource Business Explore Pricing Blog Support

- trinityrnaseq / trinityrnaseq

Code Issues 46 Pull reguests 3 EE Wiki Pulse Graphs

Installing Trinity

Brian Haas edited this page on Mar 22 - 7 revisions

Installing Trinity
After downloading the software to a Linux server, simply type

make

IS required.

downstream analyses in which case you would then type:

Afterwards, you may want to build the additional plugin components that provide support for

This repository  Search

® Watch 48 * Star 96 ¥ Fork 61

» Pages

« Trinity Wiki Home
« Installing Trinity
= Trinity Computing

= Accessing Trinity on
in the base installation directory. This should build Inchworm and Chrysalis, both written in C++. A
version of gcc greater than 4.3 is required. Butterfly should not require any special compilation, as
its written in Java and already provided as portable precompiled software, but Java-1.7 (or higher)

e

» Monitoning Progress of a Trinity
Run
 Output of Trinity Assembly

Sign in 2

Requirements

Publicly Availajgle

Transcriptome Assembly
Genome Annotation
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L] o F3E0 | NGSREH(P~ HiR) (L5290 — L7t ), HIBEHT(2016.08.04 @‘F[ZZOI:I—}l/L,"C(,\’J"Cs A3
-/ 49 =[E & VROLERNGHIREES 2 EBRDS
1T a/n

[ [ESYEERX)

e {-o https://github.com/trinitymaseq/trinitymaseq/wiki/Runnint 2 ~ @& GitHub, Inc. [US] G”QRunning Trinity - trinityr... ‘ ™ g to3

O Personal Opensource Business Explore Pricing Blog Support This repository ~ Search Sign in
trinityrnaseq / trinityrnaseq @®@Watch 48 & Star 96  YFork 61
Code Issues 46 Pull reguests 3 EE Wiki Pulse Graphs
Running Trinity
Ruwangika Gunawardana edited this page on May 7 - 10 revisions
» Pages

Running Trinity

Trinity is run via the script: "Trinity' found in the base installation directory.

Usage info is as follows:

H oM H ¥ N K % ¥ R
P

« Trinity Wiki Home
« Installing Trinity
= Trinity Computing
Requirements
< Accessing Trnity on
Publicly Available
Compute Resources
* Running Trinity
< Genome Guided Trinity
Transcriptome Assembly
= Genome Annotation
» Monitoning Progress of a Trinity
Run
 Output of Trinity Assembly
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L] - 28388 | NGSARIT (P~ L#R) Lot — byt ] %iﬁé FAMNRIO—)ILEXRHTEO DD (L. OFI A
=/ 4 =[] A DETH, QAE' ECPURITRZEATIFHIT XL,
% 'fT ;f E EJ;J N é @Trinity&EW\SAYURNETTOT S LI EH

-

= [ [

~ @ GitHub, Inc. [US] G| () Running Trinity - trinityr... I Tp ied

e 2311 €) hitps://github.com/trinityrmaseq,/ trinityraseq,/wiki/Running

~

Typical Trinity Command Line

A typical Trinity command for assembling non-strand-specific RNA-seq data would be like so,
running the entire process on a single high-memory server (aim for ~1G RAM per ~1M ~76 base
lllumina paired reads, but often much less memory is required):

Run Trinity like so:

Trinity --segType fq --max_memory 58G \
--left reads 1.fg.gz --right reads 2.fg.gz --CPU 6

If you have multiple sets of fastq files, such as corresponding to multiple tissue types or conditions,
etc., you can indicate them to Trinity like so:

Trinity --segType fq --max_memory 58G Y
--left condA 1.fqg.gz,condB 1.fq.gz,condC 1.fq.gz \
--right condA 2.fq.gz,condB 2.fq.gz,condC 2.fg.gz \
--CPU B

Also note that fastq files can be gzip-compressed as shown above, in which case they should
require a'.gz' extension.

Options to Consider when Running Trinity

Trinity includes additional options to automate various aspects of RNA-5eq read processing that v
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JW}F?MMJ O Trinity NHEMNMZHofz, QR BZADEN THIBTL T

n= HEUVA)ETHERKX TV BRIZHAET—IE
| nstalliZ MAEEE. |5, sronSnobomtnEtADE bt s
" File Edit View Search Terminal Help TrinityO)%1$h§®lnchworm(°/’vbI~').L\°/) Chrysaﬁs(-lj-
iu@bielinux[trinityrnaseq-2.2.0] 1 +3), ButterFIy(?'-Elﬁ)ﬁd)f'?)’)&,u{%’d‘%)

total 236
drwxrwxr-x 13 iu iu 4096 68 26 15:11 trinity-plggins
drwxrwxr-x 8 iu iu 4096 68 26 15: Chrysalis

_ Mdrwxrwxr-x 4 iu iu 4096 68 26 15: Inchworm
drwxrwxr-x 5 iu iu 4096 38 17 20:2 Analysis
drwxrwxr-x 3 iu iu 4096 38 17 20:26 Butterfly
-rw-rw-r-- 1 iu iu 57355 38 17 20:26 Changelog.®&t
drwxrwxr-x 4 iu iu 4096 38 17 20:26 galaxy-plugin
drwxrwxr-x 2 iu iu 4096 38 17 20:26 hpc_conf
-rw-rw-r-- 1 iu iu 1490 38 17 20:26 LICENSE
-rw-rw-r-- 1 iu 1iu 1492 38 17 20:26 LICENSE.txt
-rw-rw-r-- 1 iu iu 1737 38 17 20:26 Makefile
-rw-rw-r-- 1 iu iu 443 38 17 20:26 notes
drwxrwxr-x 7 iu iu 4096 38 17 20:26 PerllLib
-rw-rw-r-- 1 iu iu 99 3H 17 20:26 README
-rw-rw-r-- 1 iu iu 162 3H 17 20:26 README.md
drwxrwxr-x 13 iu iu 4096 38 17 20:26 sample dgia
-rwxrwxr-x 1 iu iu 109078 38 17 20:26

: r-x 2 iu iu 4096 38 17 20:26 trinityrNaseq.wiki

BMdrwxrwxr-x 6 iu iu 4096 38 17 20:26 util

iu@bielinux[trinityrnaseq-2.2.0] |} [ 3:2254 %]
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] « F3EF | NGSEER(P~ L) |20 T — LT, HITEHTF(2016.08.04) Trinity?ol:lﬁsﬁ.bﬂ)lijéﬁ?'o ,k

) \oxéﬁg_ DATZARIZFODIAEREIFIZREL

» Trmty: Grabherr et al . Nat Biotechnol. 2011
o A O—FEA A=) (AT 89)
a8 = U3 Tnmity (ver. 2.2.0¥D tar. gz 7 7 - )&~ Downloadsl - 5 2 2O — F B,

cd ~/Downloads

pud
#uwget -c https://github.com/trinityrnaseq/trinityrnaseq/archive/v2.2.8.tar.gz
1s -1 w2*

tar zxvf v2.2.8.tar.gz
cd trinityrnaseg-2.2.0
1s

more README

make
1ls -1t
» ZFERY (AFF106)
~bin~D A 213 FE6[OW12-3 (2016.08.03D 25 F 58 TBLIcD T, ZZIC27/ I EEZITTEL

cd ~/Downloads/trinityrnaseq-2.2.0

pud

1s

where Trinity

cp Trinity ~/bin
where Trinity
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W eGSR (P~ I oot — Lot wnkE (D7/bin~ND /SR (XEFE6EW12-3 (2016.08.030
/ \XE ﬁ 3- ATAR56)TELI=ZDT, CCIST7MIVEE

I3 TEL . DD/IREETEEDQRTER

File Edit View Search Terminal Help 2 Tlwhere Trinitngg'fi-ﬁ;ﬁ%@jgb\bfbb\é
iu@bielinux[trinityrnaseq-2.2.0] pwd s DDOVPOYAHILEHENTT , aE—TIEE<y
/home/iu/Downloads/trinityrnaseq-2.2.0 RS HEEENIE. RSAR111ETO

iu@bielinux[trinityrnaseq-2.2.0] 1s o .
Analysis hpc_conf notes IT5—7%[EE TEFI(20160812{E1E)

Butterfly Inchworm PerlLib trinity-plugins

Changelog.txt LICENSE README trinityrnaseq.wiki

Chrysalis LICENSE.txt README.md util

galaxy-plugin Makefile sample data
iu@bielinux[trinitﬂaseq-z.2.0] where Trinity [ 1:494 %]

Trinity not found

iu@bielinux[trinity§yhaseq-2.2.0] cp Trinity ~/bin [ 1:4954 %]
iu@bielinux[trinityrnageq-2.2.0] where Trinity [ 1:495 %]
/home/iu/bin/Trinity
/home/iu/bin/Trinity
iu@bielinux[trinityrnaseq-2.2.0] | [ 1:494 %]

mmmmﬁmmf

v
ol v
) [I

.‘*.’..ﬁ- ‘v
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s BRRGRETT U ITVEERZTFEM . NRNEEH Tpaired—end 7 2271 EE1T

O Trinity
m R AVAN—IL BT HEEHAT/ARAZET . B AR LGN EET. apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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F3E0 | NGSERTR(P~ iR |2 07 — Lt ), RIREHETF (201

&' B RELGEHNSETTL

« B uﬂzwmw%%ﬂ (AZF 109)

U A 9 FaQCsE{ TEERMDST77.202) —F Iiafigdatal g ozddatal o ;:@paﬁed—eﬂd%)\

Trinity % =i T, '

cd ~/Documents/srpB@l7156/28168884

pwd

1s -1 data*

###  COMMON.pm& Ly SPerl® /o —ILERS TI S —  #3#

Trinity --seglype fq --max_memory 2G ——CPU 2 H
--left datal.fq.gz --right dataZl.

#H# COMMON. pmfG]ZBIZ BFiR . DY Phase 1MDJellyfish@pRF T2 — X
~fDownloads/trinityrnaseg-2.2.8/Trinity \

--seqlype Fq --max_memory 2G --CPU 2 %

--left datal.fq.gz --right data2.fg.g

ETEER I - foTrinityfHED L O & 20 o thE|kF

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount

FEEHZIAE R, Dpaired—endZ7A LM

HBETALIRIIZHEENL T, @TrinityD £

zlsﬁ/’é%ﬁl,otaal,u\é Q@FF DA
VMMTER R TIS—HA A RIZLALY

B

ot
3t
+H
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] o B3R | NGSEFR(P~ LiR) | S 0T — 4T 12:/?»"",1 FINEHT(2016.08. @7_'«{ |/7|‘U %ELTs @Trinity’&?ﬂéﬁ'

W TBE. T CITTT— ot —UAH T
| n_t Lj'& 75\ o) 'f Tl TE 5, KNS DRA T T BEE
= ui'i NS ET = S LEeE
E"ﬁ"_ﬁiﬁyFagCT%f?;%ﬁg;;iiﬁﬂU‘—F'?'J""B?L-:E%;ia'.;_l. 0 gz data? fn orDpaired-end® A ) & €ET~ %E&LTL\6®T~&§LO<
TrmtvE =T,

pwd
1ls -1 data*

###  COMMON.pm& Ly % Perl® b
Trinity --seqType fq --ma§ \
--left datal.fq.g :
#HH# COMMON. pmiEIREI L AR,
~{Downloads/trinityrnaseqg
--seqlype fq --ma
--left datal.fq.g

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount

cd ~/Documents/srp@l7156/28168584

File Edit View Search Terminal Help 13 = €) 16:38 {%
iu@bielinux[trinityrnaseq-2.2.0] cd ~/Documents/srp017156/20160804

iu@bielinux[20160804] pwd [ 4:385 %]
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s -1 data* [ 4:385%]

-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz
iu@bielinux[20160804] ### COMMON.pm& L\SPerlEY a—)VE8H TIS
—  #H##
zsh: command not found: ###
iu@bielinux[20160804] Trinity --seqType fq --max memory 2G --CPU 2
\
--left datal. fq gz --right data2.fq.gz
Can t locate COMMON.pm in @INC (you may need to install the COMMON
"module) (@INC contains: /home/iu/bin/PerlLib /etc/perl /usr/local
/lib/perl/5.18.2 /usr/local/share/perl/5.18.2 /usr/lib/perl5 /usr/
share/perl5 /usr/lib/perl/5.18 /usr/share/perl/5.18 /usr/local/lib
/site perl .) at /home/iu/bin/Trinity line 14.
BEGIN failed--compilation aborted at /home/iu/bin/Trinity line 14.
iu@bielinux[20160804] | [ 4:3854 %]
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L] + 28380 | NGSARHT(P— L) rayzaljﬂ—m o) #EeHT001608.04) | (DCOMMON.pmELNSDMEESLLY

. pmlZ. perl module B ET 71 L.
& n_t L/f& 75\ o) ’fT 1 ---?&:g)e:t%n%;;?:’);ﬁﬂﬁb

ey uﬂawmua%ﬂ (RS 1K 109) - 1B EDELEDIEESH(E4[EIWI5-6
FU 9 FaQCsE{ TEERD 977202 —F Iafigdatal o szddatal fo or@pared-end® A N &L T T‘Li nE If: "“*%)(% IEI )
TIIIHT}-;E%?-}Q

cd ~/Documents/srpB@l7156/28168584

pwd

1s -1 data*

###  COMMON.pm& Ly % Perl® i

Trinity --segType fq --ma:§
--left datal.fq.g

File Edit View Search Terminal Help

iu@bielinux[20160804] pwd [ 4:3854 %]
/home/iu/Documents/srp017156/20160804
iu@bielinux[20160804] 1s -1 data* [ 4:385%% ]
-rw-rw-r-- 1 iu iu 73669994 68 22 15:50 datal.fq.gz
-rw-rw-r-- 1 iu iu 65909777 68 22 15:51 data2.fq.gz
iu@bielinux[20160804] ### COMMON.pm& L\SPerlEY a—)VE8H TIS
- HH#
zsh: command not found: ###
iu@bielinux[20160804] Trinity --seqType fq --max memory 2G --CPU 2

#HH# COMMON. pmiEIREI L AR,
~{Downloads/trinityrnaseqg
--seqlype fq --ma
--left datal.fq.g

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount

\

--left datal. fq gz --right data2.fq.gz

Can t locate COMMON.pm in @INC (you may need to install the COMMON
module) (@INC conta1’home/1u/b1n/Per1L1b /etc/perl /usr/local
/lib/perl/5.18.2 /usrp®cal/share/perl/5.18.2 /usr/lib/perl5 /usr/
share/perl5 /usr/lib/perl/5.18 /usr/share/perl/5.18 /usr/local/lib

/site perl .) at /home/iu/bin/Trinity line 14.

—wBEGIN failed--compilation aborted at /home/iu/bin/Trinity line 14.
o Miu@bielinux[20160804] |} [ 4:3854 %]
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N o F3ER | NGSERTR(P~ i) (b2 0T — LT FIRE (2016

& n_t L/fd~7b\’9 'le

DHBFEEITI7AILCDIEE [ Trinity)
DXt/ \RIETE (BE4EIW15-7) CRAIRE D R

RLT=o TR TRI KOITH B D ALINE

« B uﬂzwmw%%ﬂ (AZF 109)
FER A FaQCs=E{ TEEM 977,202 —F iadig da
TrmtvE =T,

cd ~/Documents/srpB@l7156/28168884

pwd

1s -1 data*

###  COMMON.pm& Ly SPerl®/ 0 — ILEFS TI S —

Thinity --seqlype fq --max memory 2G ——CPU 2
-left datal.fq.gz

e
\

.--5_

-right dataZ.

##H COMMON. pmEIFEIZ EEAR . H% Phase 10Jellyfish@PT T 2 1) — ZIRREIC. ..

NfDDwnlﬂad5ftr1n1tyPnaseq 2.2.8/Trinity %
5equpE fq --max memory 2G ——CPU 2N
-left datal.fq.gz

-right data?

1= 5&

STHEFER I - o TrinityRED S O &2 D FzthH| s

i
1=
rm
1s
rm

[CTRL + C] THLL.
-1t | head
-rf trinity out dir
-1 *readcount
- *readcount

f 27D paired-end & A 1L

#HH

BRZFEYICENZRELTEENA

13 @) 16:38 I

] cd ~/Documents/srp017156/20160804
[ 4:38 %]
[ 4:385%]

160804

a*

§ 22 15:50 datal.fq.gz
3 22 15:51 data2.fq.gz
ION.pm& L\ SPerlEV a - )VEBHTIS

B

-seqType fq --max memory 2G --CPU 2

module) (@INC contains: /
/lib/perl/5.18.2 /usr/loca
share/perl5 /usr/lib/perl/

--left datal.fq.gz --right data2.fq.gz
#Can't locate COMMON.pm in @INC (you may need to install the COMMON

7

home/iu/bin/PerlLib /etc/perl /usr/local
l/share/perl/5.18.2 /usr/lib/perl5 /usr/
5.18 /usr/share/perl/5.18 /usr/local/lib

Aug 04 2016, NGS/\V XA VEE 4L

/site perl .) at /home/iu/bin/Trinity line 14.
4 BEGIN failed--compilation aborted at /home/iu/bin/Trinity line 14.
iu@bielinux[20160804] | [ 4:3854 %]
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FI3E | NGSERR(P~ i) | So2 00D — Loyt o), FIREHETE(2016.08.04) ®§O§&¢~ 5*(“’37":&'57‘5

& B RELGEHNSETTL

« B uﬂzwmw%%ﬂ (AZF 109)

FU 9 FaQCsE{ TEERD 977202 —F Iafigdatal o szddatal fo or@pared-end® A N &L T
TIII]JT}-;E' % ? -.|_— o

cd ~/Documents/srpB@l7156/28168584

pwd

1s -1 data*

###  COMMON.pm& Ly % Perl®

Trinity --seglype fq --ma
--left datal.fq.g

File Edit View Search Terminal Help 1 = Q) 17:11 1

iu@bielinux[20160804] ~/Downloads/trinityrnaseq-2.2.0/Trinity \
--seqType fq --max memory 2G --CPU 2 \

--left datal.fq.gz --right data2.fq.gz
rinity version: v2.2.0

##H COMMON . pmP 8|3 BEIR
NfDDwnlﬂad5ftr1n1tyPnaseq
--seqlype fq --ma
--left datal.fq.g

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount
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] o« FIER | NGSERTR (T~ LiR) Fﬁy?\ﬁ"}?’k—h; o2, FHIFEH (2016 08.04) ?'f:'\ﬂ ﬁ@J Ro @Phase 1&

&. n—t L/f& 75\ 5 'fT 1 WSECHISH ot £51, IBF

« B uﬂzwmw%%ﬂ (AZF 109)
& E Z T FaQCsE I TEHR M 977.202)) —F dnsidd datal o gz&datal f o200 pared-end® A &L T
TIIIHT}-;E%?-}Q

cd ~/Documents/srpB@l7156/28168584

pwd

1s -1 data*

###  COMMON.pm& Ly % Perl® i

Trinity --seglype fq --ma
--left datal.fq.g

File Edit View Search Terminal Help

Jrp017156/20160804/trinity out dir/chrysalis

13 == ) 17:12 3%

NfDDwnlﬂad5ftr1n1tyPnaseq
-seqlype fq --ma
——leFt datal.fq.g

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount

Converting input files. (in parallel)Monday, June 27, 2016: 17:12:

10 CMD: gunzip -c /home/iu/Documents/srp017156/20160804/datal
.fq.gz | /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plugins/fa
stool/fastool --append /1 --to-fasta >> left.fa 2> /home/iu/Docume
nts/srp017156/20160804/datal.fq.gz.readcount

Monday, June 27, 2016: 17:12:10 CMD: gunzip -c /home/iu/Documents/
srp017156/20160804/data2.fq.gz | /home/iu/Downloads/trinityrnaseq-
2.2.0/trinity-plugins/fastool/fastool --append /2 --to-fasta >> ri
wdht.fa 2> /home/iu/Documents/srp017156/20160804/data2.fq.gz.readco
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B s Nask - ) oAt Lo to anetr| S5IZHI30F) &O)Hi,_\o@Jellyfish&b‘57°|:|

G5 LDEINTIND KD, QZDIREEDE
& n_ttzf&h\b 'le $'7C7') (11%?“1;75\7;(736&'(!,\60)

« B uﬂzwmw%%ﬂ (AZF 109)

U A 9 FaQCsE{ TEHRD 9772021 —F Iafigdaal fo szddatal £ oz(Dpared-end?

TIII]JT}-;E' % ? -.|_— o

cd ~/Documents/srpB@l7156/28168584

pwd

1s -1 data*

###  COMMON.pm& Ly % PerlE

Trinity --seglype fq --ma
--left datal.fq.g

# COMMON. pmPR8I 3 R

~{Downloads/trinityrnaseqg
--seqlype fq --ma
--left datal.fq.g

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount

@
=
5
=
B
B
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T.ZZEFTRETT=5TCTRL + C Ti&H|#%
TL. COREIGEHRET S, HaH 2R 1E
IREDAE)EAGBIZLTWWAEFIEFT |

File Edit View Search Terminal Help
nts/srp017156/20160804/datal.fq.gz.readcount

Monday, June 27, 2016: 17:12:10 CMD: gunzip -c¢ /home/iu/Documents/
srp017156/20160804/data2.fq.gz | /home/iu/Downloads/trinityrnaseq-
2.2.0/trinity-plugins/fastool/fastool --append /2 --to-fasta >> ri
ght.fa 2> /home/iu/Documents/srp017156/20160804/data2.fq.gz.readco
unt

-conversion of 977202 from FQ to FA format succeeded.

-conversion of 977202 from FQ to FA format succeeded.

Monday, June 27, 2016: 17:12:30 CMD: touch left.fa.ok right.fa.ok
Monday, June 27, 2016: 17:12:30 CMD: cat left.fa right.fa > both.f

Monday, JWL 2016: 17:12:44 CMD: touch both.fa.ok

----------- Jellyfish -------cocececaaa---
-- (building a k-mer catalog from reads) --

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish count -t 2 -m 25 -s 273227412 --canon
ical both.fa
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B oSk i) raymwr—m + ) zxme] [CTRL + CJTRHEL-EZDIRE, DD1FE LA

D CHMICTRL + CJICHE T 587, ELVETE
& I:I_t L/f& 75\ b 'f_.l-l L TLS=h . RIGHEELY, T EM#’D&‘L,

« B uﬂzwmw%%ﬂ (AZF 109)

FU 9 FaQCsE{ TEERD 977202 —F Iafigdatal o szddatal fo or@pared-end® A N &L T

TIII]JT}-;E' % ? -.|_— o

pwd

1s -1 data*

###  COMMON.pm& Ly % Perl® i

Trinity --seglype fq --ma
--left datal.fq.g

#HH# COMMON. pmiEIREI L AR,
~{Downloads/trinityrnaseqg
--seqlype fq --ma
--left datal.fq.g

##4#  TCTRL + C] THRLL.
1ls -1t | head

rm -rf trinity out dir
ls -1 *readcount

rm - *readcount

cd ~/Documents/srpB@l7156/28168584

-,

]

L;' ~CTrinity run failed. Must investigate error above.

File Edit View Search Terminal Help 13 == ) 17:31 &

IMonday, June 27, 2016: 17:18:16 CMD: gunzip -c /home/iu/Documents/
Isrp017156/20160804/data2.fq.gz | /home/iu/Downloads/trinityrnaseq-
2.2.0/trinity-plugins/fastool/fastool --append /2 --to-fasta >> ri
ght.fa 2> /home/iu/Documents/srp017156/20160804/data2.fq.gz.readco
unt

-conversion of 977202 from FQ to FA format succeeded.

-conversion of 977202 from FQ to FA format succeeded.

Monday, June 27, 2016: 17:18:37 CMD: touch left.fa.ok right.fa.ok
Monday, June 27, 2016: 17:18:37 CMD: cat left.fa right.fa > both.f
a

Monday, June 27, 2016: 17:18:54 CMD: touch both.fa.ok

----------- Jellyfish ---------cccucmuuunon.

-- (building a k-mer catalog from reads) --

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish count -t 2 -m 25 -s 273227412 --canon
ical both.fa

el iu@bielinux[20160804] | [ 5:304 %]
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© 38380 | NGSREMT(P~ L) Lo 0ot — Lo to2) wmetzeos DO KIEREL TTrinityRITEICERESh
g.l %” %& T ﬁ@ I =3 DZEHIFRLTHLARL R Thoh
P N BHOTLSMT=HIZ, TDERSIFELLKAY
EvEAbeEmICOE® URET>THEHT BB BN S (FAlE
%Ifn%%ﬂ%?CSEfTEﬁ@9??:4DpJ‘—|~?'J' Sii&datal fg oz&datal g 22D parred-end® A :*L—G1E_|-F§_7b\/\7’_)72%%,%%75‘\%[')&3_)
cd ~/Documents/srpB@l7156/28168584

pwd ' ") File Edit View Search Terminal Help 1 = «) 17:48 %%
1s -1 data*
###  COMMON.pm& L' S PerlE R A e e e e e
Trinity --seqType fq --maxj§ - R — Jellyfish -------ccmmmmmnnnnan-
--left datal.fq.g )

-- (building a k-mer catalog from reads) --

#44 COMMON. prfI88I 3 AR , E -------------------------------------------
~{Downloads/trinityrnaseqg
R T * Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ﬁ ins/jellyfish/bin/jellyfish count -t 2 -m 25 -s 273227412 --canon
g ical both.fa
_dir ‘ ~CTrinity run failed. Must investigate error above.

###  [CTRL +
1ls -1t | head
rm -rf trinity
ls -1 *readcoun

[ClRE L.

= o e iu@bielinux[20160804] 1s -1t | head [ 5:30%]
g total 202668
= @drwxrwxr-x 3 1iu iu 4096 6H 27 17:30 trinity out dir
=8 -rw-rw-r-- 1 iu iu 25 68 27 17:18 datal.fqg.gz.readcount
. \l-rw-rw-r-- 1 iu iu 25 68 27 17:18 data2.fqg.gz.readcount
== Mdrwxrwxr-x 4 iu iu 4096 68 25 22:21 Rockhopper Results
-rw-rw-r-- 1 iu iu 596 68 25 22:21 result 03 f 099 r .txt
@ -rw-rw-r-- 1 iu iu 67826986 648 25 22:20 triml.fq.gz
-rw-rw-r-- 1 iu 1iu 596 68 25 22:20 result 02 f 099 r .txt
-rw rw-r-- 1 iu 1iu 596 68 25 22:18 result 01 f 099 r .txt
ke Ml -rw-rw-r-- 1 iu iu 577 68 25 13:07 result 02 R 097 txt
sl 1 u@bielinux[20160804] | [ 5:36% ]
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- 2388 | NGSRRI(P~ L) Lot —brvoo) wmewzoo DFAIZAEREC THIBRLELEAY., =R

ﬁlj B/\ HICEHZER TENILLRATELLTT
R

v B LS EITL RS E 109)

FU 9 FaQCsE{ TEERD 977202 —F Iafigdatal o szddatal fo or@pared-end® A N &L T

TrinityE EiT.

cd ~/Documents/srpB@l7156/28168584

pwd

1s -1 data*

###  COMMON.pm& Ly % Perl® i

Trinity --seglype fq --ma
--left datal.fq.g

File Edit View Search Terminal Help 13 = €) 18:04 %
I* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish count -t 2 -m 25 -s 273227412 --canon
ical both.fa
~CTrinity run failed. Must investigate error above.
iu@bielinux[201660804] 1s -1t | head [ 5:304%]
total 202668
drwxrwxr-x 3 iu iu 4096 68 27 17:30 trinity out dir

#HH# COMMON. pmiEIREI L AR,

~{Downloads/trinityrnaseqg
--seqlype fq --ma
--left datal.fq.g

##4 [CTRL + C] THEL.

PP ONE

Tty | L -rw-rw-r-- 1 iu iu 25 68 27 17:18 datal.fq.gz.readcount

rm -rf trinity_out dir -rw-rw-r-- 1 iu iu 25 68 27 17:18 data2.fqg.gz.readcount

Ls -1 readcount drwxrwxr-x 4 iu iu 4096 68 25 22:21 Rockhopper Results
-rw-rw-r-- 1 iu iu 596 68 25 22:21 result 03 f 099 r .txt
-rw-rw-r-- 1 iu iu 67826986 68 25 22:20 triml.fq.gz
-rw-rw-r-- 1 iu iu 596 68 25 22:20 result 02 f 099 r .txt
-rw-rw-r-- 1 iu iu 506 68 25 22:18 result B NE 099 r .txt
-rw-rw-r-- 1 iu iu 577 68 25 13:07 result 02 f 097.txt
1u@bielinux[20160804] rm -rf trinity out dir [ 5:3657 %]
iu@bielinux[20160804] ls -1 *readcount [ 6:034 %]

-rw-rw-r-- 1 iu iu 25 6H 27 17:18 datal.fq.gz.readcount
g-rw-rw-r-- 1 iu iu 25 6H 27 17:18 data2.fq.gz.readcount
iu@bielinux[20160804] rm -f *readcount [ 6:034%]
il i u@bielinux[20160804] | [ 6:035F%]
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FIER | NGSARR(P~ E) | S 200D —Lr T FHiE

&' A REALGENSELT2

s B uitl_x?”cuﬁ‘*:u%fn

Trinity =] THE =7 7 )l (Trinity1 fasta: $13MB)D 8z B (2,603 18) - #8+ 350 15,

cd ~/Documents/srp@l7156/28168884

pd

1s -1 data*

#HHEE TA ST AEVIGIIL TEITLES S FEC o i

~fDownloads/trinityrnaseg-2.2.8/Trinity \
--seqlype fq --max_memory 1G --CPU 2 %
--left datal.fq.gz --right data2.fq.gz

##  WESD #HE

1s -1t | head

cd trinity out dir

pld

1=

grep -c "»" Trinity.fasta

grep -v ">" Trinity.fasta | wc

cp Trinity.fasta ../Trinityl.fasta

| 2ERBAGRELA, DDA MR
DITEVWTHAHACENET, FHTaHA
DOMNEWERFRAGIELRIYSDHE
LSBT, @FIENELT, £I85%
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] + B2380 | NGSRRI (P~ [#R) Lol —nrto)) wae#To6s0n| DAERETHLEITI D ERDIREE, @)
- 2 OV IS—AyE—IUNHATED
J@ I:I:I %:l: 1@ 1 HHEITT A, [UIZLELTLIWNTT

« Ba LS EIT2
Trinity =] THE =7 7 )l (Trinity1 fasta: $13MB)D 8z B (2,603 18) - #8+ 350 15,

cd ~/Documents/srp@l7156/28168884
pd

1s -1 data* P = 4 1822 1
#HHE DA ETI A FYIGICL = . &S

~/Downloads/trinityrnaseq §-rw-rw-r-- 1 iu iu 73669994 6H 22 15:50 datal.fq.gz

--seqType fq --ma -rw-rw-r-- 1 iu iu 65909777 6H 22 15:51 data2.fq.gz

_left datal.fa-g iu@bielinux[20160804] ~/Downloads/trinityrnaseq-2.2.0/Trinity \
s HERD  wa > --seqType fq --max memory 1G --CPU 2 \
ij;ﬁigriﬁﬂtﬂip |/ --left datal.fq.gz --right data2.fq.gz
pwd Trinity version: v2.2.0
1s i -ERROR: couldn't run the network check to confirm latest Trinity s
oftware version.

File Edit View Search Terminal Help

grep -c "»" Trinity.fasta
grep -v "»" Trinity.fasta
cp Trinity.fasta ../Trini

Monday, June 27, 2016: 18:22:33 CMD: java -Xmx64m -XX:ParallelGCTh
reads=2 -jar /home/iu/Downloads/trinityrnaseq-2.2.0/util/support s
cripts/ExitTester.jar 0

Monday, June 27, 2016: 18:22:34 CMD: java -Xmx64m -XX:ParallelGCTh
reads=2 -jar /home/iu/Downloads/trinityrnaseq-2.2.0/util/support s
cripts/ExitTester.jar 1

Monday, June 27, 2016: 18:22:34 CMD: mkdir -p /home/iu/Documents/s
rp017156/20160804/trinity out dir

Monday, June 27, 2016: 18:22:34 CMD: mkdir -p /home/iu/Documents/s
o "P017156/20160804/trinity out_dir/chrysalis
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o » BE3ER | NGSEEHR(P~ L3R | FSa 00 F — Lot J), HITEHT(2016.08.04) @:II:’\ogﬂé'?T?f)\b"f"JZ 1&0)#(,._,‘0 @

1:31:1'1: /\b\&f'%(h\\ ;*Lgs_ct.;Jb_-

o B LTSS (T2

Trinity =] THE =7 7 )l (Trinity1 fasta: $13MB)D 8z B (2,603 18) - #8+ 350 15,

hopefulZiK;RIZ L TEEIZE S

pd

1s -1 data*

#HH OTTA ST A FVIGICL
~fDownloads/trinityrnaseg

--left datal.fq.g

##  WESD #HE

1s -1t | head

cd trinity out dir
pld

1=

grep -c "»" Trinity.fasta
grep -v "»" Trinity.fasta
cp Trinity.fasta ../Trini

cd ~/Documents/srp@l7156/28168884

--seqType fq --max§

File Edit View Search Terminal Help 13 = €4) 18:23 %

2.2.0/trinity-plugins/fastool/fastool --append /2 --to-fasta >> ri
Mght.fa 2> /home/iu/Documents/srp017156/20160804/data2.fq.gz.readco
unt

-conversion of 977202 from FQ to FA format succeeded.

-conversion of 977202 from FQ to FA format succeeded.

Monday, June 27, 2016: 18:22:55 CMD: touch left.fa.ok right.fa.ok
Monday, June 27, 2016: 18:22:55 CMD: cat left.fa right.fa > both.f

Aug 04 2016, NGS/\V XA VEE 4L

Ju;ﬂ, 2016: 18:23:18 CMD: touch both.fa.ok
---------- Jellyfish ------ccccccccccnaaa-

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish count -t 2 -m 25 -s 119835723 --canon
ical both.fa

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ég;;gﬁins/jellyfish/bin/jellyfish dump -L 1 mer counts.jf > jellyfish.km
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o FIER | NGSEEIT(P~ HiR) LS Tr — LT FIFEHTE(2016.08.04)

HEMNIEREITH LRI R DIKEE

& iR

23

o @Inchworm&b")ﬁfzgtd)zﬁéﬁ
EDI—XIZA>=&51=, IEEA

o B LTSS (T2

Trinity =] THE =7 7 )l (Trinity1 fasta: $13MB)D 8z B (2,603 18) - #8+ 350 15,

cd ~/Documents/srp@l7156/28168884

pd

1s -1 data*

#HH OTTA ST A FVIGICL

~fDownloads/trinityrnaseg
--seqlype fq --ma
--left datal.fq.

T

##  WESD #HE

1s -1t | head

cd trinity out dir

pld

1=

grep -c "»" Trinity.fasta
grep -v "»" Trinity.fasta
cp Trinity.fasta ../Trini

Aug 04 2016, NGS/N\U XA EES

iu@bielinux[~/Documents/srp017156/20160804]

__;“

1y =€) 18:24 1%

1+ Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish count -t 2 -m 25 -s 119835723 --canon
ical both.fa

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish dump -L 1 mer counts.jf > jellyfish.km
ers.fa

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/trinity-plug
ins/jellyfish/bin/jellyfish histo -t 2 -0 jellyfish.kmers.fa.histo

* Running CMD: /home/iu/Downloads/trinityrnaseq-2.2.0/Inchworm/bin
//inchworm --kmers jellyfish.kmers.fa --run inchworm -K 25 -L 25 -
-monitor 1  --DS --num threads 2 --PARALLEL IWORM > /home/iu/D
ocuments/srp017156/20160804/tr1n1ty out d1r/1nchworm K25.L25.DS.fa
.tmp
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W Nosmn - b Looaouot Ly boou_gd (D(18:22BRA—MED TRENIERETHBH

. 2 159 % DIKEE, QD EC AN 100%ZiEEHETIELR
J@ EF' ﬁ?j; 1@4 EfE<o 19:27LIZ@DI30%IZELI=D T, ZZFET
« Be LD SET2 MN1ERR, FTHDEIXEEM YIS I/ —1>

Trinity == THE A 7 7 - I (Trinity] fasta; $13MB )05 B Hm# (2,603 {E) - # B+

T—oM EA T, @Number of Commands®
HUEQ2307NIFXEMZ&L>TELESSLLY

File Edit View Search Terminal Help 1y B = €) 181306 £

-reads list file partitioned reads.files.list --CPU 1 --max _memory

4 1G --seqType fa --trinity complete --full cleanup > recursive t
rinity.cmds

Monday, June 27, 2016: 18:36:09 CMD: touch recursive trinity.cmds.

Mok

Monday, June 27, 2016: 18:36:09 CMD: touch recursive trinity.cmds.

cd ~/Documents/srp@l7156/28168884

pd

1s -1 data*

#HH OTTA ST A FVIGICL

~fDownloads/trinityrnaseg
--seqlype fq --ma
--left datal.fq.g

##  WESD #HE

1s -1t | head

cd trinity out dir

pld

1=

grep -c "»" Trinity.fasta
grep -v "»" Trinity.fasta
cp Trinity.fasta ../Trini

2307
il sucCceeded (21) 0.910273%
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+ 380 | NGSREIR(P~ L5R) r:e/zau:w—m ) %Eﬁé (18:22LBERA—F TN 9472 TLE=DT. CD &
!f& T H:—l-f 0) 'Ik =(3#985% . DTrinity@ 7 TIERIT7AIL
'L,\ [&. trinity out dirT 4L RJRIZEH B Trinity fasta

s B AL EIT2
Trinity =] THE =7 7 )l (Trinity1 fasta: $13MB)D 8z B (2,603 18) - #8+ 350 15,

cd ~/Documents/srp@l7156/28168884

pd

1s -1 data*

#HH OTTA ST A FVIGICL

~fDownloads/trinityrnaseg
--seqlype fq --ma
--left datal.fq.g

File Edit View Search Terminal Help 13 = ) 19:48 %

##  WESD #HE

1s -1t | head

cd trinity out dir

pld

1=

grep -c "»" Trinity.fasta
grep -v "»" Trinity.fasta
cp Trinity.fasta ../Trini

** Harvesting all assembled transcripts into a single multi-fasta
mfile...

Monday, June 27, 2016: 19:47:49 CMD: find read partitions/ -name
'*inity.fasta' | /home/iu/Downloads/trinityrnaseq-2.2.0/util/supp
ort scripts/partitioned trinity aggregator.pl TRINITY DN > Trinity

.fasta.tmp

HHRH B R AR AR AR R AR AR AR R AR AR AR H AR AR AR R AR AR AR H AR AR AR RS
#

Butterfly assemblies are written to /home/iu/Documents/srp017156/2
0160804/trinity out dir/Trinity.fasta
HARHBH R H R AR H BB H R AR H BB R AR AR R,

HERHHBHHAHHHAHRRR AR RHHHH

=

==

iu@bielinux[20160804] | [ 7:475 %]
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© B335 | NGSRRIT (P~ L#h) Lot — ooy zmekzoo (DIESE . @FEHN Ztrinity out dirDNTFEIET S

|
fiE 22

« Ba LS EIT2
Trinity =] THE =7 7 )l (Trinity1 fasta: $13MB)D 8z B (2,603 18) - #8+ 350 15,

cd ~/Documents/srp@l7156/28168884
pd

1s -1 data* o o Help 13 = €) 19:48 %
#HHE TTA ST AFTIIGICL TEITLIZS 2 £ oo
~fDownloads/trinityrnaseg-2.2.8/Trinity

--seqType fq --max_memory 1G --CPU 2 \ AR
--left datal.fq.gz --right data2.fq.gz
s WESD ses e written to /home/iu/Documents/srp017156/2
ls -1t | head /Trinity.fasta
Y _out \
pud B e S B
1s

grep -c "»" Trinity.fasta
grep -v ">" Trinity.fasta | wc
cp Trinity.fasta ../Trinityl.fa

total 202668

s -1t | head [ "I47'-F&]
4096 68 27 19:47 trinity out dir

drwxrwxr-x 4 iu iu

-rw-rw-r-- 1 iu iu 25 68 27 18:22 datal.fq.gz.readcount

-rw-rw-r-- 1 iu iu 25 68 27 18:22 data2.fqg.gz.readcount

drwxrwxr-x 4 iu 1iu 4096 68 25 22:21 Rockhopper Results

-rw-rw-r-- 1 iu iu 596 68 25 22:21 result 03 f 099 r .txt

-rw-rw-r-- 1 iu iu 67826986 68 25 22:20 triml.fq.gz

-rw-rw-r-- 1 iu iu 596 68 25 22:20 result 02 f 099 r .txt
- W-rw-r-- 1 iu iu 596 68 25 22:18 result 01 f 099 r .txt
o -rw-rw-r-- 1 iu iu 577 68 25 13:07 result 02 f 097.txt

iu@bielinux[20160804] [ 7:484 %]
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g oot NGsmi(r—~ i) Looa] IMRERIDI—RE—KRUTAERLEER, DiFon =i (5

ﬁ%zg Y%, 2,603{E) DZSITEETRITEH, QR EHL2,724,160 -
E QG 45,921 = 2,678,239 bp&E— MR ELBEEZ SO /NI TIUT DT / Ls
CEe TSR HARITEME, ChIFEEYOREERLOTEBE, LS50
Trinity = Ti#5 A 7 7 - ) (Trinitv] fasta: $13MB)D ¥
d ~/D i ts/ 81?156;'2@;6@8&4 I 75\$_E7§~r|§2@0 Lh\b;wqﬂf)\b‘ *%/27:;74)[/9')/7 '~$OT;§
i | LERTUKD T, AHIEEL TIES AN TELN LD A LA
i AL o TRV TURRLENIEOTE aéototomm;tz 3008 LA
~;’Dcwnlﬂads.,-"tr‘lnltyr‘nageq UIUUOUS = -
~-seqlype fq --ma . iu@blellnux[tr1n1ty_out_d1r] pwd [ 9: 064F&]
~left datal.fq.g /home/1iu/Documents/srp017156/20160804/trinity out dir
#HH  BEED  #HH iu@bielinux[trinity out dir] 1s [ 9:065%]
= ;r{’l:n!lt;ezgt - both.fa partitioned reads.files.list
pud - both.fa.ok partltloned reads.files.list.ok
LS o Trimity fact both fa.read count read partitions
EEEE T e T:;:;ti:fgit: chrysalis recur51ve_trinity.cmds
cp Trinity.fasta ../Trini 1nchworm.K25.L25.DS.fa recursive trinity.cmds.completed
inchworm.K25.L25.DS.fa.finished recursive trinity.cmds.ok
inchworm.kmer count right.fa.ok
jellyfish.kmers. fa Trinity.fasta
g jellyfish.kmers.fa.histo Trinity.timing
Ml left. fa.ok

iu@bielinux[trinity out dir] grep -c ">" Trinity.fasta

2603

iu@bielinux[trinity out dir] grep -v ">" Trinity.fasta | wc
45921 45921 2724160

iu@bielinux[trinity out dir] cp Trinity.fasta ../Trinityl.fasta

iu@bielinux[trinity out dir] [ 9:065% ]

|
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i o FIER | NGSEETR(P~ i) P2 0T — 4

o B LTSS (T2

Trinity = TH5 S 7 7 - ) (Trinity 1 fasta: $13MB)YDEn S ¥l (2.4
cd ~/Documents/srp EEE04

pd

1s -1 data*

#HH OTTA ST A FVIGICL

~fDcwnlﬂad5ftr1n1tyﬂnageq
SEqupe Fq --ma

File Edit Vie\
Jiu@bielint
Jiu@bielin

= 4= = 4=

LIEHIZDIsEITHERDOFRRNIZIX, EITRT I71LIE%E
EZD. @timingEL\ 3 T7AMILERDIT. [ CDH(ZEHERFE
FEHRNEENTLDIDT=AD ERN, EFICZEI>THSHE
FHERL-YUTH(EZEINNEELEOOT I7M4IL), B
Rockhopper2&RLL. &I Trinity. fasta&L\OEIL 77 AL £
[CRBDT. ROT7EVITIVHERTLEEEINLGLELSIT
DEDTALYRY) EIZTrinityl fastaCTaE—, A RILCHD
T (T )KBLI-ELA; /Desktop/backupl -'E)ZfJU)

-left data

& /home/1iu/D

#H## HERD  aa iu@bielinu

ocuments/srp017156/20160804/trinity out dir e
x[trinity out dir] 1s

[ 9:065F %]

1s -1t | head

cd trinity out dir
pld

1=

grep -c "»" Trinity.fasta
grep -v "»" Trinity.fasta
cp Trinity.fasta ../Trini

both. fa
both.fa.ok
both fa re
chrysali

1nchworm K

inchworm.K
inchworm.k
jellyfish.
jellyfish.
left.fa.ok

partitioned reads.files.list

partitioned reads.files.list.ok
ad count read partitions

recursive _trinity.cmds

25.1.25.DS.fa recursive trinity.cmds.completed
25.L25.DS.fa.finished recursive trinity.cmds.ok

mer count right.fa.ok

kmers.fa Trinity.fasta

kmers.fa.histo Trinity.timing

¢

iu@bielinu
2603
iu@bielinu

Nﬁﬁlmmmﬂ ;ﬂ"“@

x[trinity out dir] grep -c ">" Trinity.fasta

X[trinity out dir] grep -v ">" Trinity.fasta | wc

45921 45921 2724160
" iu@bielinux[trinity out dir] cp Trinity.fasta ../Trinityl.fasta
iu@bielinux[trinity out dir] [ 9:065% ]
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3388 | NGSREF (P~ LAk) |~7/R’}"Jﬁl~~—m o) %Eﬁ% 5 EIEY%->TLVH1SRR616268% =T &

B ui'il_»?f:kﬁ“:>§f‘r3

Trinity == THE 77 - ) (Trinity2 fasta: #13MB)D ELEH#4(3.09018; BIDPCT4>% 3,08
LB, strand G854 EE T 2 EB0I H0 B B (o F o T 0 FET 5,

cd ~/Documents/srpB@l7156/28168884

>4 ILMRNA-seqld. @strandEEFHEHM B LD
& Q I:I_t L/7“d~ 75\ b 1_.|-3 HEBRIJOMIIILTITHONAELITT . D
FOET—E3NBEILX, @SS lib_type FR

ATa ETrinityRTHEIZIEBMT HLDT
T, CCIXOERZEITLALT !

#H# FTEEPL o« THTrinityEIEO S OFFOEEEL b WhTE0 L 3 0=
#H#t _hNEPSTICEITISE, FCIETENELLZOTREShIFSEET S it

1ls -1t | head
rm -rf trinity out dir
1s -1 *readcount

rm -f t
### SRR6162680 EE%FRSRA204226(MER 1 (I11umina Stranded Std F'E]litl”::u ik
### orientationFEHL ANLIT 2L HEFL T--55 1ib type FR%*IB i
~fDownloads/trinityrnaseg-2.2.8/Trinity \

--seqlype fq --max _memory 1G --CPU 2 --55 1ib type FR

--left datal.fq.gz --right data2.fq.gz

#HH HERD 4

1ls -1t | head

cd trinity out dir

pd

1=

grep -c "»" Trinity.fasta

grep -v ">" Trinity.fasta | wc

cp Trinity.fasta ../Trinity2.fasta

Aug 04 2016, NGS/\U XA #Ee Borodina et al., Methods Enzymol.,

LY

500: 79-98, 2011
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B o T L e BB RRLL T B

>%5 ?‘@lii%’c‘d‘n ELVDTE, EICDZE
& /Z I:I_t L/fd~7b\b 'fT3 EREITL, 15 \li&’cj+%i.‘ﬁ§TL’Czr*$

. ?'b';ﬁ;{ﬁ%;;fﬁjw(r ity2 fasta; $13MB)YD ER T 4#(3.0901E; BIDPCT 4% &3, 08918 h\L’L\&""\ ° %LT‘ IEFW@T’E.‘/?U
i d_" TTa T rl:tli‘l"'.';"_ astﬂ; hi T . " > ~ ~ —
UTe )i, strand 4RE ZES 5 EBESI #0018 (- £ 1= £ 6)E 2T B, fEREFMLBIEFRMAFELOMNT=5, £

cd ~/Documents/srp@17156/20160884 BEXLIENEWNTHELNDIEEFEE LET

#HE FTREEPL w0 THTrinityFEO S OEFDEFEL DL IFENL 27 e
# _hFLSANICETL LS. TOIETESELAOTRESREEFEET S #iH
1ls -1t | head

rm -rf trinity out dir
1s -1 *readcount

rm - *readcount

### SRR6162680 EE%FRSRA204226(MER 1 (I11umina Stranded Std F'E]litl”::u ik
### orientationfFiEH ANIIT LIS FEFL T--55 1ib t FRTEIBAD ###
~fDownloads/trinityrnaseg-2.2.8/Trinity \
--seqlype Fq --max_memory 1G --CPU 2 --55 1ib type FH \
--left datal.fq.gz --right data2.fq.gz

#HH HERD 4

1ls -1t | head

cd trinity out dir

pd

1=

grep -c "»" Trinity.fasta

grep -v ">" Trinity.fasta

cp Trinity.fasta ../Trinityd.fasta
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« H380 | NGSEFT(P~ LiR) F?/RS"J?’TF_LJ t ) %Eﬁm

ERETHR, DE2FI%K1E3,090., @

>% | 1B & $#%2,825,449 — 47,826 = 2,777,623
& /Z n_t L/f& 75\ ’9 'f_.|-3 bpo cCHEHZKEMILH>TELSTZAS

B ui'il_»?f:kﬁ“:>§f‘r3

Trinity =] THE R 77 - ) (Trinity2 fasta; $#13MB)D ELEH#4(3,.09018; BIQPCT4>% &3 085{ET
LB, strand G854 EE T 2 EB0I H0 B B (o F o T 0 FET 5,

cd ~f@0cument5f5PpBl?lSEfEBlE@SBd
#H#HH STEEPL 3 THTris e Ed : o3 T iy

3

grep -c "»" Trinity.fasta

grep -v ">" Trinity.fasta ]C].lYflSh .kmers.fa
cp Trinity.fasta ../Triniigg jellyfish.kmers.fa.histo
left.fa.ok

Ja 0
Tt | a1 A -rw-r-- 1 iu iU 596 65 25 22:18 result 01 f 099 r .txt
rm -rf trinity_out dir ‘2 iu@bielinux[20160804] cd trinity out dir [ 1:0554 %]
Ls L readcount sl i UGbielinux[trinity out dir] pwd [ 1:054#]
. === /home/1iu/Documents/srp017156/20160804/trinity out dir
e SRRelcocad SRRV o lliugbielinux[trinity out dir] 1s [ 1:054 %]
~/Downloads/trinityrnaseq =Nl DOth. fa partitioned reads.files.list
-seqlype fq -—-ma _fiboth.fa.ok partitioned reads.files.list.ok
T both.fa.read count read partitions
#e WEID  was chrysalis recursive trinity.cmds
s ~ Minchworm.K25.L25.fa recursive_trinity.cmds.completed
puid T inchworm.K25.L25.fa.finished recursive trinity.cmds.ok
= inchworm.kmer count right.fa.ok

Trinity.fasta
Trinity.timing

iu@bielinux[trinity out dir] grep -c ">" Trinity.fasta

== 3090

iu@bielinux[trinity out dir] grep -v ">" Trinity.fasta | wc

47826 47826 2825449

iu@bielinux[trinity out dir] cp Trinity.fasta ../Trinity2.fasta
iu@bielinux[trinity out dir] | [ 1:054 %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s HRRGEETT U ITVEREZEHE ., NX MMM Tpaired—end 7 22 J1) & E4T

O Trinity
s R ARV BT AEZRARNTAAREZET . B LA LEHLEST. apt—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
0 #R/XAT AR TERIT. SR OREIR. FPKM (RPKM)EZ F 55
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L] © B335 | NGSARHT(P~ L#R) oA — Lyt #EekT0160s04) | (Dapt—-get TA U AM—ILT BEIDIK

3 S5 RBEHISL, Qver. 22001V R
apt-get’G’f‘/Z I‘_} ¥ —)Léh?cméo\;r%/ﬂfmo'cjﬁf:ot

o apt-get T4 2=l S Fr " S5 —
apt-cache Ttrinin M F =0 —FFEFTL D D27 BFUALFod . EREFN rinitymazeqTdh 2 disEBR_OR)f e _/75 oﬁé;t:@%
E & EESAL . sudo apt-get instal FFETT, %)h\i[\bfa‘[,\o Z7/(|~EE%)7":H'

cd

pwd
where Trinity
~fDownloads/trinityrnaseg-2.2.8/Trinity --wversion

apt-cache -n search trinity
sudo apt-get install trinityrnaseqg

where Trinity
Trinity --wversion
fusr/bin/Trinity --version '

File Edit View Search Terminal Help 3 B = 4 1550 {%
Jiu@bielinux[trinity out dir] cd [ 3:49 %]

iu@bielinux[iu] pwd [ 3:494 %]
/home/iu

iu@bielinux[iu] where Trinity [ 3:494 %]
/home/iu/bin/Trinity

rsion
rinity version: v2.2.0
-currently using the latest production release of Trinity.

iu@bielinux[iu] ~/Down‘ds/trinityrnaseq-2.2.0/Trinity --ve

iu@bielinux[iu] | [ 3:499 %]

" /home/iu/bin/Trinity
ggg
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L J B35 | NGSREHT(P— L) Lo 2oUoit —ir o) mmew] DirinityELVDF—D—FEZESHLY IR T4

" 2 &VANT YT, QIEHX L Fibitrinit TH
apt-get TA U AP — )V 225k, o tror it

o apt-get T AF—Il

apt-cache T trninyD F =0 — ' EL D0 D 2 F B T, ERAR iy

BZEFHESD . sudo apt-get instalFE{T,

1To @DrootM/NRAJ)—KI[&pass1409, RAH1=(T

cd
puwd
where Trinity

sudo apt-get install trinityrnaseqg

ol
m
L |

where Trinity
Trinity --wversion —
fusr/bin/Trinity --version

Aug 04 2016, NGS/\U XA VEEE 4

~/Downloads/trinityrnaseg —‘Tr‘init]ﬁ.r --version
apt-cache -n search trinity

i = 4) 1556 {4

iu@bielinux[iu] apt-cache -n search trinity [ 3:5654%#]
trinity - sy call fuzz tester
trinityrnaseq -RNA-Seq De novo Assembly
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] » 25380 | NGSRRIR(P~ L) | 520D F — b7t J) IR HT(2016.08.04) MDA EMINTLNSA, FH

apt-getCA U A—)U” RHIZEEELEL T TE

o apt-get T AF—Il

apt-cache Ttrimity@ F = —PFEEZLV/ T D27 EFEUAF 7. ERABFRD rinitymazeq T

BZEFHESD . sudo apt-get instalFE{T,

cd
puwd
where Trinity

apt-cache -n search trinity

where Trinity
Trinity --wversion
fusr/bin/Trinity --version

~fDownloads/trinityrnaseg-2.2.8/Trinity --wversion

sudo apt-get install trinityrnaseqg

File Edit View Search Terminal Help 13 i = 4) 155 {%

Recommended packages:
med-config

Aug 04 2016, NGS/\U XA VEEE 4

The following NEW packages will be installed:
berkeley-express jaligner libbamtools2.4.0 libcommons-coll

> ections4-java

libgetopt-java libjai-core-java libjellyfish-2.0-2 libjung
-java parafly rsem

-0 transdecoder trimmomatic trinityrnaseq
The following packages will be upgraded:
& jellyfish

1 upgraded, 13 newly installed, 0 to remove and 142 not upgr
- o
T aded.
Need to get 7,744 kB of archives.
s After this operation, 21.6 MB ojadditional disk space will
be used.
e=lDo you want to continue? [Y/n] |}
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Wl B NGsmb (P i) Eooaout— bt wneikE| (RARFEFLANRIBELEDOMNE SH XA AT
T LS Z3 MBS TIVRM—ILET, [E: Failed to
apt_getflrjx I\_} l/ fetch http:-*- |EDMVE: Unable to fetch some
. apt—get'ﬁ“*f??l*_ﬂx e _ | . A de:E&Hj%):&:E)&-)%)o :O)i%élj:’_l_\ZIN
E et o aptaot msalE R, 7 BRRHTEAN (S 1SOK T AP RROSHRY R T —H = D7
cd MNOTWEWIELH LD TENDNEH, 25
. Trinity LS EE (X, KIES RMOSDFirefoxt DAY
~fDownloads/trinityrnaseg-2.2.8/Trinity --version [‘ofd:l'\o)—cs%w,?gf—cs%éo -i\-_l-% : H%ﬁﬂ%g‘g”-é&
A s e =t S N — BT AOSHBEBEITIEA

where Trinity : ) File Edit View Search Terminal Help 3 = 4) 16:02 %
Trinity --wversion it . . g ;
e e B Setting up libbamtools2.4.0 (2.4.0+dfsg-1biolinuxl) ...

Setting up berkeley-express (1.5.1-1biolinuxl) ...

Setting up jaligner (1.0+dfsg-1lbiolinuxl) ...
YSetting up libjellyfish-2.0-2 (2.2.3-2biolinux2) ...

Setting up jellyfish (2.2.3-2biolinux2) ...
Setting up libcommons-collections4-java (4.0-1) ...

- WSetting up libgetopt-java (1.0.14+dfsg-2) ...

. MSetting up libjai-core-java (1.1.4-3ubuntul) ...

Setting up libjung-java (2.0.1-1biolinuxl) ...
Setting up parafly (0.0.2013.01.21-1biolinux2) ...
Setting up rsem (1.2.22+dfsg-1lbiolinuxl) ...
Setting up transdecoder (2.0.1+dfsg-1biolinuxl) ...
Setting up trimmomatic (0.32+dfsg-1) ...
Setting up trinityrnaseq (2.0.6+dfsg-0biolinux3) ...
Processing triggers for libc-bin (2.19-0Oubuntu6.9) ...
iu@bielinux[iu] |} [ 4:015%]
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] + B2380 | NGSRRI (P~ L#R) Lol —nr b)) waeHT0160s0e) | DINADYESYTWNAINZEFEE, @

apt'get—f"f VA—=I)UT /ust/bin/ Trinity ABIEN =& 512

o apt-get T AF—Il

amc&&fn-ﬂD¢ D —FEEL LI 7 EFRIA T, ERAF rinitymaseqTH
& Z&F WAL . sudo apt-get instal FF=ET T,

cd

puwd

where Trinity
~fDownloads/trinityrnaseg-2.2.8/Trinity --wversion

apt-cache -n search trinity
sudo apt-get ingtall trinityrnaseq

where Trinity iu@bielinux[~] 3 BB = ) 1609 %
HoemrtnrrineY - versi mmadl Setting up jellyfish (2.2.3-2biolinux2)

-Version =

__WiSetting up libcommons-collections4-java (4.0-1)
’ Setting up libgetopt-java (1.0.14+dfsg-2)
Setting up libjai-core-java (1.1.4-3ubuntul)
Setting up libjung-java (2.0.1-1biolinuxl) ...
Setting up parafly (0.0.2013.01.21-1biolinux2)
iéé; Setting up rsem (1.2.22+dfsg-1biolinuxl)

|~ MSetting up transdecoder (2.0.1+dfsg-1biolinuxl)
& Setting up trimmomatic (0.32+dfsg-1)

=

Setting up trinityrnaseq (2.0.6+dfsg-0biolinux3)

Processing triggers for libc-bin (2.19-0Oubuntu6. 9) E
o iu@bielinux[iu] where Trinity [ 4:014 %]
/usr/bin/Trinity
/home/iu/bin/Tr’
/home/iu/bin/Trp™Mty
iu@bielinux[iu] |} [ 4:085%]
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] - B335 | NGSRRHT (P~ L#R) Lo Ao — Lyt #meTo60s0d) | (DKIREL Tl Trinity JO & TlEk/\—

- 5% DAVERIERTINLL, QDT
apt-getT A2 ARV L ARERRT RS E

o apt-get T AF—Il

apt-cache Ctrinin@ F = —FEZFL VI D27 FFUA 7o F . EFAFD winitmaseqTH
% &FHEEAL . sudo apt-get instal FFZET T,

cd
puwd
where Trinity

apt-cache -n search trinity

where Trinity
Trinity --wversion
fusr/bin/Trinity - sion

~fDownloads/trinityrnaseg-2.2.8/Trinity --wversion

sudo apt-get install trinityrnaseqg

File Edit View Search Terminal Help 3 BB = ) 1609 %

Setting up trinityrnaseq (2.0.6+dfsg-0biolinux3)
Processing triggers for libc-bin (2.19-0ubuntu6.9)

Aug 04 2016, NGS/\U XA VEEE 4

iu@bielinux[iu] where Trinity [ 4:014 %]
/usr/bin/Trinity
/home/iu/bin/Tr’
/home/iu/bin/Trp™ty
iu@bielinux[iu] Trinity --version [ 4:085%&]
/MCan't locate COMMON.pm in @INC (you may need to install the
COMMON module) (@INC contains: /home/iu/bin/PerlLib /etc/per
1 /usr/local/lib/perl/5.18.2 /usr/local/share/perl/5.18.2 /u
sr/lib/perl5 /usr/share/perl5 /usr/lib/perl/5.18 /usr/share/
=1lllperl/5.18 /usr/local/lib/site perl .) at /home/iu/bin/Trinit
y line 14.

BEGIN failed--compilation aborted at /home/iu/bin/Trinity 1i
ne 14.

el iu@bielinux[iu] | [ 4:095%]
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L] © %380 | NGSREIT(P~ LaR) Lo A0t — byt wRetz00] (Dapt-getiE B TA 2 A—JL L =Trinityl&

< Z% | . ver. 206 THD, sxFhR(ver. 2.2.0)H3 12
apt-g etCA U AR—)U R LR BNERIE , sratoolkitDEE

o apt-get T AF—Il

apt-cache Ttrininm F =1 —FHEET D Do 7 BF A Fod . EREF rinitymazeq)

BZEFHESD . sudo apt-get instalFE{T,

ERIC(E7MEW4-3; 2016.08.03X514K153)
o —HZEMEL TIX., FTRFZESELEIDE

cd
puwd
where Trinity

apt-cache -n search trinity

~fDownloads/trinityrnaseg-2.2.8/Trinity --wversion

sudo apt-get install trinityrnaseqg

L2135 5(2016.08.125870)

File Edit View Search Terminal Help 13 i = 4) 1616 {%

Can't locate COMMON.pm in @INC (you may need to install the
COMMON module) (@INC contains: /home/iu/bin/PerlLib /etc/per

where Trinity
Trinity --wversion
fusr/bin/Trinity --version

Aug 04 2016, NGS/\U XA VEEE 4

1 /usr/local/lib/perl/5.18.2 /usr/local/share/perl/5.18.2 /u
sr/lib/perl5 /usr/share/perl5 /usr/lib/perl/5.18 /usr/share/
perl/5.18 /usr/local/lib/site perl .) at /home/iu/bin/Trinit
y line 14.

WBEGIN failed--compilation aborted at /home/iu/bin/Trinity li
ne 14.

iu@bielinux[iu] /usr/bin/Trinity --version [ 4:094 %]
rinity version: v2.0.6

** NOTE: Latest version of Trinity is v2.2.0, and can be obt
ained at:
https://github.com/trinityrnaseq/trinityrnaseq/relea

SES

iu@bielinux[iu] |} [ 4:167 %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
O $k R 7R L5 TRockhopper2&£1T
m NJS2 Y fastx—trimmer —f —|, ¥k QM) L&
s BRRGEETT VI VEREFTMH. SNAMNEEH Tpaired-end7 2T EET

O Trinity
s R, AVAM—IL, BITARERARNTNARTET . BREALGHHEIT, apt-get
1 Bridger

s f2E L TREADMEZBkEH DD, Boost&Bridger A AM—)L, YT IILTF—2TaAIL
m RIESHT
0 TIGAR2DA o O—K, fiZE  Ej{ErESR
O HRNAT AW HTET. FERDOEIR, FPKM (RPKMEZX FEE
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" e el OREE T —5I=oU Tl /557U 7 ERAORockhopper?

_DEDERIL

ROIEEE S FHT

DLW ITRFESTNBEASID ., S DT=HQF &% Trinityw
A AR—=ILL T TH=0 /NI TYT7HATLELEULDIZE

BIMAHZIEMLI-ELSEEDREREHE . RIZESEIT

~NGS. RNA-seq. /' /1a, b5 OYFb— b, ML FI02 %%nﬁLt@Bndger’éﬁzboé:,.,\otb\ﬂ/?’)b-r—’ﬂ%ﬁ

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

» BALEE | D)) 4 | parred-end | HaA!) —F
F o Z e 12200 T (last modified 2014/06/2
7tz Z | 7 4 H (last modified 2016/03/24
TP LS 20T — L EEE N (14

J— DR w8 T2 DUL T (last modified 2016/04/07

iE(Windows * ¥ w224 | basic aligner (last modified 2014/08

What's new?
o Z

CIF=ELNSEN Y B Eo=h . BridgerDNihE LT 5

boost/\‘J’T—*/(?f)\EL\/\—/El/l HoT=BE DT T)&apt-
getfBE A TA UV AR—JLLTz03FELUKELD BN ZEE D
HEFEEOLNELI-, &Ko T. BridgerMZ#* T H@BinPacker
HZDPY B TIERKIZT TH(2016.08.1238/0)

#ilE=t sl e Tk | splice-aware aligner (last modified ]
o 7ot 4 | B (last modified 2013/06/19)

74 | Busulfite sequencingFH (last modifide—orroro—y
vt A | (ESTL D £ 0 )contig (last modified 2014/06/24)

Tl 4 | single-end | 7./ 45 | basic aligner(EE) | QuasR(Gaidatz

» Multiple-k: Surget-Groba and Montova-Buroos, Genome Ees., 2010
» Trans-ABvS5: Robertson et al., Nat Methods, 2010
» Rrmotator: Martin et al., BMC Genomucs, 2010

Trinity: Grabherr et al., Nat Biotechnol, 2011
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Oases: Schulz et al. . Biomformatics, 2012

EBARDenovo: Chu et al.. Biomnformatics, 2013

BRANCH: Bao et al., Bioinformatics, 2013

IDBA-tran: Peng et al. . Bioinformatics, 2013
S50APdenovo-Trans: Xie et al.. Biomnformatics, 2014
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Bridger

» Bridger: Chang et al., Genome Biol., 2015

2 “| 3 Bridger r2014-12-01 tar gz (#111MBF# ~Downloads| C #77  O—};
LF DURLIZ rhttp:, :.nuxceforge net/projects rnaseqassembly/files Bridger _r2014- 12-

01 tar.gz/download] TLizht, 185 NE 771 Il Ehdownloadd?i- T SIHE Bh ' 2D T,

['https://sourceforge net/projects/ rnasegassembly files Bridger r2014-12-01 tar. gz | CEE L7z,

AT59A4RE R A51=1F, DBridgerD YA MZiTE=. 2

BHR(r2014-12-01)%4 > O0—K, Windows®

HSeIFEI)YYITIoa—tyb®aE—], Mac
i%Ald:F'J > 4H%FaF — | CURLIEHRZE IS

cd ~/Downloads

pd

ls -1 Bri*

tar zxvf Bridger r2014-12-81.tar.gz
cd Bridger r2814-12-81

1=

more INSTALL

less README

<

#uget -c https://sourceforge.net/projects/rnaq

| & https://sourceforge.net/projects/masegassembly/files

Psource=PO ~ @ C ‘ & RNA-Seq Assembly - Br... » ‘
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Search

saurcesforge

SOLUTION CENTERS  Go Parallel

Get Google Chrome

One browser for all your devices. Fast, free & installs in seconds!

[Report 3 problem with 3d content

Home / Browse / RNA-Seq Assembly / Files

RNA-Seq Assembly

Brought to you by: zchang

Summary Files Reviews  Support wiki Code Tickets  Discussion

Looking for the latest version? Download Bridger_r2014-12-01.tar.gz (11.1 MB)

Home
Downloads /| Week
Name # Modified +  Size ¢ g
Bridger_r2014-12-01 tar.gz 2014-12-03 111 MB 11 A
Bridger_r2014-11-05.tar.gz 2014-11-09 11.1 MB 1 o
Bridger_r2013-06-02.tar.gz 2013-06-26 11.1 MB 1
Bridger_r2013-03-21.tar.gz 2013-04-02 2.3 MB 1 L.
Totals: 4 ltems 35.5MB 14

Chang et al.,

Genome Biol., 16: 30, 2015

e e e

Browse Enterprise Blog Help

Resources Newsletters Cloud Storage Providers Business VolP Providers

@ X

Free Project

Management

Most Free PM Solutior
Aren't Free. Bitrix24 Fi
PM Is 100% Free.

Report 3 problem with ad content

v
Recommended Projects

>
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Bridger

* Bridger: Chang et al | Genome Biol , 2015
BT =TI3Bridger r2014-12-01 tar gz (¥111MBF& ~ Downloads| -5 2 o O—F B . weetBFD
T 2= )+ WURLI S Thttps://sourceforge net/projects/maseqassembly/ files Bridger 12014-12-
01 tar. gz/download] T/, 1o &7 71 ) EH download 7= T S3F5 B0 T,
['https://sourceforge net/projects/ rnasegassembly files Bridger r2014-12-01 tar. gz | CEE L7z,

cd ~/Downloads =
#uwget -c https://sourceforge.net/pg

File Edit View Search Terminal Help 3 = 4) 17:18 %

E‘“d : Jiu@bielinux[Downloads] pwd [ 5:1854%# ]
s -1 Bri* .
tar zxvf Bridger r2@14-12-81.tar.g /hOlﬂE/lU/DOWﬂIOadS

Ed Bridger_r2014-12-81 iu@bielinux[Downloads] 1ls -1 Brix* [ 5:184 %]
o e TNSTALL -rw-rw-r-- 1 iu iu 11066289 128 3 2014 Bridger r2014-12-0
less README ]__tar_gz

v iu@bielinux[Downloads] tar zxvf Bridger r2014-12-01.tar.gz
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o + 22380 | NGSRRI (P~ t#R) Lot — st wmeszeoery] (DT ALIR)ZEBEL. Is, @Makefilehdd

- BHD T, make TIVAR—ILTHDHE
B rldger REDEDSEER, GINSTALLELNS D
* Bridger: Chang et al _ Genome Biol., 2015 7,{)[/75\ éd)f@morefﬁﬁgzg\

8 &= TId Bridger 12014-12-01 tar gz (¥111MB & ~Downloads| = 5 0 L O —F iF7+ . wgetbFD
74 )L+ OURLIZ rhttp:, :.nuxceforge net/projects maseqassembly/files Bridger 12014-12-
01.tar.gz/download] TL7=Ab, 185N AT L Eh downloadd i - T RS B - 12D T,
rhrtps:. /sourceforge net/projects rnaseqassembly/ files/ Bridger r2014-12-01 tar gz || CFHFEL7-,

cd ~/Downloads
#uwget -c https://sourceforge.net/pgi
pd

1s -1 Bri*
tar zxvf Bridger r2814-12-81.tar.g=
cd Bridger r2814-12-81

File Edit View Search Terminal Help 3 BB = 4 1736 {%
Bridger r2014-12-01/Makefile.am

Bridger r2014-12-01/configure.ac
Bridger r2014-12-01/boost.m4

L NeTALL Bridger r2014-12-01/Makefile
less README Bridger r2014-12-01/libtool
v Bridger r2014-12-01/stamp-hl

Bridger r2014-12-01/Changelog

Bridger r2014-12-01/README

Bridger r2014-12-01/Bridger.pl

iu@bielinux[Downloads] cd Bridger r2014-12-01 [ 5:365#]

Jliu@bielinux[Bridger r2014-12-01] 1s [ 5:365%]
gaclocal.m4 Changelog COPYING Makefile.in

AUTHORS config.h INSTALL perllib
automdte.cache config.h.in plugins
ax_boost base.m4 config.log LICENCE README
boost.m4 m4 ‘ sample test
Makefile = src
build-aux configure.ac Makefile.am stamp-hl

iu@bielinux[Bridger r2014-12-01] more INSTALL [ 5:364%#]
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(x. ./ ' : ; i &L
more INSTALL o

» Bridger: Chang et al., Genome Biol., 2015

B E = TIdBrdger 12014-12-01 tar gz (¥111MBF# ~ Downloads| - 5 7 . O—F B . wgethFd

HIZ DL TIZREADMEE EZE AN TLVS

T 2= )+ DURLI I_rhttps:. /sourceforge net/'projects/'maseqassembly/files Bridger r2014-12- 0) T . READM E% E ' 2Ly < o q 'C*‘?}i ('j- 6

01 tar. gz/download] T/, 1o &7 71 ) EH download 7= T S3F5 B0 T,

['https://sourceforge net/projects/ rnasegassembly files Bridger r2014-12-01 tar. gz | CEE L7z,

cd ~/Downloads

#uget -c https://sourceforge.net/di

pd

ls -1 Bri*
tar zxvf Bridger r2@14-12-81.tar.d
cd Bridger r2814-12-81

1=

more INSTALL

less README

<
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File Edit View Search Terminal Help 3 = €4) 17:40 {%
Briefly, the shell commands " ./configure; make; make inst
all' should

configure, build, and install this package. The following
more-detailed instructions are generic; see the "README' fil
e for

instructions specific to this package. Some packages provid

e this

"INSTALL' file but do not implement all of the features docu
mented

below. The lack of an optional feature in a given package i
s not

necessarily a bug. More recommendations for GNU packages ca
n be found

in *note Makefile Conventions: (standards)Makefile Conventio
ns.

The "configure' shell script attempts to guess correct va
lues for

--More--(6%)
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less README

* Bridger: Chang et al | Genome Biol , 2015
BT =TI3Bridger r2014-12-01 tar gz (¥111MBF& ~ Downloads| -5 2 o O—F B . weetBFD
T 2= )+ WURLI S Thttps://sourceforge net/projects/maseqassembly/ files Bridger 12014-12-
01 tar. gz/download] T/, 1o &7 71 ) EH download 7= T S3F5 B0 T,
['https://sourceforge net/projects/ rnasegassembly files Bridger r2014-12-01 tar. gz | CEE L7z,

cd ~/Downloads
#uget -c https://sourceforge.net/pl
pd

1s -1 Bri*
tar zxvf Bridger r2@14-12-81.tar.g
cd Bridger r2814-12-81
1s

more INSTALL

less README

File Edit View Search Terminal Help 5 1 = €4) 19:41 {%
iu@bielinux[Bridger r2014-12-01] less README

<
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Bl FE NGsRb(P—~ L) Eooasut—Lo )| Bridger@lless README ] H, DinstallationD & 7=Y) &
TESIZHilYFEL, @BoostELVDIEDEA A —)L
less README LEVNEWNFENSLLD T, £F S IZERLES

=) File Edit View Search Terminal Help 13 = 4) 19:56 %

Installation

1. Installing Boost

a) download latest boost and unpack it.

b) change to the boost directory and run ./bootstrap.sh.

$ cd boost 1 47 ©
$ ./bootstrap.sh

. $ tar zxvf boost 1 47 0.tar.gz

c) Run ./b2 and set the install path.

$ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY
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N © B3 | NGSERIT(P~ L/ fo oot —brvoo) znes=ros (Dl linux boost | CEREL-HER, @D A A
B t EEDRIBNBENSBMEZDOMA . QMK
00S RHAMEDEBSEFMEL. OFY VY

o

e' T ‘ G https://www.google.co.jp/search?q=linux+boostarls=c O ~ @& & H & linux boost - Google 125 | ‘ AR LY

r S

vl

Go g|e linux boost Q

gRT Za—3A P e e ETES borRar  BREY-I

BoostZ -1 2 UMK JLET57E - boostjp

boostjp.github.io/howtobuild.htmi +

2015/04/09 - ZZ T3 BoostS < FSUME L P AEC D0 THIALE T . Windowss T LUAHC 51T ZHERL
FF. &5 LinuxTl Boosto FSUDT (A E s — Lt E- TRESN T A ERUE TS, 22
Tl L FEDAFRNET.

Boost - Wikipedia

https://ja.wikipedia.org/wiki/Boost

Boost (Z —AF}&lT . C++MAEERETIBAR EDIZa =T+ BLUTMIZaTI0L T LEIFN TS
F—F - ASAF IO IEEET 1222 F 1L T D Boostld CHHREFERSOERIC LLBUIN
THEY BAETHEOSGHWHEELT .

PIFE - BRBUAEET - ELBAER RO -2

Boost C++ Libraries

www_boostorg/ » ZM—UEERT

Boost works on almost any modern operating system, including UNIX and Windows vanants. Follow the
Getting Started Guide to download and install Boost. Popular Linux and Unix distributions such as
Fedora, Debian, and NetBSD include ..

<

~

b
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N - 22380 | NGSRRI (P~ L#R) oot —nrtos) wnesTe6s (DERSPHMNBIELAEY 8 Z 3 Download

Boost

-
Q e\ o http: v""'~'"\"-'-‘-bOOSt.Ol‘g_s‘ o-c
) “...one of the most highly regarded and expertly designed C++ library projects in the world.”
o™ o OS — Herb Sutter and Andrei Alexandrescu, C++ Coding Standards

C+ ¥ LI 8RARIES

{ > \ oney
| & Boost C++ Libraries | l A AR

WELCOME TO BOOST.ORG!

Boost provides free peer-reviewed portable C++ source libraries.

We emphasize libraries that work well with the C++ Standard Library. Boost libraries are
intended to be widely useful, and usable across a broad spectrum of applications. The
Boost license encourages both commercial and non-commercial use.

We aim to establish "existing practice” and provide reference implementations so that

Boost libraries are suitable for eventual standardization. Ten Boost libraries are included
in the C++ Standards Committee's Library Technical Report (TR1) and in the new C++11
Standard. C++11 also includes several more Boost libraries in addition to those from TR1. Custom Searwch x
More Boost libraries are proposed for standardization in C++17.

\_Donate
Since 2006 an intimate week long annual conference related to Boost called C++ Now has §
been held in Aspen, Colorado each May. Boost has been a participant in the annual = visa o [Fe] fann]
Google Summer of Code since 2007. | WELCOME |
Getting Started
GETTING STARTED Download
Libraries
Boost works on almost any modem operating system, including UNIX and Windows Mailing Lists _
variants. Follow the Getting Started Guide to download and install Boost. Popular Linux Reporting and Fixing Bugs
and Unix distributions such as Fedora, Debian, and NetBSD include pre-built Boost Wiki
packages. Boost may also already be available on your organization's internal web server. INTRODUCTION
COMMUNITY
BACKGROUND DEVELOPMENT
Read on with the introductory material to help you understand what Boost is about and to DOCUMENTATION

help in educating your organization about Boost.

COMMUNITY

Boost welcomes and thrives on participation from a variety of individuals and
organizations. Many avenues for participation are available in the Boost Community.

L DOWNLOADS
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Boost

DE=#Fhr(Lver. 1.61.0, @Download

.

{

P~C

Q (=) ' &* http://www.boost.org/users/download/

\ &» Boost Downloads

*...one of the most highly regarded and expertly designed C++ library projects in the world.”
— Herb Sutter and Andrei Alexandrescu, C++ Coding Siandards

+ LI 8RARIES

BOOST DOWNLOADS

Current Release
Old Boost Releases
Git Repositories

CURRENT RELE!

VERSION 1.61.0

May 13th, 2016 02:58

Coroutine, Coroutine2, Fusion, Geometry, Interprocess, Intrusive, Lexical Cast, Log, Move,
Optional, Test, Vanant.

Release Notes  Download | Documentation

OTHER DO\\’.\"LO‘

As well as the official releases, members of the community provide other downloads for your
convenience. Since these are produced separately, there might be a delay before they're
available after a release and they're not be available for all releases.

= Prebuilt windows binaries.
= PDF documentation (only for BoostBook based documentation).

OLD BOOST RELEASES

Old versions of boost can be found on the version history page or from the sourceforge
downioad page.

GIT REPOSITORIES

New Libraries: Compute, DLL, Hana, Metaparse. Updated Libraries: Any, Container, Context,

Custom Search x

y ' Donate

- | = R 50| O
WELCOME
| vTRODUCTION |
Download
News
Version History
License
People
Bibliography
Who's Using Boost
FAQ
How Boost Started
Index
COMMUNITY
DEVELOPMENT
DOCUMENTATION
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DEE & TIL" /Downloads|Z
Ayon0—kE#H., D%185MB

~ Boost
e

SuurCE'FDrgE |Search ; Browse Enterprise Blog Help A

Boost C++ Libraries - B... x | l {0 2.9 597

coOd

https://sourceforge.net/projects/boost/files/boost/1.61 O ~ @ &

SOLUTION CENTERS  Go Parallel Resources Newsletters Cloud Storage Providers Business VolP Providers
@
Get Google Chrome
One browser for all your devices. Fast, free & installs in seconds! >
@

Report 3 problem with 3d content

Home / Browse / Development / Software Development / Boost C++ Libraries / Files

#o Boost C++ Libraries

. Free peer-reviewed portable C++ source libraries
Brought to you by: beman_dawes, danieljames, eric_niebler, grafik, and 2 others

Summary Files Reviews  Support Wiki Mailing Lists News  Discussion  Code

Looking for the latest version? Download boost_1_61_0.7z (74.8 MB)

Home / boost / 1.61.0 N
Downloads / Week
Name ¢ Modified ¢  Size ¢ .
4 Parent folder
boost_1_61_0.tar.bz2 2016-05-13 852 MB 3,609 [i8) (i)
boost 1_61_0.zip 2016-05-13  155.9 MB 3062 I ©
boost_1_61_0.tar.gz 2016-05-13  104.9MB 2177 ' ma ©
boost 1_61_0.7z 2016-05-13 74.8 MB 3113 (i ]
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o Dldtarbz2fB ENHHIEDOB X, AER
Boost arbzemt

* Boost (AFF147)
T3 boost_1_61_0.tarbz2 ($185MBFx ~Downloads| Z 4 2 /O —F B . weethFDT 24 Ik
() URLIZ Thhttps://sourceforge net/projects boost/files boost/1.61.0/boost_1_61_0 tar bz2/download| T
Lizhi, 18508771 JLEh download&7d- TRIFS B - 2D T,
[https://sourceforge net/projects/boost/files boost/1.61.0/boest_1_61 0tarbz2| ICEE L7z,

cd ~/Downloads N
#wget -c https://sourceforge.net/projects/boost/files/boost/1.61.8/boost 1
puwd

1s -1 boo*

bzip2 -dc boost_1 61 @.tar.bz2 | tar xvuf -

cd boost 1 61 @

1=

./bootstrap.sh

pd
1= -1d b*

cd boost
pd
1s -1d include 1lib

#HH . /b2 install #H

cd ..

pd

./b2 install --prefix=/home/iu/Downloads/boost 1 61 @/boost

###  include & 1ibDIEEE  #u#
< >
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Boost

* Boost (AFF147)

B =TI boost_1_61_0.tar bz2 (¥]185MBF# ~Downloads| Z & 7 /O —F FA . wgetbF DT T Ik
() URLIZ Thhttps://sourceforge net/projects boost/files boost/1.61.0/boost_1_61_0 tar bz2/download| T
Lizhi, 18508771 JLEh download&7d- TRIFS B - 2D T,

[https://sourceforge net/projects/boost/files boost/1.61.0/boest_1_61 0tarbz2| ICEE L7z,

cd ~/Downloads

puwd
1s -1 boo*

pd
1= -1d b*

cd boost
pd
1s -1d include 1lib

HHHE
cd ..

pd
./b2 install -

#HE
<

/b2 install 4

include & 1ibMEESE

-prefix=/home

#wget -c https://sourceforge.net/(

bzip2 -dc boost 141 @.tar.bz2 | tjs
cd boost 1 b1 @

1=

./booLstrap. s

File Edit View Search Terminal Help

tar.bz2f2E &2 DIKRE

3 B = ) 2035 %

Jboost 1 61 0/libs/iostreams/test/finite state filter test.cp

boost 1 61 0/libs/iostreams/test/seek test.hpp

boost 1 61 0/libs/iostreams/test/read _input seq test.hpp
boost 1 61 0/libs/iostreams/test/stream state test.cpp
boost 1 61 0/libs/iostreams/test/mapped file test.cpp

#boost 1 61 0/libs/iostreams/test/filtering stream test.cpp
boost 1 61 0/libs/iostreams/test/write bidir test.hpp

boost 1 61 0/libs/iostreams/test/read input filter test.hpp
boost 1 61 0/libs/iostreams/test/write output seq test.hpp
boost 1 61 0/libs/iostreams/test/seekable file test.cpp
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iu@bielinux[Downloads] cd boost 1 61 0 [ 8:32F &
1u@b1e11nux[boost_1_61_0] 1s [ 8:354%#]
boost bootstrap.bat INSTALL rst.css
boost-build.jam Jamroot status
boostcpp.jam doc libs tools
boost.css index.htm LICENSE 1 0.txt
boost.png index.html more ) 3
iu@bielinux[boost 1 61 0] | [ 8:355 %]
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] © B335 | NGSRRHT (P~ L#R) Lo Ao — Lyt #mekTeocoy Bridger®lless README | DS &2 D
HI=YIZR G . @QXKIET./bootstrap.shl&
less README HTRONEST, RSAREBKD BT

File Edit View Search Terminal Help 13 = 4) 19:56 %

Installation

1. Installing Boost
a) download latest boost and unpack it.
$ tar zxvf boost 1 47 0.tar.gz

b) change to the boost directory and run ./bootstrap.sh.

$ cd boost 1 47 0‘ .

$ ./bootstrap.sh

c) Run ./bgnd set the install path.

$ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

)
=
D
-
P
;:
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[ » F3E0 | NGSEFR(P~ L) | FS2 0T — LT ), RIRE (201608 (DEE?&\I:bootstrap.shliﬁT?'%) ®§

AN EFIZTOTUREET, $9205)
J/bootstrap.sh AXURERS

File Edit View Search Terminal Help 3 = 4) 19:56 {'%
Installation
X File Edit View Search Terminal Help 13 = «) 20:51

I P
1. Installing Boost @ boost 1 61 0/libs/iostreams/test/seek test.hpp
: boost 1 61 0/libs/iostreams/test/read input seq test.hpp

boost 1 61 0/libs/iostreams/test/stream state _test.cpp
boost 1 61 0/1libs/iostreams/test/mapped file test.cpp
boost 1 61 0/libs/iostreams/test/filtering stream test.cpp
boost 1 61 0/libs/iostreams/test/write bidir test.hpp

—

a) download lates E
$ tar zxvf boc ﬁ

s
=
2

-~ b) change to the |mmmgboost 1 61 0/libs/iostreams/test/read input filter test.hpp
= boost 1 61 0/libs/iostreams/test/write output seq test.hpp
B $ cd boost 1 boost 1 61 0/libs/iostreams/test/seekable file test.cpp
$ /bootstrap iu@bielinux[Downloads] cd boost 1 61 0 [ 8:32 %]

- é iu@bielinux[boost 1 61 0] 1s [ 8:354 %]
i c) Run /b boost bootstrap.bat INSTALL rst.css
= iboost-build. jam mroot status

$ ./b2 instal boostcpp.jam doc i?bs tools
‘-‘ & hoost.css index.htm LICENSE 1 0O.txt
E boost.png index.html more
% iu@bielinux[boost 1 61 0] ./bootstrap.sh |} [ 8:354F#]
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[ - 3380 | NGSRRI(P~ L) Lol f —hr o). wmete=01608 ./bootstrap.shi® T 2 MDIREE, A,

IZDOIZE B . @Bridgerdl |
/ bootstrap.sh 'fT’fﬁ READMEJ@./bztlﬁr;ugzird)f;?b?'é

File Edit View Search Terminal Help 3 = 4) 19:56 {'f

y@mmwmﬁwm

Installation

o

File Edit View Search Terminal Help 13 BEf = ) 2055 {%

r |
. Installing Boost @ Bootstrapping is done. To build, run:

—

a) download lates E

$ tar zxvf bodl To adjust configuration, edit 'project-config.jam'.
& BFurther information:

b) change to the ==

$ cd boost 1 .

[

./b2

- Command line help:

./b2 --help

$ ./bootstrap. _ _

== - Getting started guide:
> ¢) Run ./b2 and s http://www.boost.org/more/getting started/unix-variants

| . html

$ ./b2 instal _ _

‘ ; - Boost.Build documentation:
http://www.boost.org/build/doc/html/index.html

m iu@bielinux[boost 1 61 0] |} [ 8:554#]
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%3ﬁﬁ|msﬁﬁﬁ{qﬂ~ﬂ&} =oz2onor—nrto) #metk] DBridger®lless README | 3)./b2&R 52 Bk &
B, QDT TR NZEB N TIEELLELELT
JI.. :less README ALBLLY, BIZ I EOD &3IHEE T H5LL

File Edit View Search Terminal Help 13 =P 4) 09:50 {%

|@| - ¢) Run ./b2 and set the install path.

p— $ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install boost in /home/czheng

& B/local/boost,the commnd is :
$ ./b2 install --prefix=/home/czheng/local/boost

. If the boost is installed successfully, you woup®Ttil
==4d two sub-directories in /home/czheng/local/boost/:
é /home/czheng/local/boost/include/
/home/czheng/local/boost/lib/

Note: The default Boost installation directory is /usr
@ /local. Take note of the boost installation

directory, beacuase you need to tell the Bridger inst

Py aller where to find boost later on.
I I
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%Bﬁﬁlhesﬁﬁﬁ{qﬂwﬂﬁ} szt — byt zmek] Dezhengld. Q1 —F Riulzx T 5. QD
boostTAL LAY, DIZH LT HD ML LL
I_%:.I:@Z_ é HDIBIFELNDT, £25&2EX=a7ILERD

File Ednt View Search Terminal Help 13 =P 4) 09:50 {%

1'@1 - c) Run ./b2 and set the install path.

$ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install
& Bl/local/boost,the commnd is :
$ ./b2 install --prefix=/home/czheng/local/boost

st in /home/czheng

. if ¥he b t ] 2 File Edit View Search Terminal Help 3 B = € 1337 {%
ol 10 cub-directoriedt < Jiu@bielinux[boost 1 61 0] pwd [ 1:364F 1 ]
i /home/czheng/ *]/home/iu/Downloads/boost 1 61 0
= /home/czheng/ iu@bj x[boost 1 61 0] 1s -1d b* [ 1:365%#]
i - rwx =X 1 iu iu 271416 6H 28 20:55
. -rwxrwxr-x 1 iu iu 271416 68 28 20:55
/10ca1N°$:keT2§tgeg? drwxrwxr-x 110 iu iu 12288 5H 6 06:48 boost*
@ 'directory i -rw-rw-r-- 1 iu iu 850 5H 6 06:10 boost-Bild.jam
= aller cBete 1o find 1 -rw-rw-r-- 1 iu iu 21920 58 6 06:10 boostcpp.jam
‘4" I -rwW-rw-r-- 1 iu iu 989 5H 6 06:10 boost.css
-rw-rw-r-- 1 iu iu 6308 58 6 06:10 boost.png
— -rw-rw-r-- 1 iu iu 2477 58 6 06:10 bootstrap.bat
N-rw-rw-r-- 1 iu iu 918 6H 28 20:55 bootstrap.log
w-rwxrwxr-x 1 iu iu 10631 58 6 06:10
iu@bielinux[boost 1 61 0] |} [ 1:374 %]
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i %3ﬁﬁ|msﬁ¢$ﬁ{tlﬂ~ﬂ&} sz onot—nr o) #zEeE] Dfind?, E2BIZLAQDI./b2 install -+ | ANAE
g %*@ é L71=5include&lib&EWNSH T T4 IR)MT
| = A E54, LELTLB0T, @Dboost 7L

File Edit View Search Terminal Help 1 ')Wl»lnclude&lle«rbeJ75\@.('}';{1[3; .
- c) Run ./b2 and set the install path. HIETELTHLLESS ST LT

$ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install boost in /home/czheng
/local/boost,the commnd 1is :

$ ./b2 install --prefix=/home/czheng/local/boost

If the boost is installed successfully, you would fil|™=
d two sub-directories in /home/czheng/local/boost/:
/home/czheng/local/boost/include/
/home/czheng/local/boost/lib/

iu@bielinux[boost 1 61 0] |}

B8 20:

Note: The default Boost installation directory is /usr : 32:

lEEl /local. Take note of the boost installation - 06:
directory, beacuase you need to tell the Bridger inst - 06:

¢f~d aller where to find boost later on. :
, I 6 06:
6 06:

- TW-TW-T-- I Iu 1u 2z477 o5H © 06:

-rw-rw-r-- 1 iu iu 918 68 28 20:

-rwxrwxr-x 1 iu iu 10631 58 6 06:

55
55
48
10
10
10
10
10
25
10

I B = ) 1337 &

[ 1:3654 %]
[ 1:365 %]

boost*
boost-ild.jam

boostcpp.jam
boost.css
boost.png
bootstrap.bat
bootstrap.log

[ 1:374 %]
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JWIM MboostT4L IR IZFEILI-DT. Q% (O3, d
a %m é include&lib&EWNDT7AILETALOR) BN EXFHERR
| =] A D LEDT. ODINISREDDEBIEL= LIz R

File Edit View Search Terminal Help 3 =P 4) 09:50 {%
1'@1 - c) Run ./b2 and set the install path.

p— $ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install boost in /home/czheng
& Bl/local/boost,the commnd is :

$ ./b2 install --prefix=/home/czheng/local/boost

. If the b t i File Edit View Search Terminal Help = o 1201 %

G o sub-dile‘ecggiie iu@bielinux[boost 1 61 0] cd boost [ 2:0154 %]
il /home/czheng/ yiu@bielinux[boost] pwd \ [ 2:014#]
= /home/czheng/ /home/lu/Downloads/boost 1 61 0/boost

iu@bielinux[boost] ls -1d include lib [ 2:014 %]
ls: cannot access include: No such file or directory

ls: cannot access lib: No such file or directory
iu@bielinux[boost] | [ 2:015 %]

Note: The defa

=/ local. Take note of
@ directory, beg
e aller where to find K
. :I
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e 38 | NGSERR(P~ L#8) | L5 29 b — b7t ) FIEHT(2016.08 04) M1 EDOERIZEELTLNAD

. [X.@r./b2 install --- | 2@ D15
/ b2 install TSI, QEET, 1159

File Edit View Search Terminal Help 3 =p 4) 09:50 {'f
@ - ¢) Run ./b2 and set the install path.

$ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install boost in /home/czheng
#ll/local/boost,the commnd is :

——— $ ./b2 install --prefix=/home/czheng/local/boost

. If the boost i :

é d two sub-directoriedq}

File Edit View Search Terminal Help 3 B = ) 1408

iu@bielinux[boost] cd .. [ 2:074 %]
iugbielinux[boost 1 61 0] pwd \ [ 2:085#]
/home/iu/Downloads/boost 1 61 0

iu@bielinux[boost 1 61 0] ./b2 install --prefix=/home/iu/Dow
nloads/boost 1 61 0/boost

/home/czheng/
/home/czheng/

R Note: The defa
/local. Take note of
{ng directory, beg

o wlaller where to find b
T :I
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I » 3380 | NGSEEI(P~ LiR) | 520U T — L7t T, RIFEHTF(2016 .08 04) (BERSIL A B D) 2T 5— A
/b2 installZE1T1& TS HBEERT

File Edit View Search Terminal Help 13 =p €) 09:50 {'f

1@{ - ¢) Run ./b2 and set the install path.

— $ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install boost in /home/czheng
/local/boost,the commnd 1is :

——— $ ./b2 install --prefix=/home/czheng/local/boost

. If the boost 1 :

é d two sub-directories

File Edit View Search Terminal Help 3 Bf = 4) 1457 %

gcc.compile.c++ bin.v2/libs/test/build/gcc-4.8/release/link-
static/threading-multi/xml report formatter.o

gcc.archive bin.v2/libs/test/build/gcc-4.8/release/link-stat
ic/threading-multi/libboost unit test framework.a

common. copy /home/lu/Downloads/boost 1 61 0/boost/1lib/1libboo
st unit test framework.a

Mgcc.compile.c++ bin.v2/libs/test/build/gcc-4.8/release/link-
static/threading-multi/test main.o

gcc.archive bin.v2/libs/test/build/gcc-4.8/release/link-stat
ic/threading-multi/libboost test exec monitor.a

common. copy /home/lu/Downloads/boost T 61 0/boost/1lib/1libboo
wst test exec monitor.a
.updated 14283 targets..

T~ 1u@b1e11nux[boost 1 61 0] l [ 2:574 %]

==

/home/czheng/
/home/czheng/

Note: The defa

/local. Take note of
EE“ directory, beg
P aller where to find K
7 o :I

-

Aug 04 2016, NGS/N\V XAV EE S 161



] . E3%F | NGSERR(h~ F#R) | F S 22U T — L7 P HITEHT(2016.08.04) MDboostT4a4L oK) Rz, FE
: : . AMZinclude&libMATETLVS
include&libDHEEE

File Edit View Search Terminal Help 13 =p €) 09:50 {'f

@ - ¢) Run ./b2 and set the install path.

$ ./b2 install --prefix=<YOUR BOOST INSTALL DIRECTORY

For example,if you want install boost in /home/czheng
#ll/local/boost,the commnd is :

——— $ ./b2 install --prefix=/home/czheng/local/boost

. If the boost i

é d two sub-directoriedq}

File Edit View Search Terminal Help 3 B = ) 1503 {%

Jiu@bielinux[boost 1 61 0] pwd [ 3:0354 %]

/home/iu/Downloads/boost 1 61 0

iu@bielinux[boost 1 61 0] ls -1d boost/include boost/lib

drwxrwxr-x 3 iu iu 4096 68 29 14:33 boost/include

drwxrwxr-x 2 iu iu 4096 68 29 14:52 boost/Llib
iu@bielinux[boost 1 61 0] [ 3:035%]

/home/czheng/
/home/czheng/

R Note: The defa
/local. Take note of

{ng directory, beg
o wlaller where to find b
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g oot NGsai(P—~ L) Eooaouot—nrd (DBridger®lless README | TR D IEB 1T,

] LD_LIBRARY_PATHE LD ERER ZE #(environment
%JL . |eSS R EAD M E variable)xt b9 5, FEIF2D, D1 DIXRIRERET7
Fi'  dit View Search Terminal Help 'f)lx(~/.bash_profile or ~/_proﬁ|e)[:%§ﬁd}bl,)jj'o ©fa

d) Set the LD_LIBRARY_PATH env | T£,51D(%. #DE—IF /L L TOAENRIEE S E

The ~/.bash profile ($HOME/.bash profile) or ~/.profi
le file is executed when you login using console or remotely
using ssh.

Append the following command to ~/.bash profile or ~
/.profile file:
$ export LD LIBRARY PATH=/home/czheng/local/boost/lib
:$LD LIBRARY PATH

Save and close the file.

OR

just type the command:
$ export LD LIBRARY PATH=/home/czheng/local/boost/lib
:$LD LIBRARY PATH

WP DD O mB ".
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JWIM?U zigis CC CIEOZERAT %, Bio-Linux® T J4 Lk
[Xzsh’ZZD T, zshre|ZEZF AL PYFETRI(
JI.. |eSS README 5£4EW10-3; F5[EW17-2), QIS ST 2D

File Edit View Search Terminal Help i [¥/home/iu/Downloads/boost 1 61 0/boost

- d) Set the LD LIBRARY PATH enviroment varIiapte:

The ~/.bash profile ($HOME/.bash profile) or ~/.profi
le file is executed when you login using console or remotely
using ssh.
Append the following command to ~/.bash profile or ~
/.profile file:
$ export LD LIBRARY PATH=/home/czheng/local/boost/lib

@

Save and close the file.

OR

just type the command:
$ export LD LIBRARY PATH=/home/czheng/local/boost/lib
:$LD LIBRARY PATH
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[ * B2380 | NGSRR (P~ t#R) Lo i — st wmed] B5EWI7-20) U A ZEFKEEL T, Decho TWh
BITERE /. [CEZF AL, QFFZAAHI
LD LIBRARY PATH f5isasiosunmom st e

File Edit View Search Terminal Help B = ) 1509 ¢
'@1 - d) Set the LD LIBRARY PATH enviroment variable:

|
\ )
— The ~/.bash profile ($HOME/.bash profile) or ~/.profi
le file is executed when o j

using ssh.

Append the fol§f
/.profile file:

$ export LD | Ijge—
. :$LD LIBRARY PATH

File .E:jit.View Search Terminal Help 13 Bf = 4) 1606 {%
iu@bielinux[boost_1_61_0] tail -n 5 ~/.zshrc [ 4:065% ]
g T1

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

export CLASSPATH=/home/iu/Downloads/Rockhopper.jar
iu@bielinux[boost 1 61 0] echo 'export LD LIBRARY PATH=/home

il /iu/Downloads/boost 1 61 0/boost/lib:$LD LIBRARY PATH' >> ~/
.zshrc

iu@bielinux[boost 1 61 0] tail -n 5 ~/.zshrc [ 4:065 %]

Save and close

OR

just type the
$ export LD LI
:$LD LIBRARY PATH

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

export CLASSPATH=/home/iu/Downloads/Rockhopper.jar
export LD LIBRARY PATH=/home/iu/Downloads/boost 1 61 0/boost
= /lib:$LD LIBRARY PATH

1u@b1e11nux[boost 161 8] [ 4:065%]
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I-‘mﬁu F IR HE (2016 08.04) MsourceLTE®IZLTLYS
LD LIBRARY PATH

File Edit View Search Terminal Help 3 . = 4) 1509 {'%
@ - d) Set the LD LIBRARY PATH enviroment variable:

The ~/.bash profile ($HOME/.bash profile) or ~/.profi
le file is executed when o '

=

using ssh. File Edit View Search Terminal Help 3 B = ) 1614 &%
Append the foll Jiu@bielinux[boost 1 61 0] echo $LD LIBRARY PATH [ 4:144 %]
i/ .profile file: o
$ export LD | Ijgsss iu@bielinux[boost 1 61 0] source ~/.zshrc [ 4:14 % ]
:$LD LIBRARY PATH iu@bielinux[boost 1 61 0] echo $LD LIBRARY PATH [ 4:1454 ]
B . /home/1u/Down10ads/boost 1 61 0/boost/lib:
Save and close ?) iu@bielinux[boost 1 61 0] i [ 4:145 % ]
OR

just type the
$ export LD LI
:$LD LIBRARY PATH

| N{{[@m D D ¢

D D uw D
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+ %380 | NGSREIT(P~ Lak) Lo A0t — byt wmetz00 Bridgerdlless README ] TR MDIE B (2.
+ Building Bridgen)|Z#1T. QD&% F i lE
ML - |eSS README HhBHh, less READMEZFLN TV SR —S
" le Edit View Search Terminal Help Ul FILE A ARN—ILE
2. Building Bridger [Make sure Boost has been ;| moo# 4%z A 50> TLVET

EFLTVHE—3F

cessfully]

a) Unpack the Bridger and change to the Bridger direcotr

$ tar zxvf Bridger r2013-06-02.tar.gz
$ cd Bridger r2013-06-02

b) Configure Bridger. If Boost is installed somewhere ot
her than /usr/local, you will need to tell

the installer where to find it using --with-boost opt
ion.

$ ./configure --with-boost=/home/czheng/local/boost/
Note: please replace "/home/czheng/local/boost/" with
your own directory "<YOUR BOOST INSTALL DIRECTORY>"
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i B350 | NGSRIH(P~ L) Lot —hortoo) znekz| DD L. T3> THATTITE -

[EEDRAFEGL, @QBFFHEL NS u
JI.. :less README B, COBE AT A7 oA

File Edit View Search Terminal Help

LD EFIE , @D Configure Bridger| ZF&1T

2. Building Bridger [Make sure Boost has beem Instatteud suc
ully]

a) Unpack the Bridger and change to the Bridger direcotr

$ tar zxvf Bridger_r2013-06-0$.gz

$ cd Bridger r2013-06-02

b) Configure Bridger. If Boost is installed somewhere ot
her than /usr/local, you will need to tell
the installer where to find it using --with-boost opt

$ ./configure --with-boost=/home/czheng/local/boost/
Note: please replace "/home/czheng/local/boost/" with
your own directory "<YOUR BOOST INSTALL DIRECTORY>"
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L] i 2388 | NGSRR (P~ tak) o200 —L7| (DBridgerDT 4L M) IZFEIL T, @lsTconfigureH dp S

ZEETEZRL . @—with-boostA T3 DETET. H15H
~CO nfiqure 2

File Edit View Search Terminal Help 3 = 4) 16:117 {%
r I 2. Building Bridger [Make sure Boost has been installed suc
cessfully]

E a) Unpack the Bridae
y.

1
;) $ tar zxvf Bri @,
$ cd Bridger rje iu@bielinux[Bridger r2014-12-01] pwd [ 5:014 %]
- B E‘ /home/iu/Downloads/Bridger r2014-12-01
. b) Configure Bridis iu@bielinux[Bridger r2014-12-01] 1s [ 5:014 %]
B her than /usr/local, & Jdlaclocal.m4 ChangelLog COPYING Makefile.in

é the installer B S¥ MAUTHORS config.h INSTALL perllib

ion. B 2 utomdte. cache config.h.in plugins

9 ax_boost base.m4 config.log LICENCE README
$ ./configure boost.m4 m4 sample test
Note: please

@ Makefile Src
Wa=m¥ your own directory ' build-aux configure.ac  Makefile.am stamp-hl
E 1

E iu@bielinux[Bridger r2014-12-01] ./configure --with-boost=/h
ome/iu/Downloads/boost 1 61 O/boostl

"

<=t
T i

File Edit View Search Terminal Help 3 B = 4 17.01 %
iu@bielinux[boost 1 61 0] cd ~/Downloads/Bridger r2014-12-01
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L] + EE3ER | NGSAEIT (P~ LiR) | L= 2L — bt o), BIREHT(201608.04) MERIRT

_configure3217 1%

File Edit View Search Terminal Help 13 = 4) 16:117 {%

2. Building Bridger [Make sure Boost has been installed suc
cessfully]

a) Unpack the Br" w=1ala NANAOE a he Rridae direco
x File Edit View Search Terminal Help 3 Bf = ) 17:.07 {%
| Jconfig.status: config.h is unchanged
$ tar zxvf Bri config.status: executing depfiles commands
$ cd Bridger rjmsgconfig.status: executing libtool commands

y.

®
(o
'?’

-- Bridger r2013-03-21 Configuration Results --
' C++ compiler: g++ -Wall -Wno-deprecated -g -gdwarf-
&y B2 -Wunused -Wuninitialized -fpermissive -m64 -03 -g -02 -I/h

b) Configure Bric
her than /usr/local,
the installer

ion. ome/iu/Downloads/boost 1 61 0/boost/include
GCC version: gcc (Ubuntu 4.8.4-2ubuntul~14.04.3) 4
$ ./configure .8.4 _
Note: please Host System type: x86 64-unknown-linux-gnu
L @ ) your own directory ' Install pr‘efi).(: /USF/lqcal
4L§§£§ Install eprefix: ${prefix}

= See config.h for further configuration information.

Email <changzmaths@gmail.com> with questions and bug repor
ts.

1D B ) DD

iu@bielinux[Bridger r2014-12-01] | [ 5:0654# ]
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© B3E0 | NGSRRI(P~ L#R) | Lo ot — Ly to)). #hgksroso] Bridgerdlless README I TR MDIEBH

. make)|ZF81T, FRILERS L. —prefixt T
fm :less README ms Ao 17 F1oboost EEITL TSN
Z ST-B A NDEELLLY, §[E[E——prefixd T
¢) Make Bridger. 23 EDF -0 T, ERE RS M

:dit View Search Terminal Help 1y BO I

$ make

note If you build boost suffessfully without using --

export LIBS="-L/home/czheng/boost 1 47 0/stage/lib
" (replace "/home/czheng/boost 1 47 0/" with your own direct
ory)

export CPPFLAGS="-I/home/czheng/boost 1 47 0/"

3. Test the installation. Test data are provided with sofew
are distribution in the sample test directory.
$ cd src
$ ./Assemble -h
you would see:
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L] o F3EF | NGSEEI(P~ L) | LS 2007 — L7t T, RIFEHT (2016 08.04) @makeo fﬁ'{lZﬁJ\

~make

File Edit View Search Terminal Help 3 = Q) 17:11 %

c) Make Wer.
$ make

note: If you b
.éij prefix option, the fd§

E File Edit View Search Terminal Help 3 = 4) 17:17 %
Jconfig.status: config.h is unchanged

config.status: executing depfiles commands
config.status: executing libtool commands

export LIBS —
" (replace "/home/czi@™ : _ _
ory) -- Bridger r2013-03-21 Configuration Results --

export CPPH® 4 C++ compiler: g++ -Wall -Wno-deprecated -g -gdwarf-
E2§ @f) 2 -Wunused -Wuninitialized -fpermissive -m64 -03 -g -02 -I/h
3. Test the install=s=some/iu/Downloads/boost 1 61 0/boost/include
“dlare distribution in t GCC version: gcc (Ubuntu 4.8.4-2ubuntul~14.04.3) 4
$ cd src .8.4 _
B $ ./Assemble -h Host System type: x86 64-unknown-linux-gnu
Ve you would see: Egé Install prefix: /usr/local
U Install eprefix: ${prefix}

= | \

= 1 See config.h for further configuration information.

B Email <changzmaths@gmail.com> with questions and bug repor
= ts

=

- :Z s} =
'j:f iu@bielinux[Bridger r2014-12-01] make

g
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] %3ﬁﬁ|1~cesﬁ$$ﬁ{¢~ﬂ&} FS 2T — b T FITEHT(2016.08.04) MERIRT

2 File Edit View Search Terminal Help 13 = o) 17:11 3%
c) Make Bridger.

8
=

$ make
note: If you b iu@bielinux[~/Downloads/Bridger_r2014-12-01] 13 = 4) 17:22 {F
?) prefix option, the fc & puts ]
export LIB{pm=gg++ -03 -Wall scanForPairedEndReads.cpp sam/libbam.a -1z -o

E rsem-scan-for-paired-end- reads

In file included from scanForPairedEndReads.cpp:13:0:
utils.h:26:13: warning: ‘verbose’ defined but not used [-Wun
used-variable]

i " (replace "/home/cz
ory)

export CPP'Iéij

3. Test the install s static bool verbose = true; // show detail intermediate out
are distribution in 1 . puts X
$ cd src

D
=Y
=

e > Wl4-12-01"
= i make[2]: Leaving directory " /home/iu/Downloads/Bridger r2014
-12-01"
make[1]: Leaving directory " /home/iu/Downloads/Bridger r2014

*‘-5'3 12-01"

iu@bielinux[Bridger r2014-12-01] | [ 5:214 %]

make[2]: Leaving directory "/home/iu/Downloads/Bridger r2014
-12-01/plugins/rsem’
make[2]: Entering directory " /home/iu/Downloads/Bridger r201

$ ./Assemble -h
you would see:
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o BEER | NGSEREIR (P~ HiR) | b5 0T — LT IR (2016 08

K1 less README

$ cd src
$ ./Assemble -h
you would see:

1 = ) 17:25 3%

1@1 3. Test the installation. Test data are provided with sofew
|

HMare distribution in ;:h‘sample_test directory.

Usage: Assemble [--reads/--kmers] <filename> [opts]

**Required :
--reads/-1 <string>
ntaining reads

** Optional :

--kmer length/-k <int>
w29,
1 --double stranded mode

DD DD O

\f

{
|

: the name of the file co

: length of kmer, default

: set it true if double s

DA A—LFESR

Bridger®[less README | CR M I8 H(

aic , test)( @ﬂ'o @%
KIEFINZIT>THERI SZITD L=
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o FIER | NGSEEIT(P~ HiR) LS Tr — LT FIFEHTE(2016.08.04)

_./Assemble -h

lle Edit View Search Terminal Help

1 B = o 1725 &%
3. Test the installation. Test data are provided with sofew

are distribution in thg sample test directory.

$ cd src

$ ./Assemble -h

you would see:

File Edit View Search Terminal Help

t = o 1738 &%

w29,

build-aux configure.ac Makefile.am

--double strande

iu@bielinux[Bridger r2014-12-01] cd src
iu@bielinux[src] ./Assemble -hl

b 3 i

-

aa'c{»Em-“nwm D)

& iu@bielinux[Bridger r2014-12-01] clear [ 5:265 %]
Usage: Assemble iu@bielinux[Bridger r2014-12-01] pwd [ 5:265 %]
/home/iu/Downloads/Bridger r2014-12-01
iu@bielinux[Bridger r2014-12-01] 1s [ 5:265 %]
**Required : aclocal.m4 ChangelLog COPYING Makefile.in
--reads/-i <stri AUTHORS Config.h INSTALL perllib
ntaining reads automdte.cache config.h.1in ' plugins
ax_boost base.m4 config.log LICENCE README
** Optional : boost.m4 m4 sample test
--kmer length/-K Makefile SIrc

stamp-hl
[ 5:384%#]
[ 5:384#]

Aug 04 2016, NGS/\V XAV EE L

175




BEMN—S(ZiRmnsdh . #EHIZREADME
TJ74ILB([ZOTEHAINTLSEY ., i
D K573 Usage (F| %) AR RIND

o FIER | NGSREIR(P~ HiR) o200 — LT FIREHTE (016

—./Assemble -hZE{T#&

File Edit View Search Terminal Help

are distribution in the sample test directory.
$ cd src

$ ./Assemble -h o
you would see: &

File Edit View Search Terminal Help

§ --min kmer entropy <float>
to extend, default: 0.0

—

Usage: Assemble

a junction, default: 2.

**Required :
--reads/-1 <stri
taining reads

;iij rnative extension that is

B t: 0.05.
--pair gap length
default: 200.

== --out dir/-o <string>
= Wt, default : ./RawGraphs
--help/ h

n.

** Optional :
--kmer length/-K
2 29

--double strande

13 = €4) 17:25 {%
I 3. Test the installation. Test data are provided with sofew

--min_junction coverage <int> :

--min _ratio non error <float> :

3 Bl = ) 17:42 %
: minimum entroy of kmer used

minimum of the coverage of
min ratio for low/high alte
not an error, defaul
: gap length of paired reads,
: name of directory for outpu

: display the help informatio

=

-

122? iu@bielinux[src] |}

- -

[ 5:414 %]
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« F3EF | NGSREHT(P~ E#R) | LS 2 0UT — L7 T, HIFEHTF(2016.08.04) Bridger®lless README | TR )

EE( 'C i -—-—-/—)
“ :less README AE Dot dirCorieo

File Edit View Search Terminal Help 13 == 4) 17:57 {,}

Note : If you see the error information like "error wh
ile loading shared libraries: libboost serialization.so.1.47
-0:

cannot open shared object file: No such file

or directory", please set the LD LIBRARY PATH variable by co
mmand :

"export LD LIBRARY PATH=/home/czheng/local/boo
st 1 47 0/1ib:$LD LIBRARY PATH"

Test Bridger with a small data:

$ cd sample test/
$ ./run Me.sh

D D D W‘!ﬂ{@ ’

{
}

s

&
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o FIER | NGSRER(P~ L) o200 — Lot T HIREHTFE(2016.08.0

—run_Me.sh

File Edit View Search Terminal Help

DBridgerT4LZRJIZRY., @ls, QFE
M Zsample_testTAL IR MNEET S

B = 0 1757 &%

Note : If you

ile loading shared 1'

canno tje—

or directory", please
mmand :

"export

st 1 47 0/1ib:$LD LIE

Test Brh@vi .

$ cd sample test
$ ./run Me.sh

i
=)
-

=

i ju@bi \linux[~/Downloads/Bridger_r2014-12-01]

n

i = 4) 19:16 {%

iu@bielinux[src] cd ~/Downloads/Bridger r2014-12-01
iu@bielinux[Bridger r2014-12-01] pwd
/home/iu/Downloads/Bridger r2014-12-01
iu@bielinux[Bridger r2014-12-01] ls

aclocal.m4
AUTHORS
automdte.cache

ax_boost base.m4

boost.m4

build-aux

[ 7:154 %]
[ 7:154 %]
ChangelLog COPYING Makefile.in
config.h INSTALL perllib
config.h.in plugins
config. log LICENCE README
m4 » sample test
Makefile Src

configure.ac Makefile.am

iu@bielinux[Bridger r2014-12-01] |

stamp-hl
[ 7:154 %]
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W o NesminP~ b oot — LU 53 (Dsample_testT ALV RJIZEEEIL . @ls, @FEDNC

M h run_ MeshI7 A ILINFET D, DF HZEHEE, O1
run €.S TE DT#/bin/bash ~ve ]DX T JLRADY TR THS
& © File Edit View Search Terminal Help :&Eﬁﬂﬁ:j-%)'fg%:i“%%i-:LTL‘%}(%4@W2—3)
{155['
E Note : If you i ju@bi ‘linux[~/Downloads/Bridger_r2014-12-01/sample_test] 3 B = 4 1923 {%
> ile loading shared li iu@bielinux[Bridger r2014-12-01] cd sample test/
?) .0: iu@bielinux[sample test] 1s [ 7:224 % ]
— cann o j—;

or directory", please reads.left.fq.gz

mmand : reads.right.fq.gz
— "exporig | iu@bielinux[sample test] more run Me.sh [ 7:224 %]
é st 1 47 0/1ib:$LD LIH #!/bin/bash -vl
‘ Test Bridger wit ### run Bridger ##

../Bridger.pl --seqType fq --left reads.left.fq.gz --right r

$ cd sample test ; :
< eads.right.fq.gz --SS lib type RF --CPU 2

$ ./run Me.sh

N
%
|

&

###H# Done ####H#

iu@bielinux[sample test] |} [ 7:224 %]
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i- F3ER | NGSARIR(P~ iR (LS 29T — LTt F

Jrun Me.sh

File Edit View Search Terminal Help

l

@QavURFDEEKIEINTET, TrinityéA T ar £
HECTHMYPT L, ZDEEITERADHIILNL
PIELNEESIHIHELNLGLD, ZDEIIZLTT7

AILIZFELTELDHL—HEE, D./run_Me.shzxE1T

Note : If you S
ile loading shared li
.0

or directory", please
mmand :
"exporige
st 1 47 0/1ib:$LD LIE

Test Bridger wit

)
=
D
-
P

File Edit View Search Terminal Help
Jiu@bielinux[Bridger r2014-12-01] cd sample test/

3 B = €4) 1949 {%

Jiu@bielinux[sample test] 1s [ 7:224 % ]
reads.left.fq.gz
reads.right.fq.gz
iu@bielinux[sample test] more run Me.sh [ 7:225 % ]

#!/bin/bash -ve

### run Bridger ###

$ cd sample test
$ ./run Me.sh

../Bridger.pl --seqType fq --left reads.left.fq.gz --right r
eads.right.fq.gz

--SS 1ib type RF --CPU 2

&

N
%
|

iu@bielinux[sample test] ./run Me.sh

#H### Done ####H#

[ 7:2254 %]
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ﬂ B350 | NGSRET (P~ L) [ o2 I Il — oy o). FIBE T (2016.08.04) DErrorh i =&S5 T

File Edit View Search Terminal Help 3 = ) 17:57 {%

File Edit View Search Terminal Help 1 = «4) 19:56 %

JCMD: /home/iu/Downloads/Bridger r2014-12-01/plugins/fastool/

fastool --rev --to-fasta /home/iu/Downloads/Bridger r2014-12
cannotl=—— -01/sample test/reads.left.fq.gz > left.fa

or directory“' pleas CMD finished (0 SecondS)

mmand : CMD finished (0 seconds)

Note : If you
ile loading shared li§
-6:

L1}

|

"export _ _ _
st 1 47 0/1ib:$LD LIE Done converting input files.
CMD: cat left.fa right.fa > both.fa

Test Bridger wit -ql
CMD finished (0@ seconds)

$ cd sample test

$ ./run Me.sh ### Splicing Graphs Reconstruction ###

CMD: /home/iu/Downloads/Bridger r2014-12-01/src/Assemble --r
eads both.fa -k 25 --pair end --fr strand 1 2>Assemble.log
Error, cma: /home/1u/Down10ads/Br1dger r2014-12-01/src/Assem
pble --reads both.fa -k 25 --pair end --fr strand 1 2>Assemb
1e log died with ret 256 !

iu@bielinux[sample test] l [ 7:534 %]

a
D
=Y
=

«mewm 5 ||
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SROBELEAD e

N

File Edit View Search Terminal Help 13 = ) 17:57 %

File Edit View Search Terminal Help 13 = <) 20:04 %

Note : If you
e 1oad1ng shared li

CD'—‘

@ ### Splicing Graphs Reconstruction ###
cannQ {j—

or directory", pleass E

mmand :
)

CMD: /home/iu/Downloads/Bridger r2014-12-01/src/Assemble --r
eads both.fa -k 25 --pair_end --fr_strand 1 2>Assemble. log
Error, cmd: /home/1u/Downloads/Brldger r2014-12-01/src/Assem
ble --reads both.fa -k 25 --pair end --fr strand 1 2>Assemb
le.log died with ret 256 !

)
=
Mk
D

"export
st 1 47 0/1ib:$LD LIE

T
El

TR

% Test Bridger wit ‘ iu@bielinux[sample test] ls -1t | head [ 7:534 %]
Wl total 428
$ cd sample testfe drwxrwxr-x 3 iu iu 4096 68 29 19:53 bridger out dir
i @éﬂ $ ./run Me.sh = Wl - rwxr-xr-x 1 iu iu 497 6H 2 2013 run_abundance es§Lma
{L§§£§ - === tion.sh
= N i -rwxr-xr-x 1 iu iu 800 68 2 2013 clean.pl
= = M- rwxr-xr-x 1 iu iu 151 68 2 2013 run Me as DS.sh
B -rwxr-xr-x 1 iu iu 163 68 2 2013 run Me.sh
Nemy-"w------- 1 iu iu 208855 68 2 2013 reads.right.fq.gz
S - MW------- 1 iu iu 204913 68 2 2013 reads.left.fq.gz
Eadll i ugbielinux[sample test] [} [ 8:015%]

e
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—— =] E- I @brldger_out_dlr&l,\’)T'f Lok
VRS @#%IE%EK&% ')b§T§TL\6$5ﬁ®T 5%
) File Edit View Search Terminal Help %) an.\o @Assemble |Og&l,\9|:|7 7
| AILDFEMNZH D

Note : If you i ®) File Edit View Search Terminal Help B = ¢ 2014 {%

Error, cmd: /home/1u/Downloads/Bridger r2014-12-01/src/Assem
‘Ible --reads both.fa -k 25 --pair end --fr strand 1 2>Assemb

2 Hile loading shared 1i
ﬁ ¥ &S

cannoti===ile.log died with ret 256 !
or directory", please iu@bielinux[sample test] 1s -1t | head [ 7:534 1%
mmand : Mltotal 428
"expor il drwxrwxr-x 3 iu iu 4096 68 29 19:53 bridger_out_dirﬁ
st 1 47 0/1ib:$LD LIH -rwxr-xr-x 1 iu iu 497 68 2 2013 run abundance es¥ima
- B tion.sh
Test Bridger wit -rwxr-xr-x 1 iu iu 800 68 2 2013 clean.pl
-rwxr-xr-x 1 iu iu 151 68 2 2013 run Me as DS.sh
: $ cd sample test rwxr-xr-x 1 iu iu 163 68 2 2013 run Me.sh
. f@ $ ./run Me.sh ~Wmmme s 1 iu iu 208855 6H 2 2013 reads.right.fq.gz
‘LIT:-‘-) - -rw------- 1 iu iu 204913 68 2 2013 reads.left.fq.gz

iu@bielinux[sample test] 1s -1 bridger out dir [ 8:014#]
total 1164

-rw-rw-r-- 1 iu 1iu 47 68 29 19:53 Assemble.log
-rw-rw-r-- 1 iu iu 1183240 68 29 19:53 both.fa
drwxrwxr-x 2 iu iu 4096 68 29 19:53 RawGraphs
iu@bielinux[sample test] |} [ 8:134 %]
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[ - B335 | NGSRRHT (P~ L#h) Lo UJf— Lyt wmmekzooeosos| Bbridger out dirTaA LK) IZH D

== =-L Assemble.logD B &R, FRiEHT
715 O) CI:% /:E % Elitﬁ~ é S—Ayt—T T, rRawGraphs&t\’B

> File Edit View Search Terminal Help 1 =) TALOR)EVERLTEAL 5 LLY -,
1@1
\ \
E Note : If you | % File Edit View Search Terminal Help 3 B = 4) 20:32 {%
: ile loading shared li iu@bielinux[sample test] ls -1t | head [ 8:324# ]
ﬁ 0: 7ftotal 428
cannot———ldrwxrwxr-x 3 iu iu 4096 68 29 19:53 bridger out dir
¥ Nllor directory", please -rwxr-xr-x 1 iu 1iu 497 6H 2 2013 run_abundance es§ima
. mmand : Mtion.sh
"exporil -rwxr-xr-x 1 iu iu 800 68 2 2013 clean.pl
é st 1 47 0/1ib:$LD LIH -rwxr-xr-x 1 iu 1u 151 6A 2 2013 run Me as DS.sh
- B -rwxr-xr-x 1 iu iu 163 68 2 2013 run Me.sh
N\ Test Bridger wit S -rwee----- 1 iu iu 208855 6A 2 2013 reads.right.fq.gz
“rW------- 1 iu iu 204913 68 2 2013 reads.left.fq.gz
B $ cd sample test iu@bielinux[sample test] ls -1 bridger out dir [ 8:324 #]
o= $ ./run Me.sh total 1164
D - -rw-rw-r-- 1 iu iu 47 68 29 19:53 Assemble.log
s q | | \l-rw-rw-r-- 1 iu iu 1183240 6H 29 19:53 both.fa
= =M drwxrwxr-x 2 iu iu 4096 68 29 19:53 RawGraphs
iu@bielinux[sample test] more bridger out dir/Assemble. log
[Error] Cannot create directory ./RawGraphs/ !
iu@bielinux[sample test] | [ 8:32 %]
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File Edit View Search Terminal Help 13 = ) 17:57 %

N

l

8
=
Sl
-

File Edit View Search Terminal Help 3 B = 4 2032 {%
iu@bielinux[sample test] 1s -1t | head [ 8:324 %]
total 428

drwxrwxr-x 3 iu iu 4096 68 29 19:53 bridger out dir
-rwxr-xr-x 1 iu iu 497 68 2 2013 run abundance estima
tion.sh

Note : If you

& 1oad1ng shared 1i @'

CannQ {je—
or directory", please
mmand :

CD'—‘

"export -rwxr-xr-x 1 iu iu 800 68 2 2013 clean.pl
st 1 47 0/1ib:$LD LIH -rwxr-xr-x 1 iu iu 151 68 2 2013 run Me as DS.sh
- - -rwxr-xr-x 1 iu iu 163 68 2 2013 run Me.sh
Test Bridger wit -rwW------- 1 iu iu 208855 68 2 2013 reads.right.fq.gz
o e 1 iu iu 204913 6F 2 2013 reads.left.fq.gz

iu@bielinux[sample test] 1s -1 bridger out dir [ 8:324#]
total 1164

-rw-rw-r-- 1 iu iu 47 68 29 19:53 Assemble.lo
-rw-rw-r-- 1 iu iu 1183240 68 29 19:53 both.fa
drwxrwxr-x 2 iu 1iu 4096 68 29 19:53 RawGraphs
iu@bielinux[sample test] more bridger out dir/Assemijle.log
[Error] Cannot create directory ./RawGraphs/ !
Jiu@bielinux[sample test] [ [ 8:324 %]

$ cd sample test
$ ./run Me.sh

(0B B D O W
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- EITTATILIEIFEZTEEHYFET, i#. Bridger
B Il d o erd) i t &) D& T O S5 L THBBinPackert,, L<hHhH o
File Edit View Search Terminal Help 7:;(,\15—(:5%;{5L’C%?ﬁ'f%ﬂfﬁh'@bf:o |

RO TCIS—DEREHADER FHOTHODTO
TS LDOFIAICUIYEZDEN FELREANESE

!

o)
o
=
=
B
=

Note : If you X File Edit View Search Terminal Help 3 Bl = ) 2032 %
ile loading shared 1 . iu@bielinux[sample test] 1s -1t | head [ 8:325 %]
.0: >al total 428

cannot drwxrwxr-x 3 iu iu 4096 65 29 19:53 bridger out dir
or directory", please -rwxr-xr-x 1 iu iu 497 68 2 2013 run abundance estima

mmand : Mtion.sh

"expo rige -rwxr-xr-x 1 iu iu 800 68 2 2013 clean.pl
st 1 47 0/1ib:$LD LIE -rwxr-xr-x 1 iu iu 151 68 2 2013 run Me as DS.sh
- B -rwxr-xr-x 1 iu iu 163 68 2 2013 run Me.sh
Test Bridger wit -rw------- 1 iu iu 208855 68 2 2013 reads.right.fq.gz
o e 1 iu iu 204913 6F 2 2013 reads.left.fq.gz

iu@bielinux[sample test] 1s -1 bridger out dir [ 8:324%#]
total 1164

-rw-rw-r-- 1 iu iu 47 68 29 19:53 Assemble.log
-rw-rw-r-- 1 iu iu 1183240 68 29 19:53 both.fa
drwxrwxr-x 2 iu 1iu 4096 68 29 19:53 RawGraphs

$ cd sample test
$ ./run Me.sh

i)

B iu@bielinux[sample test] more bridger out dir/Assemble.log
W= ¥ [Error] Cannot create directory ./RawGraphs/ !
3 iu@bielinux[sample test] |} [ 8:324 %]

i

Aug 04 2016, NGS/N\V XAV EE S 186




[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2d& Ly, (B H
O $k R 7R L5 TRockhopper2&£1T
m NJS2 Y fastx—trimmer —f —I, ¥k R IE M) L
s BRARLGERETT U IHERZEE . RAMNEEH Tpaired-end 72 T EELT
O Trinity
s BBE AVAM—IL BETAEEARTNREET . B LA LENSETT, apt—get
OO0 Bridger
n 7B L TREADMEZBk&H DD, Boost&BridgerM AV Ah—)L, B TFILT—2TaY )L

m HIESHTE
O TIGAR2DA o O—K fiZFE . EferEsR
O HRNATSAVIHKHTET. FERDHER. FPKM (RPKMEEZFEHE

Aug 04 2016, NGS\V XAV EES 187



N J 232 | NGSRE(P~ L#R) | Fo ATt — by 7T ]

RIS HE

ROIEEE S FHT

cS2 RO Th—LERF| ERNA-seqT—3%E A S1&L
T.REEZH{ARINZTxRICITOVET , KIEED5
B.HVMEHREEDICEENSDT, AT
—’5‘H)1?=E'f HedELTHRIATIEE, RSAMEZER 51T

~NGS, RNA-seq. F .24, FZ-A007— L EHR{L ¥RETEH. #Hst €3

(last modified 2016/06/03. since 2011}

What's new? - REIT
« BEER

I.)I ‘_-‘.-f’ljl'“ RE:E‘E . ﬁ?:l:fﬁ_
E(Windows201§ 2

DS IC:'L VT {last modified 2015 05

o BRI BT | FH-mE 0wk (1220 T (last modified 2015/11/11)

« BET | EEE | FI- e 0wt | Technical replicates (last modified 2014/02/18)
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+ AllelicImbalance: Gidin et al., BMC Bioinformatics, 2015
* tmmport: Soneson et al., F1000Res., 2015
+ RNAontheBENCH (github_t|Zd5% ): Germain et al , Nucleic Acids Res., 2016
+ SARTools (github_£| Zd5 % ): Varet et al . PLoS One, 2016
RS

Cufflinks: Trapnell et al.. Nat Biotechnol., 2010

NEUMA: Lee et al., Nucleic Acids Res., 2011

IsoEM: Nicolae et al.. Algorithms Mol. Biol., 2011

RSEM: L1 and Dewey, BMC Biomformatics, 2011

eXpress: Roberts and Pachter. Nat Methods, 2013

ReXpress: Roberts et al.. Bioinformatics, 2013

TIGAR: Nariai et al . Bioinformatics_ 2013

eXpress-D: Roberts et al.. BMC Biomformatics, 2013

PennSeq: Hu et al.. Nucleic Acids Res.. 2014

Sailfish: Patro et al.. Nat Biotechnol., 2014

Quinn's pipeline(allele-specific): Quinn et al  Bioinformatics, 2014
RNA-Skim: Zhang and Wang, Biomformatics, 2014
QuASAR(allele-specific): Harvey et al. . Biomnformatics, 2015
TIGER2: Nariai et al.. BMC Genomics, 2014

SUPPA: Alamancos etal . RNA_2015

folded Skellam mixture model(allele-specific): Lu et al , BMC Genomucs, 2015
EMSAR: Lee et al.. BMC Biomnformatics, 2015

PGSeq: Liuetal, PLoS One, 2015

NLDMseq: Liu et al . BMC Bioinformatics, 2015
ASE-TIGAR(allele-specific): Nariai et al . BMC Genomics, 2016
SplAdder: Kahles et al., Biomformatics, 2016

RapMap: Srivastava et al.. Bioinformatics, 2016

Review, H-(FZ-12 18 FF 12 Fe:

% - Kanitz et al., Genome Biol., 2015

ZFZ LB (transcript-based approach vs. 'union exon'-based approach): Zhao et al.. PLoS One,
2015

13 FZ {2/ (lon ProtonF): Yuan et al.. BMC Genomics, 2016

13 F5 {7 (single-cellF): Ntranos et al _ Genome Biol , 2016
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BMC Genomics. 201415 Suppl 10035, daoi: 10.1136M1471-2164-153-510-55. Epub 2014 Dec 12.

TIGAR2: sensitive and accurate estimation of transcript isoform
expression with longer RNA-Seq reads.

Mariai N, Kojima K, Mimori T, Sato ¥, Kawai ¥, Yamaguchi-Kabata ¥, Nagasaki M.

Abstract
BACKGROUND: High-throughput RNA sequencing (RNA-Seq) enables quantification and

identification of transcripts at single-base resclution. Recently, longer sequence reads become
available thanks to the development of new types of sequencing technologies as well as
improvements in chemical reagents for the Next Generation Sequencers. Although several
computational methods have been proposed for quantifying gene expression levels from RNA-Seq
data, they are not sufficiently optimized for longer reads (e.g. =250 bp).

RESULTS: We propose TIGAR2, a statistical method for quantifying transcript isoforms from fixed
and variable length RNA-Seq data. Our method models substitution, deletion, and insertion emrors
of sequencers based on gapped-alignments of reads to the reference cDNA sequences so that
sensifive read-aligners such as Bowtie2 and BWA-MEM are effectively incorporated in our
pipeline. Also, a heunstic algonthm is implemented in vanational Bayesian inference for faster
computation. We apply TIGARZ to both simulation data and real data of human samples and
evaluate performance of transcnpt quantification with TIGARZ in companson to existing methods.

CONCLUSIONS: TIGARZ is a sensitive and accurate tool for quantifying transcript isoform
abundances from RNA-Seq data. Our method performs better than existing methods for the fixed-
length reads (100 bp, 250 bp, 500 bp, and 1000 bp of both single-end and paired-end) and
variable-length reads, especially for reads longer than 250 bp.

PrID: 25560536 PMCID: PMC4304212 DOl 104477 =eest Am mm e
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+ AllelicImbalance: Gidin et al., BMC Bioinformatics, 2015

* tmmport: Soneson et al., F1000Res., 2015

+ RNAontheBENCH (github_t|Zd5% ): Germain et al , Nucleic Acids Res., 2016
+ SARTools (github_£| Zd5 % ): Varet et al . PLoS One, 2016

» Cufflinks: Trapnell et al.. Nat Biotechnol.. 2010

» NEUMA:Lee et al., Nucleic Acids Res.. 2011

* IsoEM: Nicolae et al.. Algorithms Mol. Biol.. 2011

* RSEM: L1 and Dewey, BMC Biomformatics, 2011

» eXpress: Roberts and Pachter. Nat Methods, 2013

* ReXpress: Roberts et al., Bioinformatics, 2013

* TIGAR: Nariai et al_ Bioinformatics_ 2013

+ eXpress-D: Roberts et al., BMC Biomformatics, 2013
* PennSeq: Hu et al.. Nucleic Acids Res. 2014

+ Sailfish: Patro et al.. Nat Biotechnol., 2014

* Quinn's pipeline(allele-specific): Quinn et al | Bioy
* RNA-Skim: Zhang and Wang, Biomnformatics, 2
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+ EMSAR: Lee et al.. BMC Biomformatics, 2015

* PGSeq: Liu et al., PLoS One, 2015

* NLDMseq: Liu et al, BMC Bioinformatics, 2015
* ASE-TIGAR(allele-specific): Nariai et al  BMC Genomics, 2016
* SplAdder: Kahles et al., Biomformatics, 2016

+ RapMap: Srivastava et al.. Bicinformatics, 2016

w, HAFS 12 5751 F

v FiEIEE  Kanitz et al., Genome Biol., 2015
+ F &L B (transcript-based approach vs. "union exon'-based approach): Zhao et al.. PLoS One,
2015

Narial et al., BMC Genomics, 15:

1S S s Te BN o et al., BMC Genomics, 2016
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TIGARZ

OTIGAR2D githubB A MZF7 X

» TIGAR2: Nariai et al . BMC Genomics, 2014
> [| 3 master zip (¥16MB % ~ Downloads| -5 2 -0 —F [FA.

cd ~/Downloads

#wget -c https://github.com/nariai/tigard/archive/master.zip
puwd

1s -1 mas*

#H BRR 4
unzip master.zip

#HH#  Github& 088 #H
pwd
head tigar2-master/README.md

##H# BNFHERD  ##
java -jar ~/Downloads/tigar?-master/Tigar2_1.jar
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N J B350 | NGSREHT (P~ L#R) | Lo A Db — by tD

TIGAR?Z2

er;u gthu.com e sa

‘ ’ Perzonal Open source Business

nanal / tigar2

¢ Code SECRE |

i

master -

! narial Update READM

I README.md

TIGAR2

TIGARZ: senstive and accurate estimabon of transcript
Naoki Nanai, Kaname Kogpma, Takahro Mimon, Yukuto Sato, Yosuke Kawar, Yumi Yamaguchi-Kabata and Masao Nagasaki

BMC Genomics, 15(Suppl 10y S5 (2014)

Latest news

D+ @ Gisub, tne [US] & || € GitHub - nara g

Feb 19 2015 TIGAR2 1 was released Muiti-threading s now avalabl

Dec 12, 2014 TIGAR2 0 was released

Please download the jar e by clicking Download ZIP on the nght par

_<

@

oned

© Worch w Star & VFiork 1

ssoform expression with longer RNA-Seq reads

(Dright panel £IZ& A Download Zip | ELNSDET) w5
LTiard7 A ILESE I O0—FE &, EEVWVTH S, QD

ZENERWDD, YUV ITHE

T T e

A

Sign in h Y HII

Find file |
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B Eoi NG~ i) Eowaout—botoo| (Dright panel LIZd % Download Zip JELNIDZEY) Y

TIGAR?Z2

LTlard7AILEA o O—KE & EZ2VVTHD, QD
ZEMERWDD Yy TBE--QfEMIZIDownload

) hitos | githuscom 1o nl gl P+ @ GtHub, tre [us] & | Q) Gt

‘ ’ Personal  Open source  Busin

nanal / tigar2

© Code
] T 1 bea 0
mas! Find file
nariai e READNME m Clone with HTTPS 7
7 ( e with i
nttes://glthud. con
Wit el
Il README.md

TIGAR2

TIGARZ: sensitive and accurate estimabon of transcript ssoform expression with longer RNA.Seq reads

Naokl Nanai, Kaname Kopma. Takahiro Mimon, Yukuto Sato, Yosuke Kawa:, Yumi Ya
BMC Genomics, 15(Suppl 10)S5 (2014)

Latest news

Feb 19 2015 TIGAR2 1 was released Mudti-threading s now availabl
ec 1 014 TIGAR2 0 was released

Dec 12, 2014 ‘
Please download the jar Me by clicking Download ZIP on the nght panel

2

v | ZIDJEFER LD THY) Y TICDURLIEHRZERF
(https://github.com/nariai/tigar2/archive/master.zip).
AT R 51T

© Wotch— 3 VFioik 1

maguchi-Kabata and Masao Nagasak)
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https://github.com/nariai/tigar2/archive/master.zip

- 3385 | NGSRENT(P~ EfR) | Lo A0k — byt D) #Ee#T e e Cldk. /Downloads(Z& > O—KF
ﬂ E AIED T, Qunzip THEHE , Qtigar2—masterd
¢ WSTALIRBMER SN T, @320 T7A
TIG—‘LFLH Nariai et al BMC Genomics, 201422 =+ 190) NS - Z L - \B2 ol A
58 & = C'| 3 master zip (#16MB F& ~Downloads| - #2720 —F iF. }1/75 T%T_&ﬁ#*ﬂo @ ;h'b Hi%ﬁmif*aj
cd ~/Downloads
fhuget -c https://github. ccmfnariaiftigaPifarchiuefmaSteP.zip
Eﬂgd_l - File Edit View Search Terminal Help 3 B = ) 1420 {%
fiu@bielinux[iu] cd ~/Downloads [ 2:20 %]
wihi d LD a fiu@bielinux[Downloads] pwd [ 2:205 %]
unzip master.zip : :
/home/iu/Downloads
e Github £fE& 1u@bielinux[Downloads] 1s -1 mas* [ 2:20 %]
head tigar2-master/README .md -rw-rw-r-- 1 iu iu 6135780 68 20 19:40 master.zip -
i 3 iu@bielinux[Downloads] unzip master.zip [ 2:20 ]
T:za %iﬁji}oj:foadﬂtigarﬂ—maf.t ?‘/’ Archive: maSter'Zip

creating: tigar2-master/
inflating: tigar2-master/RBADME.md
inflating: tigarz-master/TigarZ_G.jar:}
inflating: tigar2-master/Tigar2 1.jar
iu@bielinux[DownToads] [ 2:2054% ]

— 74411aae3011674aC4f6f237fE3eﬁfedefe047

LI

N
W

R
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ﬂ 3% | NGSRER(P~ LiR) [ E S 0T — Lr D) RITEHETF(2016.08.04) @’.D"C, @&ﬁﬁfiﬂ&*“ﬂ‘ﬁ
GlthUbt,m =

5
o'mmm gar p- Gthlrr.IUSIc | QGithub - narvge2 [ . ni*io
O Personal Opensource Business Explore Picing Biog Suport | T " Signin L“A
\
narial / tigar2 - " Fi it Vi ~ 3 B = ) 1420 &%
b | Dl DNmevan e aodeg Jiu@bielinux[iu] cd ~/Downloads [ 2:204 % ]
| R iu@bielinux[Downloads] pwd [ 2:204 %]
o L /home/1iu/Downloads
iu@bielinux[Downloads] 1s -1 mas* [ 2:20%%]
o -rw-rw-r-- 1 iu iu 6135780 68 20 19:40 master.zip
ubntndasincy i : iu@bielinux[Downloads] unzip master.zip [ 2:2041 ]
SN BArchive: master.zip
‘ 74411aae3011674ac4f6f237fe3el68fedefedd7

o creating: tigar2-master/
' inflating: tigar2-master/README.md

inflating: tigarz-master/TigarZ_O.jar:}

inflating: tigar2-master/Tigar2 1.jar

TIGAR2 iu@bielinux[Downloads] [ 2:204 %]

TIGAR2: sensdive and accurate estimabon of transcript ssofo

Naoki Nanai, Kaname Kogpma, Takahwro Mimon, Yukuto Sato
BMC Genomics, 15(Suppl 10) S5 (2014)

Latest news
Feb 19 2015 TIGAR2 1 was released Mutti-threading s novills
Dec 12, 2014 TIGAR?2 0 was released
Please download the jar fe by clicking Download ZIP on the
<3 > ]
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o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Github&BES

(DREADME.mdDH H->T. F#H
DM AABRERCTIEGZELA2@)T
O(ZHREADME.mdEZLNTH AL

L o i
) httos | githudcomy el Uyarl p- amnh u:[uslc Qcmm nar a2
— |
O Personal Open source Business Explore Prcng Biog Support Sagn in h I ‘ i
narial / tigar2 W Dichil ¥] Py S ¥ Lgiey ¥
\
© Code Iussas 4 Pl requests 0 f
jouf
71 na 1 branch 0 ¥ cor
master - Find file Clone ar downlosd «
. nariai Cione with HTTPS 7
Us® Git or chackout with SWYN using the wab URL
M
nttps://glthod. con/narinl/tigard . git n
Open in Desktop Downdoad 2P
Il README.md
TIGAR2: sensdive and accurate estimahon of transcript soform expression with longer RNA.Seq reads
Naoki Nanai, Kaname Kogma, Takahwo Mimori, Yukuto Sato, Yosuke Kawa, Yumi Yamaguchi-Kabata and Masao Nagasak)
BMC Genomics, 15(Suppl 10) S5 (2014)
Latest news
Feb 19 2015 TIGAR2 1 was released Muiti-threading s now available
Dec 12, 2014 TIGAR?2 0 was released
Piease download the jar e by clicking Download ZIP on the nght panel v
| €5 P -
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] i F3ER | NGSREIF (P~ HiR) Fﬁl/lﬁ")??k*—i-n?tf Bhead T DEITERRL TR, FEE D ZLEEL

G th b t THFEBYEHEE, CALBLT, BFLREZ TR
I U V23X |:| HMYDSULE A DR T )github®D /Y IZIBHN TLK

T T 1= .
) hitos | githuscom 1o nl gl P+ @ GitHub, tne [uS] & || O Gitrub - nars tgar2

‘ ’ Personal Open source Business Explore Prang Blog Japport Sign in ‘ an og

e ' ) File Edit View Search Terminal Help y B = ) 1518 {%
Jiu@bielinux[Downloads] pwd [ 3:1854 %]

¢ Code

i T 1 branct

TIGAR2: sensitive and accurate estimation of transcript isof
orm expression with longer RNA-Seq reads

I README.md ‘

TIGAR2

Naoki Nariai, Kaname Kojima, Takahiro Mimori, Yukuto Sato, Y
osuke Kawai, Yumi Yamaguchi-Kabata and Masao Nagasaki

*BMC Genomics*, 15(Suppl 10):S5 (2014).

TIGARZ: senstive and accurate estimabon of transcript ssofol

Naokl Nanai Kaname Koema. Takahwo Mimon. Yukuto Sato A ¥ 5
iu@bielinux[Downloads] | [ 3:185 %]
BMC Genomics, 15(Suppl 10y S5 (2014)
Latest news \
Feb 19 2015 TIGAR2 1 was released Mudti-threading s nov A"-*c.izrs»"s
Dec 12, 2014 TIGAR? 0 was released _,
=t
Please download the jar e by clicking Download ZIP on the
< > ]
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i- FIER | NGSERR(P~ EiR) | S a2 0T =Lt T

README.md

thza githeti.comrerinl Uyar) P+ & Gre, Inc. (US] © | () GitHub - rarial tigar2

TIGAR2

TNGARZ: sensitive and accurate eshmation of transcopt isoform expression with longer RNA-Seq reads

Naokl Narial, Kaname Kopma

BMC Genomics, 15(Suppl 10055 (2014)

Githubt A ~_E MREADME.mdZ Bk A S . H AR
B975 FI FA ;% (Usage) A TLIK, DUsageD 7= T
#RERIZljava —jar Tigar2_1jar == | EELVTULNVS, C
N (L Tigar2_1jarD IS5 R /S A(FE5EW4A-4; W17-2)
FERTEL-BODETIELEODDEEDREERZ-ES

Takahiro Mimon. Yukute Sato, Yosuke Kawal, Yumi Yamaguchi-Kabala and Masao Nagasaki

Latest news
eb 19 2015 TIGAR2 1 was refeased Mult-threading 1s now svailable
Dec 12, 2014 TIGARZ2 0 was released

cking Download ZIP on the right panel

‘:é’ download the jar file by ¢
jsage: java -jar Tigar2 1. jar FASTA SN OUT

Recommended pipeline to run TIGAR2

1. Prepare cDNA reference sequences in FASTA format.

edu/goldenPath/md/big2ips /refMroa.fa. gz

2. Build bowtie2 index

<
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- %380 | NGSREIN(P~ i) Lo 20 ot — Ly wwekE0 O Clk. @ ljava —jar Tigar2_1 jarMFEXt /7N

EEyh‘1ﬁFE{FEEi§ﬁBn

AETE | CHMERERR  DF<EIN TS K51

» TIGARZ: Nariai et al.. BMC Genomics, 2014(2Z - F 190)
58 = T3 master.zip ($16MB P~ Downloads| =5 7 /0O —F B4

cd ~/Downloads

puwd
1s -1 mas*

#H BRE #
unzip master.zip

### Github * B8-S ###

pd
head tigarE—maz‘.teﬁME.md
###  BVFHERT  ###

fwget -c https://github.com/nariai/tigar?/archive/master.zip

java -jar ~/Downloads/tigar2-masts

File Edit View Search Terminal Help 3 B = 4 1503 %
'&, iu@bielinux[Downloads] java -jar ~/Downloads/tigar2-master/T
[

/ligar2 1.jar
Argument "FASTA" is required
Example: java -jar Tigar.jar <FASTA> <SAM> <0UT> --alpha zer
0 <DOUBLE> --1is pa1red

Aug 04 2016, NGS/\U XA VEEE 4

2 FASTA : reference FASTA file

-ifj SAM : target SAM/BAM file

. OUT : output file

. --alpha zero N : tuning parameter alpha zero

--frag dist mean N : mean size of fragment length distribut
==ion.

zm @ --frag dist std N : standard deviation of fragment length

=M distribution.

| 9l --1is paired : paired-end data. default = FALSE. Plea

& Mse set TRUE, if

B sam/bam file was generated from paired
Wiz ¥ -€nd reads.

9§ --thread num N : number of thread

;_f iu@bielinux[Downloads] | [ 3:02 %]

198
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Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m FJSY | fastx—trimmer —f -, ¥R R M) L
s BRRGRETT U ITVEERZTFEM . NRNEEH Tpaired—end 7 2271 EE1T

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA ™ O—K ., 28 BEFEER
O HERNATSA VRS TEIT. SR DR FPKM (RPKMIEZE FE51 5
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i B38| NGSREHT (P~ L#R) F?/RG‘U?W*LJ 71 =8 (DTIGAR2DHERNATSA - TFTO, @

?’E*“ INAT

/r / Stepll&. FSU R Th—LEEFHID#EfE, CZT

C) hitps/ githib.com el Ugar ) P+ g G, Inc. (US] GitHub - raniai tigar2

Recommended pipeline to run TIGAR2 ' Al

liTrmlty%ﬁ'ﬁ%%77'f)lx(Trinity1 fasta)ZFHLND

=

£.8.) human

£.8.) mouse

e/ hgdowmload. soe, uese . edu/goldenPsth/md/blyzips

1. Prepare cDNA reference sequences in FASTA format.

nttp //hgdounlioad, 508 . ucsc, edu/galcenPath/hgl9/bigilps/rethrng 5. 07

2. Bulld bowtle2 Index

3. Run bowtie2

or single-end data

f-or pawed-end data

Mtie2 -p 8 -k 100 very-sensitive -x _/ref/refMrna -1 s ple $.fastg -2 samp

4, Run TIGAR2

For single-end data

java -jar Tigar2 1.jar --thread_num § reffrna.fa sample.sam --ic_paired -.alpha_zero 8.1 sample out.txt

Qutput format
<
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B =i e i) tooaoud DRMEDEFRIECEL, QFBREIEN, RREHEZEITLV
Ste p 1 WSRO Th—LEBRBI T 7 A )L(Trinity 1 fasta) D5 ZF5 Ef

L. BC5I 2 wife

BEBDEEILNEL TS, Trinity BITHER (&

o AR TS TTIGARFET (A5 201) tH:J:’D'Citiéo l&B%@ﬁ’i#ﬁ%E%h“lﬁ C’G?‘JL\&Z@%EI:Hi

TIGAR2®M. [Recommended pipeline to run TIG: 3

##H 1. FASTAFER.D ) 7 7 Lo ZB05 % il #H

cwegetDIAAVRT IR @ZENL, RCUT7LURZRAVELED

cd ~/Documents/srpBl7156/28168884

1s -1a Trinityl.fasta

#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo_ngs_sokushu_2816/3/7
grep -c "»" Trinityl.fasta

grep -v "»" Trinityl.fasta | wc

#H# 2. 7oA 7095 Lbowtie2 D o T o O 2w {ERE ###

bowtie2-build --version

mkdir rof

bowtie2-build Trinityl.fasta ./rof/trenitey
1s -1 rof

# 3. ol OT7005 Lbowtie2 BEIT  ###
## b LB Dpaired-end T & W H AT S S5
bowtie2 --wversion

bowtie2 -h

bowtie2 -p 2 -k 188 --very-sensitive -x ./rof/trenite
-1 datal.fg.gz -2 data2.fg.gz > test.sam

pwd
1s -1 test.sam
£

[y
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[ o BEIER | NGSERIR (P~ LR P2 0T — Lt T FIFEHTE(2016.08.04) @@Eﬁ”%&(izﬁoﬂlﬁls @ﬁ‘:@iﬁ%ﬁ(i
St 1 2,724,160 — 45,921 = 2,678,239 bp
€pP fEot=C L& HERR

At
o HEIR DS TTIGARZFEIT (A 5F201)
TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

# 1. FASTARERLM U 77 L 2 BCHIF il ###
cd ~/Documents/srpBl7156/28168884
1s -1a Trinityl.fasta

#wget -c http://www.iu.a.u-tokyo.d
grep -c "»" Trinityl.fasta

grep -v "»" Trinityl.fasta | wc

File Edit View Search Terminal Help 13 BB = 4) 1650 {%

Jiu@bielinux[Downloads] cd ~/Documents/srp017156/20160804

iu@bielinux[20160804] 1s -la Trinityl.fasta [ 4:494 %]

-rw-rw-r-- 1 iu iu 3020393 68 27 21:06 Trinityl.fasta

iu@bielinux[20160804] grep -c ">" Trinityl.fasta

2603

iu@bielinux[20160804] grep -v ">" Trinityl.fasta | wc
45921 45921 2724160

iu@bielinux[20160804] | [ 4:494 % ]

#H 2. o I709F Lhbowtie2
bowtie2-build --version

mkdir rof

bowtie2-build Trinityl.fasta ./ro
1s -1 rof

g

#HH# 3. 7o I 709Z Lbowtie2
## b LB Dpaired-end T & W H A
bowtie2 --wversion

bowtie2 -h

D

bowtie2 -p 2 -k 188 --very-sensit

-1 datal.fg.gz -2 dataZ.fqul
pwd S
ls -1 test.sam
<

w

DB
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i FB3ER | NGSARIT(P~ EiR) F?/RU'J?F‘—L\J 7o)

[

*ﬁ J\u

INAD 4/2

() https / githuit.com

P+ @ Gobub, Inc: (US] & | () Gidiub - rariai/Tigar2

Recommended plpelme to run TIGAR2

1. Prepare cDNA reference sequences in FASTA format.

hgdounload., s0e.ucsc, edu/goloenPath/hgl9/bigilps/rethrng 5. 07

/hpdownload. sos, bese . adu/goldenPath/md/biyZ ips/ refens . Fa. 82

2. Bulld bowtle2 Index

skdlr ref

3. Run bowtie2

+or single-end data

” sam
for paged-end data
» t v sanp an, '

4. Run TIGAR2

le.e |

1g 1.4 ad r 3 | 1§ 1

For paswed-end dala

a -jar Tigar2 1.jar --thread_num # refMrna.fa sample.sam --is_paired -.alpha_zero 8.1

Qutput format
<
%

Aug 04 2016, NGS/\o XA B2 Langmead and Salzberg, Nat Methods, 9: 357-9, 2012

DORVES TAT S5 Lbowtie2 BN AT VI R%E
B CNIEBLASTESTRIIZT —2X—XA|DED
5IJ€ﬁm;w%>o>ala UL EZELLSERAETEL

v

>
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i o BEIER | NGSERIR (P~ HiR) P2 0T — Lt

Step?

o HEER DS TTIGARZFEIT (A5 F201)

BT,

OEBOEEIZICEL, QFBAZIER, Trinityl fasta

’é]\jl&L,'Cbowtiez—buildjl:l73A’é¥ﬁ'§'éb(d’7’f
\ETHERI7AMILOILEFD EflEFtrenitey&EL T,

rof&l,"37_'\\'f|/7|")L{%ﬁ"j-%ﬂ:?(s?afﬁbfl,\é

TIGAR2®. [Recommended pipeline to run TIG:

##H# 2 o TINS5 Lbowtie D A T o 2 AFER ###
bowtie2-build --version s
mkdir rof
bowtieZ-build Trinityl.fasta ./rof/trenitey
1s -1 rof
## 3. v 070075 Lbowtie2 FEIT  ###
#HHE L) LEIDpaired-end TE W HAT S e
bowtis2 --wversion
bowtis2 -h
bowtie? -p 2 -k 188 --very-sensitive -x ./rof/trenit A
-1 datal.fg.gz -2 data2.fg.gz » test.sam
puwd
1s -1 test.sam
1s -1h test.sam
#HH# 4. TIGAR2FET ###
puwd
ls -1 Trinityl.fasta test.sam
java -jar ~/Downloads/tigar2-master/Tigar2 1.jar % v
--thread _num 2 Trinityl.fasta test.sam \
£ >
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N ﬂ I8 | NGSREHF (P~ i) | F S22 — L7t 7. HIBEHF(2016.08.04) @bowtie2—-buildEFTEN 7, 9157

o HEER DS TTIGARZFEIT (A5 F201)
TIGAR2®. [Recommended pipeline to run TIG: B Td .,

##H# 2 o TINS5 Lbowtie D A T o 2 AFER ###
bowtie2-build --version

mkdir rof

bowtieZ-build Trinityl.fasta ./ro
ls -1 rof j

File Edit View Search Terminal Help 3 BB = 4 1736 {%

iu@bielinux[20160804] bowtie2-build --version [ 5:365#]
bowtie2-build version 2.2.4

64-bit

Built on lgw01-04

Fri Dec 12 17:13:13 UTC 2014

Compiler: gcc version 4.8.2 (Ubuntu 4.8.2-19ubuntul)
Options: -03 -m64 -msse2 -funroll-loops -g3 -DPOPCNT CAPABI

#HH# 3. v d 7045 Lbowtie2
## U LA Dpaired-end T & W& A
bowtie? --version

bowtie? -h

bowtie? -p 2 -k 188 --very-sensit
-1 datal.fqg.gz -2 datal.f
puwd

1s -1 test.sam LITY

1s -1h test.sam Sizeof {int, long, long long, void*, size t, off t}: {4, 8,

##5 4. TIGAR2E (T ### 8, 8, 8, 8}

Eﬂgd—l Trinityl.fasta test.sam lU@blElanX[20160804] mkdlr rof . e [ 5:364:&]

java -jar ~/Downloads/tigar2-mastd iu@bielinux[20160804] bowtie2-build Trinityl.fasta ./rof/tre
--thread_num 2 Trinityl.fast nlteyl

<

)
=
”
=
E
m

I
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] i 3380 | NGSRRIR (P~ L#R) ool — iyt #EH bowtie2—buldE{THNESZLR T LD T, Drof
St 2 TALOMNDF BERHEE, QILEFDERID
ep treniteyDERDHM =D TIHGELTLEI A

s HEBE) LTS TTIGAR R EIT
TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,
#H# 2. v 97055 Lbowtie2 T 4 T w9 AEVERE  #

bowtie?-build --version ~

mkdir rof ; File Edit Vi B h T o g = 17:44 {'
bowtie?-bu Trinityl.fasta ./ro ile ? ilew Searc ermina elp 1 E& = «4) ; {F
1s -1 rof | | sideBwtSz: 48

### 3. vo¥ 47045 Lboutie2 § y sideBwtLen: 192

### ) LETDpaired-end T & U & 3 numSides: 13950

bowtie? --version
bowtie? -h

numLines: 13950
ebwtTotLen: 892800
ebwtTotSz: 892800
T color: O

1s -1 test.sam reverse: 1

bowtie2 -p 2 -k 188 --very-sensit
-1 datal.fgq.gz -2 data2.fqu

##H# 4. TIGAR2F =T  ### 0:00:02

ot iu@bielinux[20160804] 1s -1 rof [ 5:425 %]
1s -1 Trinityl.f i '
jzva —j;;ni,tfﬁnwniiggS,Ei?_gaigll]magt total 12584

--thread_num 2 Trinityl.fast -rw-rw-r-- 1 iu iu 5422527 68 30 17:42 trenitey.1l.bt2

<

-rW-rw-r--
“TW-TW-r--
“rW-TW-r--

iu iu 669564 6H 30 17:42 trenitey.2.bt2
iu iu 23435 68 30 17:42 trenitey.3.bt2
iu iu 669560 68 30 17:42 trenitey.4.bt2

1s -1h test.sam i Total time for backward call to driver() for mirror index: ©
=

= e

=y - rw-rw-r-- 1 iu iu 5422527 68 30 17:42 trenitey.rev.1l.bt2
-rw-rw-r-- 1 iu iu 669564 68 30 17:42 trenitey.rev.2.bt2
cadll i u@bielinux[20160804] | [ 5:434 %]

Aug 04 2016, NGS/N\V XAV EE S 206



] . E3%F | NGSERR(h~ F#R) | F S 22U T — L7 P HITEHT(2016.08.04) D=RvE>S TA%5 5 Lbowtie2

:.I:E%;:/ {/f 7054 “/ 3 #R1T, @paired-endDIFH

Qhu;n githuti.comt /181 Ugard N F' & G, Inc. [US] © || () GitHub - nariai Tigar2

Recommended ;;ipeline to run TIGAR2 A

-

. Prepare cDNA reference sequences in FASTA format.

£.8.) human
http:/ /hgdounload. soe.ucsc, edu/goldenPath/hg19/bigilips/retirna. f5. 47

£.8.) mouse

hrtp: //hgdowmload. soe, uesc . edu/goloenPsth/med/blyZ ips/ refrna. fa. g2

g

Bulld bowtle2 Index

skdlr ref

bowtis2-bulld retirna. fa . /ref/retirna

3. Run bowtie2

For single-end data

boutie2 -p 8 -k 100 ery-sensitive -x . /ref/refirns sample, fastq > saaple, sam

for paged-end data

boutie2 -p 8 -k 100 bery-sensitive -x ./ref/refMrna -1 sample %.fastq -2 sample 2.fastg > sample.sin

4. Run TIGAR2

For single-end data
Java -Jar Tigar2 1.jar --thread num § refMrna.fa sasple.sam --alpha_zero 8.1 sample out.txt
For pared-end dala
java -jar Tigar2 1. jar --thread_num §l refMrna.fa sample.sam --is_paired -.alpha_zero 8.1 sample out.txt

Output format v
L £ >
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N J 232 | NGSRE(P~ L#R) | Fo ATt — by 7T ]

Step3

o HAE TS TTIGARFZET (R 57 F201)
TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,

### 3. ?;l:,zb:? ﬁ?hbmtlez%iﬁ it

bowtie? --version
bowtie? -h

bowtie2 -p 2 -k 160 --very- sensitive -x ./rof/trenite
-1 datal.fq_g atal.fg.gz > test.san

puwd

1ls -1 test.san

1s -1h test.san

#HH 4. TIGAR2EZE(T ###

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar?-master/Tigar2 1.jar %
--thread _num 2 Trinityl.fasta test.sam \
--is palred --alpha_zero 8.1 test_out.txt

ls -1 test*
head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n 5

<

(Dbowtie2®/ Q—QHD'V’?_'E?TH#U)T?O:/EI.‘/'T%*E’E
SR, TIGAR2DHEEA T3V BHRHASQBE R DIR
iﬁl:‘é‘bﬁf'd'7°°/3/§b*ﬂo —xl&./rof/trenitey H
/f:L/;frtI{7;2~f> nunnﬁké§1jr%5<j)' ¢ZS§E§
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L] . 33%R | NGSERIR(P~ L#B) L5220 d — L7t o) ﬁfﬁé MDbowtie2M/\—31E2.2.4, Bio-LinuxIZ7 LA
St 3 VAR—=ILENTNSDTHEZ S, Qbowtie2D A
ep FLavERT, 20 T-phiCPURL, ~khME R {E
o HEE L A TS TTIGARFEIT (RS54 F201) ﬁﬁ(:-y\yj-c‘:hf: U—P@BES_'LjCI/TR—l‘%I(—k 100
TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H, = /\ = — <SS
> \ > > w 7" \/\ \
### 3. Yo P LU TR TS hbowtie2 BEIT  #4# CIOOMAAFTRR) THOCHEENTDS
### LU LRIOpairend TEUHATRD s =
Eg:gg% :Auerﬂon& File Edit View Search Terminal Help T B = ) 11:16 &%
| N iu@bielinux[20160804] bowtie2 --version [11:134 77 ]
SRS S Lo L T e }é,l /usr/bin/../lib/bowtie2/bin/bowtie2-align-s version 2.2.4
puwd o - 64-bit
o L st E Built on lgwd1-04
o MFri Dec 12 17:13:13 UTC 2014
e TIGAR2E AT ##4 Compiler: gcc version 4.8.2 (Ubuntu 4.8.2-19ubuntul)
Te -1 Trinityl.fasta test.sam & Hoptions: -03 -m64 -msse2 -funroll-loops -g3 -DPOPCNT CAPABI
java -jar meuwnlDadSEtigara—magt LITY
e 2 sloha, soro 0.1 i gizgof8{ig§, long, long long, void*, size t, off t}: {4, 8,
ls -Ltestr . iu@bielinux[20160804] bowtie2 -hj [11:14%Ri ]
grep ">»" _-;'__;'_;;-l.-'az.—:e | head -n %
< ~
=1}
f“l"
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L] + E387 | NGSARIF (P~ FiR) | F 5227 — L7t J1) HITEH#T(2016.08.04) @bowtie2 ~-hZE{TER D IKEE

Step3

o HAE TS TTIGARFZET (R 57 F201)
TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,

## 3. vo U700 5 Lbowtie2 (T #44
## ) LBiDpaired-end TE WU H AT 1D #44 A
Eﬁﬁiiﬁﬁ b ' il =€) 1129 %
1 Indary alignments.
bowtie2 - -k 188 --very-sensit
-1 datal.fg.gz -2 data2.f ¢
pd ‘ Performance:
ls -1 test.can E -p/--threads <int> number of alignment threads to launch (
1)
e TIGAR2E AT ##4 , --reorder force SAM output order to match order o
pw >
1ls -1 Trinityl.fasta test.sam - U 1nPUt reads )
java -jar ~/Downloads/tigar2-masts - -mm use memory-mapped I/0 for index; many '
--thread_num 2 Trinityl.fast -
--is_paired --alpha_zero 8.1 . bowtie's can share
ls -1 test* - Other:
head -n 5 test out.txt ' * . .
grep ">" Trinityl.fasta | head -n --qc-filter filter out reads that are bad according
— to QSEQ filter
< | 9 --seed <int> seed for random number generator (0)
E5 --non-deterministic seed rand. gen. arbitrarily instead of
B using read attributes
Vil --version pr}nt version information and quit
,*.,;,.. -h/--help print this usage message
Calll i u@bielinux[20160804] [ [11:264F i ]
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[ ﬂ 3380 | NGSERIf(P~ L#R) |52 00T — L7t IS HT(2016 08.04) MDbowtie2ZETAE ., HAH
J74)LIdtest.sam, £95%

Step3

o HAE TS TTIGARFZET (R 57 F201)

TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,

bowtie? --version
bowtie? -h

## 3. T A 709 % Lbowtie2 TET  #3#
## b ) LE(Dpaired-end T & U E AT IS ## ~

bowtie? -p 2 -k 188 --very-sensitive -x ./rof/trenitey \
-1 datal.fg.gz -2 data2.fg.gz > test.sam

puwd
1s -1 test.sam

#HH 4. TIGAR2ZEZEIT

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar?-masts
--thread_num 2 Trinityl.fast
--is_paired --alpha_zero 8.1

ls -1 test*
head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n

<

£2

Aug 04 2016, NGS/\V XAV EE L

e

File Edit View Search Terminal Help 13 = 4) 12:10 %
AJiu@bielinux[20160804] bowtie2 -p 2 -k 100 --very-sensitive

X ./rof/trenitey \

> -1 datal.fq.gz -2 data2.fq.gz > test.sam
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N ﬂ F3ER | NGSRER(P~ HiR) | FSo20)F — L7t T RIFEHT(2016.08.04) bowtiezg_'éﬂ"f‘&71§0)4k,m

o HAE TS TTIGARFZET (R 57 F201)

TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,
## 3. vo U700 5 Lbowtie2 ®EIT 444
## U LA Dpaired-end T & W H A :
bowtie2 --version
bowtie2 -h

File Edit View Search Terminal Help 3 B = 4) 1215 {%
Biu@bielinux[20160804] bowtie2 -p 2 -k 100 --very-sensitive -
X ./rof/trenitey \
-1 datal.fq.gz -2 data2.fq.gz > test.sam
977202 reads; of these:
977202 (100 00%) were paired; of these:
20266 (2.07%) aligned concordantly 0 times
928849 (95.05%) aligned concordantly exactly 1 time
28087 (2.87%) aligned concordantly >1 times
20266 pairs aligned concordantly 0 times; of these:
6750 (33.31%) aligned discordantly 1 time

13516 pairs aligned 0 times concordantly or discordantly
: of these:

bowtie? -p 2 -k 188 --very-sensit
-1 datal.fg.gz -2 datal.f

puwd
1s -1 test.sam
1s -1h test.sam

#HH 4. TIGAR2ZEZEIT

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar?-masts
--thread_num 2 Trinityl.fast
--is_paired --alpha_zero 8.1

ls -1 test*
head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n

<

27032 mates make up the pairs; of these:
18451 (68.26%) aligned 0 times
6867 (25.40%) aligned exactly 1 time
{ } 1714 (6.34%) aligned >1 times
' 399.06% overall alignment rate
cadll i uebielinux[20160804] | [12:1454 % ]
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] i 22385 | NGSARIT(P~ I#8) [ it —nrts) | Bowtie2[ZT&EDAIVE VTSR NDEATR, DE977,2021)

St 3 —k b, (2928,849')—F(95.05%)H v T I TLVST
e p EITxL, BLITLS, EBRHIL, Qforwardfll 771 /L
» HEEE T S TTIGARIEET (R 51 201) ELTRI LZELDdatal fogzze 5 Z TEITLI=D B,

TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,

—— - IVTSINBBEID) T7L 0 RERFIE datal fq.g2% AT
# 3. w oS 0SS Lbowtie2 FE{T  #3#H . . -
::H’ 3|~ 'J?hﬁﬁtﬂ:lpair*edu-end#i '*Jt?'ﬁ?% f ile Edit View &Lf:Trlnlty%?T!f‘*%77’f)bfi75‘be\:EJ L/;hat;(v\ e

bowtie? --version . . . s | gie

bowtie2 -h iu@bielinux[20160804] bowtie2 -p 2 -k 100 --very-sensitive -
Ix ./rof/trenitey \

= > -1 datal.fq.gz -2 data2.fq.gz > test.sam

bowtie? -p 2 -k 188 --very-sensitig

-1 datal.fg.gz -2 datal.fc

EMd Do 977202 reads; of these: ’
e 1h coei oo 977202 (100 00%) werepéired; of these:

20266 (2.07%) aligned concordantly 0 times

928849 (95.05%) aligned concordantly exactly 1 time

28087 (2.87%) aligned concordantly >1 times

20266 pairs aligned concordantly 0 times; of these:
6750 (33.31%) aligned discordantly 1 time

#HH 4. TIGAR2EZE(T ###

puwd

ls -1 Trinityl.fasta test.sam

Jjava -jar menwnlDad5ft1g3P2 maste
--thread_num 2 Trinityl.fast
--is palred --alpha_zero B 1

1ls -1 test*®

head -n 5 test_out.txt i

grep ">" Trinityl.fasta | head -n 13516 pairs aligned © times concordantly or discordantly
< ; of these:

27032 mates make up the pairs; of these:
18451 (68.26%) aligned 0 times
6867 (25.40%) aligned exactly 1 time
1714 (6.34%) aligned >1 times
99.06% overall alignment rate
iu@bielinux[20160804] | [12:1454 % ]
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L] J 2388 | NGSIRHT(P~ L) Lo Ut — ot | BIERAZ, DT 00928,849') —K(95.05%) (X1 [E =<y

St 3 TEnt=1)—ER( time)EWWS T ERD T, HZ <
e p uniquely mapped reads&LNDZEL DA, @
o 32 1S TTIGAREE]T (R 51 F201) 28,087!) —K(2.87%) A multi-mappers&HIELT -, 7O

TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,

## 3. TS 700 5 Lhbowtie2 ®EIT  ###
## U LA Dpaired-end T & W & AP
bowtie2 --wersion
bowtie2 -h

JILIZE>TRBEAENELGYET N BITT
File Edit View Search Terminal Help 3 B = 4 1215 {%
iu@bielinux[20160804] bowtie2 -p 2 -k 100 --very-sensitive -
X ./rof/trenitey \
> -1 datal.fq.gz -2 data2.fg.gz > test.sam
977202 reads; of these:
977202 (100.00%) were paired; of these:
20266 (2.07%) aligned concordantly 0 times ‘

bowtie? -p 2 -k 188 --very-sensit
-1 datal.fqg.gz -2 data2.f

puwd

1s -1 test.sam

1s -1h test.sam

#HH 4. TIGAR2EZE(T ###

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar?-masts iy
--thread_num 2 Trinityl.fast

—-is_paired --alpha_zero 0.1 20266 pairs aligned concordantly 0 times; of these:

928849 (95.05%) aligned concordantly exactly 1 time
28087 (2.87%) aligned concordantly >1 times

head -n 5 test out.txt

grep “>" Trinityl.fasta | head -n 13516 pairs aligned 0 times concordantly or discordantly

: of these:
<

27032 mates make up the pairs; of these:
18451 (68.26%) aligned 0 times
6867 (25.40%) aligned exactly 1 time
1714 (6.34%) aligned >1 times
" "M99.06% overall alignment rate
‘ iu@bielinux[20160804] | [12:1454 % ]

)
T é 6750 (33.31%) aligned discordantly 1 time
:
;
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] » 38R | NGSRER(h~ FiR) | S22 D — Lot Tl BB HT(2016.08.04) DIsTI7AIL YA XE=HER,

St ep 3 (2656MB, fEfETHLNTT R

o HAE TS TTIGARFZET (R 57 F201)
TIGAR2®. [Recommended pipeline to run TIGAR2 D BT H,

## 3. T A 709 % Lbowtie2 TET  #3#

iﬁ:tiel"zU_{fjg?simd'end_@tU%i ' File Edit View Search Terminal Help 13 = 4) 13:34 {%
bowtie2 -h r Jiu@bielinux[20160804] pwd [ 1:345 %]
S T /home/iu/Documents/srp017156/20160804
e D e e el 1 U@bielinux [20160804] s -1 test.sam [ 1:3454 ]
et can Ml-rw-rw-r-- 1 iu iu 687114107 78 1 13:31 test.sam
TR @) iu@bielinux[20160804] 1s -1h test.sam [ 1:345 %]
| n EN - WrW-r-- 1 iu iu 656M 1 13:31 test.sam
pE 4 TIGNREET & lliugbielinux[20160804] [ 1:345 ]

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar?-masts
--thread_num 2 Trinityl.fast
--is_paired --alpha_zero 8.1

1s -1 test*

head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n

<

| l‘{[ - i Mg N J
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[ » F3ER | NGSERTR(P~ L) (b2 0T — LT IR EHETE(2016.08.0

WIEIN(TT124

MOTIGAR2Z £ 1T, Qpaired—endDIHFE

| <

Om githuti.oom v =18l ugarl P+ @ Gerub, lnc._ OS] @ || ) Gitrub - rariai tigar2

Recommended pipeline to run TIGAR2

1. Prepare cDNA reference sequences in FASTA format.

2.8.) human
http://hgdounlond, soe.ucsc, edu/golgenPath/hg19/bigilps/retirna. 5. 42

£.8.) mouse

ey //hgdownload. soe, besc . edu/goldenPsth/med/blyZ ips/ refrna. fa. g2

2. Bulld bowtle2 Index

skdlr ref
bowtis2-bulld refirna, fa ./ref/refirna

3. Run bowtie2

For single-end data

boutie? -p 8 -k 100 -wyvery-sensitive -x . /ref/refirns sample. fastq > saaple, sam

for paged-end data

boutie2 -p 8 -k 100 very-sensitive -x ./ref/refMrna -1 sample I.fastg -2 sample 2.fastg > sample.sam

4. Run TIGAR2

For single-end data

fava -dar Tigar2 1.9ar

For pared-end dala

Java -jar Tigar2 1.ja thread_num # refMrna.fa sample.sam --is_paired

--thread_num § refMrna.fa sasple.sam --alpha_zero 8.1 sample out. txt

alpha_zero 8.1 sample out.txt

Qutput format
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FIER | NGSARR(P~ iR (S0 d ) — Lr o), HIREHETF(2016.08.04)

Step4

@DTIGAR2ZE 1T, HHT7
A )llLtest out.txt, #5%9

o HEER DS TTIGARZFEIT (A5 F201)
TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

#HH 4. TIGAR2EZE(T ###

puwd

ls -1 Trinityl.fasta test.sam

Jjava -jar menwnlDad5ft1g3P2 ma5tEPfT1gaP2 1.jar %
——thread num 2 Trinit fasta test.sam \

1s -1 test*
head -n 5 test_out.txt

grep Trinityl.fasta | head -n 5
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[ ﬂ #8380 | NGSAE (P~ HiR) |F 5277 — L7t J ), HIBEHT(2016.08.04) DETEZRDIKEE

Step4d

o HEER DS TTIGARZFEIT (A5 F201)

TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

#HH 4. TIGAR2ZEZEIT

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigard-mastdy
--thread_num 2 Trinityl.fast
--is_paired --alpha_zero 8.1

JoE

ls -1 test*
head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n

L

\J

e g i ]

File Edit View Search Terminal Help 3 B = 4) 1353 {%
fiu@bielinux[20160804] pwd [ 1:535 %]
/home/iu/Documents/srp017156/20160804

iu@bielinux[20160804] 1ls -1 Trinityl.fasta test.sam
-rw-rw-r-- 1 iu iu 687114107 7H 1 13:31 test.sam
-rw-rw-r-- 1 iu iu 3020393 68 27 21:06 Trinityl.fasta

iu@bielinux[20160804] java -jar ~/Downloads/tigar2-master/Ti
gar2 1.jar \

> --thread num 2 Trinityl.fasta test.sam \

> --1s paired --alpha zero 0.1 test out.txt

sam/bam Tile found.

fasta file:Trinityl.fasta
sam file:test.sam

output path:test out.txt
thread num: 2

paired-end reads: true
alpha zero: 0.1

Parsed references.
Preview SAM file..
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Step4

o HEER DS TTIGARZFEIT (A5 F201)
TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

#HH 4. TIGAR2EZE(T ###
puwd
ls -1 Trinityl.fasta test.sam

RTRORE, TS
—[XHETLVELKDST=

--thread_num 2 Trinityl.fast
--is_paired --alpha_zero 8.1

java -jar ~/Downloads/tigar?-masts

o

ls -1 test*
head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n

Aug 04 2016, NGS/\U XA VEEE 4

File Edit View Search Terminal Help

step:225

log marginal
emaining num
step:226

log marginal
emaining num
step:227

log marginal
emaining num
step:228

log marginal
emaining num
step:229

log marginal
emaining num
converged.

likelihood:-59181908.08
:1 diff:0.001064

likelihood: -59181908.08
:1 diff:0.001045

likelihood: -59181908.08
:1 diff:0.001027

likelihood:-59181908.08
:1 diff:0.001009

likelihood: -59181908.08
:0 diff:0.000991

Result output done.
BAM output done.

All done.

iu@bielinux[20160804] |

LI B Ja ESE D)

predicted num:2538 r

predicted num:2538 r

predicted num:2538 r

predicted num:2538 r

predicted num:2538 r

[ 1:574 %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

Contents
n FLERERNA-seqT —3BTDH I EHEEKTE
m de novobkS U RAD) Th—LT7H2TY)
0 EHT#(E. FastQC
[0 Rockhopper2& iUy, [E#ERHH
0O $k <7 M) L g4 TRockhopper2& £ 1T
m NS fastx—trimmer —f -I. ¥k Q75 M) L
s BRARLGERETT U IHERZEE . RAMNEEH Tpaired-end 72 T EELT

O Trinity
s R ARV BT AEETHARNT/IAREET . B A LGHNLEST., apt-—get
OO0 Bridger

n 22 L CTREADMEZ Rk DD, Boost&BridgerM A Ah—)L, 2T ILT—2TaF)L
m RIESHTE
0 TIGAR2DA o O—K, fiZE  Ej{ErESR
O HEEEINAT oA TET. FERDOER. FPKM (RPKMEZFETE
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B o8 NGSRRb(P—~ L) | Eouaout— bt w3 AT FAI(test out xt) DI DLV TDERBA,
II:I:ll jj 7 /r l/ ﬂ: _t EETHIMNBED, DFPKMIEABRINDHRIBE(E
7 ) p/ gu o, DZIE. 9T EINT=TF5 A M, paired—end

QOOm — b w0 o we || 1D Tlragment&EWVSIRIRZIZIE D, single—endD &S
Output format 0)7\y7°‘c‘<:h,1':')—F*ﬂ@paired—endﬁﬁ&b\5fﬂﬁg

B ik (WA) 10 Wt the Wewe redicind Tk, @THETAIX, 27T T AUMIx T 5ZDE|

e e e e s ELVSERF TN, BREFSTEFAL

5. Wisualization

You qan visualize the optmezed alignment by TIGAR2 as foliows

§ i
d

le_out.txt.opt.bam sample_opt_sorted

\ | m: transcript (mRNA) ID that the program predicted
Piease starfl\GV_2 3 14 or |
optimized alidoment of read
LENGTH: transcript length
Plaase note thalthe currxil

cases, please spexiy

Z: the number of expected fragments that the program assigned to the transcript

X M X
Fas

FPEKM: normalized expression level (Fragments Per Kilobase of exon per Million mapped fragments)

You can also choosa

THETA: estimated parameter (transcript abundance), essentially 7 divided by total fragments.
* Bulld FM-Index for

I |
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o 3E3EF | NGSREH(P~ i) | 529 FL — L7t D), FHIFEHTF(2016.08.04) @II:I:II 774 )L(test out.txt)

DERIR

|':|Z'| 771 ILEEER RO

o HEEE TS TTIGARZEET (A5 F201)
TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

#HH 4. TIGAR2ZEZEIT

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar2-master/Tigar2 1.jar %
--thread _num 2 Trinityl.fasta test.sam \
--is_paired --alpha_zero 8.1 test out.txt

1s -1 test*
head -n 5 test out.txt
grep "»" Trinityl.fasta head -n 5

Jiu@bielinux[20160804] ls -1 testx*
f-rw-rw-r-- 1 iu iu 151845 78 1 13:56 test out.txt

-rw-rw-r-- 1 iu iu 687114107 78 1 13:31 test.sam
iu@bielinux[20160804] head -n 5 test out.txt

-rw-rw-r-- 1 iu iu 171995059 78 1 13:56 test out.txt.

1 = 4) 15:06 3%

[ 3:054 %]

opt.bam
[ 3:06F %]

ID LENGTH Z FPKM  THETA
TRINITY DN1285 c0 gl il 643 11.00  17.6142113 1.125663e-05
< TRINITY DN1238 c@ gl il 325 56.00 177.4132920 5.730647e-05
= TRINITY DN1264 c@ gl il 303 8.00 27.1849693 8.186639¢- 06
F="WTRINITY DN1239 c0 gl il 297 4.00 13.8670803 4.093320e-06
1u@b1e11nux[20160804] Il [ 3:064#]
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o BIER | NGSERIR(P~ iR | FSo2 0T — Lot T HIREH T

II:I:II jj 77’(“/6%3%"3\

o HEEE TS TTIGARZEET (A5 F201)
TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

### 4. TIGAR2F (T ###

DEDOHFEEERICH X I HFPKMIE,
QYT ENE=TSHT AV, & T55
AUNIR T BHZDE|E(THETA), @IDIEER
(. )IT7L 2 ABEH(Trinity1.fasta)d

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar2-master/Tigar2 1.jar %
--thread _num 2 Trinityl.fasta test.sam \
--is_paired --alpha_zero 8.1 test out.txt

1s -1 test*
head -n 5 test out.txt
grep ">" Trinityl.fasta | head -n 5

descriptionfTIZEEE SN TLNDE D EREL

X File Edit View Search Terminal Help 13 =p €) 15:06 {'%
[ Jiu@bielinux[20160804] 1ls -1 test* [ 3:054%#]
@ -rw-rw-r-- 1 iu 1iu 151845 7H 1 13:56 test out.txt
s - 'W-TW-r-- 1 iu iu 171995059 7H 1 13:56 test out.txt.opt.bam
E -rw-rw-r-- 1 iu iu 687114107 78 1 13:31 test.sam
iu@bielinux[20160804] head -n 5 test out.txt [ 3:0654%]
a.‘) ID LENGTH Z FPKM THETA
TRINITY DN1285 c06 gl il 643 11.00 17.6142113 1.125663e-05
< é TRINITY DN1238 c@ gl il 325 56.00 177.4132920 5.730647e-05
r=—=—w IRINITY_DN1264 c0 gl _ il 303 8.00 27.1849693 8.186639e-06
=Sy TRINITY DN1239 c0 gl il 297 4.00 13.8670803 4.093320e-06

== Tu@bie ] 160804
e

@ O S il
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+ B2380 | NGSRR (P~ L#R) Lot —nrtos) waetszeoss| DDEYYIT7L U ABRFI(Trinity1 fasta)

II:I:ll jj 77’()I/E%EE K MdescriptionfTD TR FERER 7 ERIL
= ALy

o HEEE TS TTIGARZEET (A5 F201)
TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

#HH 4. TIGAR2ZEZEIT

puwd

ls -1 Trinityl.fasta test.sam

java -jar ~/Downloads/tigar2-master/Tigar2 1.jar %
--thread _num 2 Trinityl.fasta test.sam \
--is_paired --alpha_zero 8.1 test out.txt

ls -1 test*
head -n 5 test_out.txt
grep ">" Trinityl.fasta | head -n 5

File Edit View Search Terminal Help 13 =) 4) 15:18 %
;‘ Jiu@bielinux[20160804] head -n 5 test out.txt [ 3:1854 %]
@ ID LENGTH Z FPKM THETA
mesetl [RINITY DN1285 cO gl il 643 11.00 17.6142113 1.125663e-05
E TRINITY DN1238 c0 gl il 325 56.00 177.4132920 5.730647e-05
TRINITY DN1264 cO gl il 303 8.00 27.1849693 8.186639¢e-06
7~ TRINITY DN1239 c0 gl i1 297 4.00 13.8670803 4.093320e-06
) iu@bie(inux[20160804] grep ">" Trinityl.fasta | head -n 5 [ 3:184#]
< >TRINITY DN1285 c0 gl il len=643 path=[1241:0-642] [-1, 1241, -2]
g >TRINITY DN1238 c0 gl il len=325 path=[605:0-324] [-1, 605, -2]
STRINITY DN1264 c0 gl il len=303 path=[561:0-302] [-1, 561, -2]
>TRINITY DN1239 c0 gl il len=297 path=[549:0-296] [-1, 549, -2]
5 3 >m1—1 len=418 path=[791:0-417] [-1, 791, -2]
S iu@bielinux[20160804] |} [ 3:1854 %]
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[ + 22385 | NGSRRHT(P~ L#R) [ oAt —Lrtos) wmewFeocsey | (DFPKMIEILZ. @=vIdesnht-2054

=L &5 =% AU ECDF DI (TZT A
FPKMIEZF5THE o 5 EUCEAE

o« I 7T S TTIGARZEET (R 5 F201) (LENGTH)ISE8R&FENCF & Al fe

TIGAR2®M. [Recommended pipeline to run TIGAR2 D 5T,

#HH 4. TIGAR2EZE(T ### By
d
EE -1 Trinityl.fasta test.sam
Jjava -jar menwnlDad5ft1g3P2 master/Tigar2 1.jar Y
--thread _num 2 Trinityl.fasta test.sam \
--is palred --alpha_zero 8.1 test_out.txt
1s -1 tESt*
head -n 5 test_. out. txt
grep "»" _“;f;—'l fasta | head -n 5
X File Edit View Search Terminal Help 13 =p €) 15:06 {'%
L Jiu@bielinux[20160804] 1ls -1 test* [ 3:054%#]
a -rw-rw-r-- 1 iu iu 151845 7H 1 13:56 test out.txt
: -rw-rw-r-- 1 iu iu 171995059 78 1 13:56 test out.txt.opt.bam
E -rw-rw-r-- 1 iu iu 687114107 78 1 13:31 test.sam
Miu@bielinux[20160804] head -n 5 test out.txt [ 3:0654%]
?.‘) ID LENGTH Z FPKM THETA
TRINITY DN1285 c06 gl il 643 11.00 17.6142113 1.125663e-05
< é TRINITY DN1238 c0 gl il 325 56.00 177.4132920 5.730647e-05
=4 IRINITY DN1264 c6 gl il 303 8.00 27.1849693 8.186639e-06
"W TRINITY DN1239 c0 gl il 297 4.00 13.8670803 4.093320e-06

VY . a = e .
1u@b1e11nux[20160804] |‘ ‘ * [ 3:069 %]
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[ o FIER | NGSREIR(P~ LR (L2 0)FF — Lt D) FHITEH T (2016.08.04)

FPKMIEZXFETE ™

@IS B IZHBIYTSNI=TFY A
Vh(Z) D#FIIE, QT EAIEE

« FPEM{E=F51H (251 226)
TIGAR?ZET5 R 77 4 J1o( test outtxt (D 45| BOFPEM{E#. 25| BOES| EI1§$R(LENGTHS LT
SHIBOw o F e NS A BEREE RO TR ET &, oD NI ED N FTHENE R
Ao SALEBIESENEEETYT,

cd ~/Documents/srp@l7156/281685684

#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo ngs sokushu 2816/3/tes
#cp ~/Desktop/backup/test out.txt .

cat test out.txt | awk "{oe=ce+$3} END{print oe;}"

head -n 5 test out.txt

#HH# REREENL TFPKMBEZFETE  #u4#
R -q

11 * (1000000/97122%
56 * (1000000/971221
8 * (1e00000/971222
q(save="no")

) File Edit View Search Terminal Help
iu@bielinux[20160804] 1ls -1 test*
-rw-rw-r-- 1 iu iu 151845 7H
-rw-rw-r-- 1 iu iu 171995059 7H

<

-rw-rw-r-- 1 iu iu 687114107 78

£~ g iu@bielinux[20160804] |

S =

il = 4) 15:06 1%

[ 3:054 %]

1 13:56 test out.txt
1 13:56 test out.txt.opt.bam
1 13:31 test.sam
Miu@bielinux[20160804] head -n 5 test out.txt

[ 3:069F%]

ID LENGTH Z FPKM THETA

TRINITY DN1285 c06 gl il 643 11.00 17.6142113 1.125663e-05
TRINITY DN1238 cO gl il 325 56.00 177.4132920 5.730647¢e-05
TRINITY DN1264 c06 gl il 303 8.00 27.1849693 8.186639¢e-06
TRINITY DN1239 c06 gl il 297 4.00 13.8670803 4.093320e-06

[ 3:0654 %]
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+ 22385 | NGSRRHT(P~ M) [oaoot— byt ez (D3FIBIZHAI YT anNf-T55 Ak

= S () DL, 971,222, COFTERER
F P KM 1@7& %—: -l_ E— FHEMNOT=ITNIL, B TDtest out.txt
- FPRMIEE FE1B (A5 (F3 ZRAROS ED T ILIEE THLTS

TIGAR2E{THER T 1 Jb( test_out et (0 45 BOFPEM{E®, 25| BOELH| E154R(LENGTH)H
F|BO7 o FENI275 5 Ao F BRSO TR ET 5. ccomaiztE0xeE ] I B DBIETE T hIE LU
Ao TR BENEEETT .,

cd ~/Documents/srp@l7156/281685684

#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo ngs sokushu 2816/3/tes
#cp NfDEEktDpfbaCkupftESt out.txt .

cat test out.txt | awk "{oe=ce+$3} END{print oe;}"

head -n 5 test oulEl File Edit View Search Tern inal Help 13 = 4) 17:15 4%

### REEIL TFP iu@bielinux[20160804] cat test out.txt | awk '{oe=o0e+$3} END{print oe;}’
R 1971222

11 * (l18gaa8a,/971

56 * El@ﬂ@ﬂﬂﬂf??l iu@bielinux[20160804] | [ 5:154 %]

8 * (10000p8/9712
g{save="no")

&
=
)
=
B
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Wl s NGsaEp (P~ b Looaook— Lol w3 FRRERD DEITHR . ODDEE YD QFPKMIEET
FP KNH—IE- 7& %—: §_|_E£ 2= | BfER07.61420[F, ERYE—E, 2016.07.21D R
L=l A AR 19RPKMFAE)DEEXER LI &R DK

« FPRM{E=F5E (A1 226)

TIGARYEIFIER 77 1 )L test out xt () 45| BOFPRMIEE. 25| BOALSI EMMLENGTIR 10 | BURFEPp132-137 Ul
FIBOT IR NI 75 5 A BB L T EE ET B, oo E3ITIE B0 X FCMNE P
foo SUTIFBEVSEHTY . T

2l

cd ~/Documents/srp@l7156/281685684
#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo ngs sokushu 2816/3/tes
#cp ~/Desktop/backup/test out.txt .

cat test out.txt | awk "{oe=oce+$3} END{print oe;}"

head -n 5 test _oull File Edit View Search Terminal Help 13 = ) 17:19 %
iu@bielinux[20160804] cat test out.txt | awk '{oe=o0e+$3} END{print oe;}’
971222

#HH RETREEIL TFP
R -q
11 * (19000000/9718

56 * (1000000/971 iu@bielinux[20160804] head -n 5 test out.txt [ 5:154%#]

S(Za,‘fﬁ?ﬁi‘?‘?”?” ID LENGTH Z FPKM THETA

? TRINITY DN1285 cO gl il 643 11.00 17.6142113 1.125663e-05

< TRINITY DN1238 cO gl 11 325 56.00 177.4132920 5.730647e-05
TRINITY DN1264 cO gl il 303 8.00 27.1849693 8.186639¢e-06
TRINITY DN1239 cO gl il 297 4.00 13.8670803 4.093320e-06

iu@bielinux[20160804] R -q [ 5:194 %]
> 11 * (1000000/971222) * (1000/643) # "TRINITY DN1285 cO gl il"

=_1[1l] 17.61421
> i ’
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Wl s NGsm (P L o ouoE— Lot =8 FPKM{BIR. ODZOEEY LIS yTSni=055

FP KNHIE;E%‘:E_'_EE S | AUMIIZHLT,

« FPEM{E=F51H (251 226)
TIGAR?ZET5 R 77 4 J1o( test outtxt (D 45| BOFPEM{E#. 25| BOES| EI1§$R(LENGTHS LT
SHIBOw o F e NS A BEREE RO TR ET &, oD NI ED N FTHENE R
Ao SALEBIESENEEETYT,

cd ~/Documents/srp@l7156/281685684

#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo ngs sokushu 2816/3/tes
#cp ~/Desktop/backup/test out.txt .

cat test out.txt | awk "{oe=ce+$3} END{print oe;}"

head -n 5 test oullS

File Edit View Search Terminal Help 13 = ) 17:19 %
51 iu@bielinux[20160804] cat test out.txt | awk '{oe=o0e+$3} END{print oe;}’

#H# RETEEIL TFPR
R -q

11 * (1060888,/971
SA * (1000888,/971
8 * (10000p8/9712
g{save="no")

4971222
iu@bielinux[20160804] head -n 5 test out.txt [ 5:154 %]
ID LENGTH Z FPKM THETA

< TRINITY DN1238 c0 gl il 325 56. 0177 . 4132920 5.730647¢-05

MTRINITY DN1285 cO gl il 643 11.0?' 17.6142113 1.125663e-05

TRINITY DN1264 cO gl il 303 8.00 27.1849693 8.186639e-06
TRINITY DN1239 c0 gl il 297 4.00 13.8670803 4.093320e-06
iu@bielinux[20160804] R -q [ 5:194 %]
> 1%1000@00/971222) * (1000/643) # "TRINITY DN1285 cO gl il"

[1] 1421

> 1
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i- FIER | NGSERR(P~ EiR) | S a2 0T =Lt T

FPKMIEZXFETE ™

FPKMIEIZ. DZDEEY LIZTyTSN=T755
AVRHITRL T, @y TSN TS5T AV
H¥10000001=>7=15 & (fragments per one million).

« FPRM{E=F5E (A1 226)

TIGAR2ZE{TIE R 77 1)1 test outtt D 45| BOFPEM{E®. 25| BOELY| ZIESR(LENGTH)S £ TF
RIEO I ENi TS A BRI RO TFSET 2, ocDEHITEONFTHENER

Aoo SATZBNHENIEERTT .

cd ~/Documents/srp@l7156/281685684

#cp ~/Desktop/backup/test out.txt .
cat test out.txt | awk "{oe=ce+$3} END{print oe;}"
head -n 5 test oufly

#HH# REEEL TFPY
R -g f

11 * (1eeeesa/971 971222

| |
56 * (1000000/971 f

8 * (10000p8/9712
g{save="no")

ID LENGTH Z
MTRINITY DN1285 cO gl il
TRINITY DN1238 c0 g1 il

<

TRINITY DN1264 cO gl il
TRINITY DN1239 c0 gl il
iu@bielinux[20160804] R

> 1] *
[llﬁ_
> |

#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo ngs sokushu 2816/3/tes

File Edit View Search Terminal Help
Jiu@bielinux[20160804] cat test out.txt | awk '{oe=oe+$3} END{print oe;}'

iu@bielinux[20160804] head -n 5 test out.txt

[ 5:154 %]
FPKM THETA
643 11.00 17.6142113 1.125663e-05
325 56. 0’[77 .4132920 5.730647e-05
303 8.00 27.1849693 8.186639e-06
297 4.00 13.8670803 4.093320e-06

1000000/971222) * (1000/643) # "TRINITY DN1285 cO gl il"

13 = 4) 17:19 &%

q [ 5:194 %]
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N I AT ISPl
= | == =
FPKMIEZF&tHE *~

FPKMIEIZ. DZDEEY LIZTyTSN=T755
AVRBUZTL T, @2 yTSN=#T755 A
H¥10000001=>7=15 & (fragments per one million).

NORY

« FPEMI{B®F51HE (A5 226)
TIGAR2ZE{TIE R T 7 1)1 test outtet D 45| BOFPEM{E®. 25| BDELR &1
B BOT o E3N T 0 A BEHREZrE RO T FTET . 0D EmI3EH

B ELUREFIEH1000 bpt2ot=18 & (Fragments
per one kilobase) CAHIEL={ETY

Aoo SATZBNHENIEERTT .

cd ~/Documents/srp@l7156/281685684
#wget -c http://www.iu.a.u-tokyo.ac.jp/~kadota/bioinfo ngs sokushu 2816/3/tes
#cp ~/Desktop/backup/test out.txt .

cat test out.txt | awk "{oe=ce+$3} END{print oe;}"
head -n 5 test ouljEs

File Edit View Search Terminal Help 13 = ) 17:19 %

### REEIL TFP iu@bielinux[20160804] cat test out.txt | awk '{oe=o0e+$3} END{print oe;}’

R -9 971222

éé * Eiggggggﬁﬁ iu@bielinux[20160804] head -n 5 test out.txt [ 5:154 %]

szaf{ﬁ?ﬁgﬁﬁfg?ﬂ ID LENGTH Z FPKM THETA

a _ MTRINITY DN1285 cO gl il 643 11.00 17.6142113 1.125663e-05

< TRINITY DN1238 c0 gl il 325 56.0’177.4132920 5.730647e-05
TRINITY DN1264 cO gl il 303 8.00 27.1849693 8.186639e-06
TRINITY DN1239 cO gl il 297 4.00 13.8670803 4.093320e-06

iu@bielinux[20160804] R -q [ 5:194 %]
1000000/971222) * (1000/643) # "TRINITY DN1285 c0 gl il"

> 1] *
[1]’2_
> |
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i- FIER | NGSARR(P~ iR (S0 d ) — Lot o), HIREHT

F I

DTIGAR2[F, @RapMapifi X +°, @F AL

WX P CEEETY . ASMFER AT

=5

ROIEEE S FHT

~NGS, RNA-seq. F .24, FZ-A007— L EHR{L ¥RETEH. #Hst €3

(last modified 2016/06/03. since 2011}
o BRI BT | FH-mE 0wk (1220 T (last modified 2015/11/11)
o BET | BT | P08 0wt | Technical replicates (last modified 20
What's new? « BRI Eﬁf—é | ?i"’] sl 517? I:l~y|~ | Biological replicates (last modified ED
RS . Ll : £ (last modified 2015/08/2
ol repE BT f ElSv2 D S} — LFEFI HE) (last modified 20]
 (Windows2019" RE | 952804 [ 1220 T (last modified 2016/05/25)
il saniz]* BT | OZ280 8 | BT LR | helust (last modified 2015/02/26)
BRI OS2 S | HZ LR TCC(Sun 2013) (last modified 201
« BRI | 05284 | BiETE(ES) | MBCluster Seq(S1 2014) (last

Aug 04 2016, NGS/\U XA VEEE 4

4t | RKE2HEGS0R) T —LEHNEHH) NEW

R BT Risoform)D HRA L0 BRTT70 <, BRRs S0 RIFEE -T2t O EE1013.
Pl R RS S LB D o L SRR T A —RETTT . BB Cufflinksh — [EGTF
ERO 7/ T—2adr I ESA A ETT L EEI 77 T 20T EE - ELELL DT,
—EI2F 7T ET .. EEYAO v O DIESI1C1E, sphce -aware aligner® ALV o) 00
va P D2ul LR TS UERILD T, Bl Sk L4 TTaE T basic aligner 5T 9. 18
L. BEE C7 T ha) —FI3FES 2B EY, EEETIWONSA—FegNACEDINT
HETF 9 % expectation-maximization (EM)7 )LD U A LB LR o EzT, 7o 9% 170 k-mer
% BT alignment-free T 7o F IR B HTEF 1 72 Sailfish > RNA-Skiml 2 {35 CEE~T BB 5 E kD
HENTLELSTT ., MERLALOETENTLE &I BET., 2006 FE6 ISR T 2
FuwdLET:

RH:

AllelicTmbalance: Gadin et al.. BMC Bioinformatics,
timport: Soneson et al. F1000Res., 2015

RNAontheBENCH (github_F|C#%): Germain et al.,
SARTools (github b %): Varet et al . PLoS One,

2015

Nucleic Acids Res.,
2016

2016

Cufflinks: Trapnell et al . Nat Biotechnol , 2010

NEUMA: Lee et al., Nucleic Acids Res., 2011

IsoEM: Nicolae et al._ Alporithms Mol Biol. 2011

RSEM: Li and Dewey, BMC Bioinformatics, 2011

eXpress: Roberts and Pachter. Nat Methods, 2013

ReXpress: Roberts et al.. Bioinformatics, 2013

TIGAR : Nariai et al , Bioinformatics, 2013

eXpress-D: Roberts et al., BMC Bioinformatics, 2013

PennSeq: Hu et al. Nucleic Acids Res., 2014

Sailfish: Patro et al | Nat Biotechnol.| 2014

Quinn's pipeline(allele-specific): Quinn et al., Bioinformatics, 2014
RINA-Skim: Zhang and Wang, Bioinformatics, 2014
QuASAR(allele-specific): Harvev et al. | Bioinformatics,
TIGER2: Nariai et al., BMC Genomics, 2014

SUPPA: Alamancos et al, RNA, 2015

folded Skellam mixture model{allele-specific): Lu et al.. BMC Genomics, 2015
EMSAR: Lee et al  BMC Biomnformatics, 2015

PGSeq: Lu et al.. PLoS One, 2015

NLDMseq: Liu et al., BMC Bioinformatics, 2015
ASE-TIGAR(allele-specific): Nariai et al , BMC Genomics, 2016

SplAdder: Kahles et al.. Bioinformatics, 2016

RapMap: Srivastava et al | Bioinformatics, 2016

2015

Réview, HAFZF 1. RAFF1 7

» FiELEE:  Kanitz et al.. Genome Biol., 2015

+ F L (transcript-based approach vs. 'union
2015

o 1S5 (Ton ProtonfH): Yuan et al  BMC Getlomics, 2016

v LIS (single-cellFH): Ntranos et al . Genome Biol. 2016

ased approach): Zhao et al. . PLoS One,
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i 3380 | NGSRR (P~ tah) ool —nrtoo) #wE DEEE 2 CIEFPKMIEZ S 5 H IO TTIGAR2Z A

El:a i H_ WA, QZIEIRW DD AU MERICHE T

7 S 60, TNIOZ. TOCK AL - RBREBARHTES|

E A AN ST

b | RERT E> 4 (bowtie2) NS> H™ L MESREN S (TIGAR)

izv;l—;;iniﬁﬁiﬁiiiggS,EE]S_EE-Iigmmas.ter‘legar*E 1.jar \ J:U%Iﬁlw@]ﬁ¢*ﬁ(TCC)@ id),;M’L’ErbowtleZ
--thread _num 2 Trinityl.fasta test.sam \ _> TIGAR2 _> TCCJT??S:&%T%*?

--is palred --alpha_zero 8.1 test_out.txt

1s -1 tESt*

head —n 5 test_. :_:.t t
grep "»" _“;f;—'l fasta | head -n &
e 2 File Edit View Search Terminal Help 13 =p €) 15:06 {'%
iu@bielinux[20160804] 1s -1 test* [ 3:054%#]
@ -rw-rw-r-- 1 iu iu 151845 78 1 13:56 test out.txt
-rw-rw-r-- 1 iu iu 171995059 78 1 13:56 test out.txt.opt.bam
E -rw-rw-r-- 1 iu iu 687114107 78 1 13:31 test.sam
Miu@bielinux[20160804] head -n 5 test out.txt [ 3:0654%]
a‘) ID LENGTH Z FPKM THETA
TRINITY DN1285 c06 gl il 643 11.00 17.6142113 1.125663e-05
< TRINITY DN1238 cO gl il 325 56.00 177.4132920 5.730647e-05
p——w |RINITY DN1264 c0 gl _ il 303 8.00 27.1849693 8.186639e-06
§ == TRINITY DN1239 c0 gl il 297 4.00 13.8670803 4.093320e-06
t——-\z—‘ iu@bielinux[20160804] | ‘ * [ 3:065F %]
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