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Mame TPM Exons Gene ID
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CTC-421K24 1 non 2 EN3GO0000267662
DUSP14 135228 fi ENSGO0000161326
SYMRG 274628 B ENSGO000000GT14
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DDx52 1353114 35 ENSGO0000141141
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1 Summary

Creation date: Sat Aug 11 21:37:50 JST 2018
Generated by: Ozawa

Software: CLC Genomics Workbench 11.0.1
Based upon: 1 data set

s_G1_L001_R1_001 fastg (paired):

16,386 sequences in pairs

Total seguences in data set

16,386 sequences

Total nucleotides in data set

2 384,163 nucleotides

2 Per-sequence analysis

2.1 Lengths distribution

Lengths distribution

% sequUences
P2 ta = =
o o [=] o
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iy [ ]
o [=1

iy
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Distribution of sequence lengths. In cases of untimmed lllumina or SOLID reads it will just contain a single peak.

¥ sequence length in base-pairs
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o Dos Py O D T o e e
7 7 7 7 70
7

sequence length

v number of sequences featuring a particular length normalized to the total number of sequences
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| 1 1
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0 D T e i e
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+1':=] Malecular Biology Tools
+ = BLAST
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Ll Track Tools
+Fﬁ Resequencing Analveiz
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1 Create Combined EM&-52q Report
<[] PGA for RNA-Seq
---é*@ Differential Expression for RNA-Seq
ﬂ Create Heat Map for BMNA-Seq
[0 Create Expression Browser
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[
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Gene- LeveI Expression data
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== HER2-1

- iE HER2-1_small

2T HER2-1 small (GE)
-2 ® HER2-1 small (TE)

=5 HER2-1_small RNASeqg (Reads)
- [E] HER2-1 small RMNA-

Mame Exonz Gene ID EMSEMBEL

BCACH 38.28 67 ENSGO0000132142 EMSGO0000152142

TADA2A 1,260.19 50 ENSGO0000108264 EMSG00000108264

RP11-376E13.4 0.00 2 EMSGO0000267613 EMNSGO00002E7E13

CTC-421K24.1 0.00 2 EMSGO0000267562 EMNSGO0000267562

DUSP14 135228 fi EMSGO0000161326 EMSGO0000161 326

SYMRG 2.746.28 56 ENSGO000000G114 EMNSG00000006114

RP11-697E22.1 0.00 2 ENSGO0000267542 EMNSG00000267542

DD¥E2 1.331.14 35 ENSG00000141141 ENSG00000141141

Transcri pt LeveI Expression data

MHame Gene name Tranzcript .. Exonhs Gene ID Tranzcript ID

ACACHA_] 000 AGACH 952 56 ENSGOOO00132142  EMSTOOD00A53139

BCACHD 0.00 AGAGCH 1469 10 EMSG00000132142  EMSTO000045606S

ACACH B945 AGAGCH 1064 § EMSGOOO00132142  EMSTOO0OD413318

>".qo.qo.q_4 B945 AGAGCH 1064 § EMSGOOO00132142  ENSTOO0OD4 16895

ACACH S 000 AGAHCH 1627 8 ENSGOOO00132142  EMSTOODOD45 1642

ACACH B 1764 AGACH 717 2 ENSGOOO00132142  ENSTOO0OD587545
q report ACACH T 0.00 ACACH 918 2 EMSGZO0000132142  ENSTO0000589665

TADAZA] 200,12 TADAZA 4253 16 EMSGO0000108264  EMSTO0000394395

TADA2A 2 25706 TADAZA 689 § EMSGOOOO0108264  ENSTOO000585341

Mapping data

53700
Brain Reads RNA-Seq (Reads)
105,166 reads

000
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v ATIIERTET. WEIEROLIR—
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Fﬁ Resequencing Analveiz
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-2 8 RNA-Seq Analysis
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é%; Differential Expression for RM&-5eq
ﬁ Create Heat Map for BMNA-Seq
[0 Create Expression Browser

Q) Create Wenn Diagram for RMA-5eq
E.?) Gene Set Test

EEI--@ Microarray and Small BEN& Analveiz
EEI--@ Epigenomics Analwsis

EEI--EE De Mova Sequencing

L ek flows

-5 Legacy Toals

PCA for RNA-Seq :
. EMDDOHM (Principal Component Analysis)

Differential Expression for RNA-Seq :
- FRIRZENE( T O

Create Heat Map for RNA-Seq :
o ZIRFTBEEISTAF IR EE— MY TVER

Create Expression Browser :
o BIRET-ADFEUINDIER

Create Venn Diagram for RNA-Seq :
o FHIRZIMELFYRNDRIEER

Gene Set Test :
o FIRZTHEL T DOHERERRAT
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Y—)LiER DTN Filgeng

biosciences & nanosciences

RNA-Seq Analysis

« RNA-SeqRIRET—YDHUE

Create Heat Map for

Differential Expression

PCA for RNA-Seq
o J3RFVJEE— Y TVERL - FIRZENEET o ERRDDMN

RNA-Seq

for RNA-Seq

Create Venn Diagram Create Expression

Gene Set Test EToneer

for RNA-Seq
o NUEERK o B THERERRAT o FIRT-HUZAMERK

v PCA for RNA-Seq, Differential Expression for RNA-Seq, Create Heat Map for RNA-Seq
D3Y—=ILTl& TMMAICKD, B2 TIVEIOT—ADIERENBEE TITHNS
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PCA for RNA-Seq Filgen

biosciences & nanosciences

v FRIRET-42AVT. EIOH (Principal Component Analysis: PCA)
ZITOIESHDY )

v JOYNT—490. 2DE3DERRIHTIE

v HEHUSHBEMIT TRV, BTN AIT =0T ) —THFEEHRICEDE. TOVMNEEDFUL
TOZERTRNEIEE

=

PC 2 (13.8 %)

aaaaaaaaaaaaaaaaaaaaaaaa

poE
T T T T T T T T T T
-30 -20 -10 0 10 50 60 70 80 90
|DI=?“J BREE—x10 O E
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Differential Expression for RNA-Seq

Filgen¢

voicana ot

f
0
lags fuis changs

biosciences & nanosciences

v FEIRET-42AVT. YO TIBORIRZEINEEF
AT AT DY — I

v BYIIEIORIRZENZ <9I Fold ChangetPiEN
StEEN. RIRZEETGTFDI IV TRV —
JT0y ML BRRNETHEE

v TrackZzTRDFR, W@@K%é(g% =, ZEEFZ
BERIFUTERFRNE]

) Match any @ Match all 2
Fold change  » | 3= -2 B
P-value -[< T x|
Rows: 218 Tahle vigw: Homo sapiens ‘ =
Mame Chromosome RFegion Max group mean Log: fold chanee  Fold chanee P-value FOR p—value Bonferroni
ARLAC 17 complement{37313147.37323737) 1573 a.10 858 022 0.G2 100~
RPE-906A24.2 17 37320643.37333766 5.77 -289 -141 035 0.7 1.00
CAGNEI 17 complement( 37329709 57553956) 196.36 n7a 166 021 062 1.00
RPL14 17 37356636.97360980 20,261.54 -154 -2 021 0.62 1.00
STACE 17 complement({37366739.37382128) 2,154.08 3.848 14 57 2G0E-4 0.0 (.06
RP11-690G19.4 17 37394719.37407071 195 -289 -141 035 0.7 1.00
RP11-690G19.3 17 complement{ 374085897 37410550 0.0 MNaM Mal MaM MNaM MNaM |=
FEXL20 17 complement(37415384 37558776) 81784 -186 -340 8.22E-3 012 1.00
ACON5288.1 17 complement{37453658 37453742) 0.0 Mah Mah Mak Mah MaM
CTB-131K11.1 17 37h58046.37562486 184.19 -141 -26 no? 040 1.00
MED 17 complement( 37560538 37607539) 4118.41 -205 -4.13 no4 0249 1.00
CDK12 17 FTGH17TELATTA1160 3.362.32 -2.36 =613 INIE] 0.24 1.00
RMUE-951P 17 complement(37638739.37638843) 0.0 Mah Mah Mak Mah MaM
RMUB-233P 17 complement( 37702367 37702407) 0.0 NaM MNal MNaM MNaM MNaM
MEURCD?2 17 complement( 37759788 37766030) 971 -156 -2495 027 0.0 1.00
ACOET4N2 17 37T708G6.477T8T6E 28.82 -0.74 167 057 0.93 1.00
FPPIRIE 17 37782993.377924879 8.905.23 -266 -6.33 noa 024 1.00
STARDS 17 37793318.87819737 3,669.46 -240 744 909E-4 0.03 [
TCoAR 17 37R20440,27822808 166,31 -245 —H46 332E-3 009 [P 20
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Differential Expression for RNA-Seq

Filgeng

[

P
[E} Differential Expression for RNA-Seq

) Experimental dezien and comparizons
1. Select expreszion tracks

2. Experimental desien and
comparisons

Experimental desien L

Metadata table

| E Samples Iﬁ

Test ditferential expreszion due tul Factor 1 (zample) |@
Ty

While contralling for (Mathing =elected) dh

Comparisons
() Across eroups (ANOWA-|ike)

@ All group pairs
() Aeainst control eroup

Contral eroup |tMothing selected) &

MNext_ || Finish

[ Previous |[

RN

biosciences & nanosciences

\

A5F 55T

/

DIV-T55EI4—)LR

Y— JERADR(E. HE5IUHA > h—
J4—=)IVRZIETETD

v

ML TBWXIT =47 ILE T=TIROF—E32T I —-T %A
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Create Heat Map for RNA-Seq

Filgen

biosciences & nanosciences

v EBHET-ZAVT. ZIRTTREERL ISRV I ZITV, b= NRYITRRZITIYV-IL

v RIRZ &7 R I BT (EREDELEFIANS

gBENT]EE

v HANMUSBEERIFTEWE, BTN AIT =D ) — T 534

feaNIVZRRD BT EE

- s S " L —-——
o AlsiannsfasllsslutnsnlannalanllenlfaatantannalalinensleRaniaainan
- - " - L L L - ' - —-—— - - L l XT- X
frah mgun ST T 1 P T T T T T T T T I T T Y ™
" ~ . .

B £5§‘€$5§££5¥£££§‘£§¥¥££§£~'££!£’£
vt vt ai vt st st vt v b vt vt st st vt vt sttt vivE sl vt v st it vt sl st vt vt s i vt st vt vt st st ot vt sl s et vt sl s vt vt st vt st vt vt st vt st sl vt it ni vt
COOCGOOGCOO0CO0CSOOGOOO0OO0GLOGCOOGCOOGSOOCOIGGCOAGOOACOICOOOQGIOGIOOGOD
DO D e O O DD O T I e D O D O TP O D E e T DO DD O DIC D O CCDOO DO ET DO C T DO DDO D

OO D IO MO O SOOI N OO < DTV o VNN O YD
e e D L e ¢ S e

D -
waﬂ\/ J:Gﬁrb-‘-h}'\bﬁn—‘\ln“ﬂ ShCDANVS Av.v‘\b ke m—--—uwa VAN UV T BO B A SCEN WD B DD\ e ST
[Tanlar sl sannaanleaalsnaaldaaals 12‘<\:\:~M Al sl sanlraalanaalslnaalsaala sl daanalaaaaaaal

—ill 712
——Strdk
— G2 IMetadata layer #2)
>
,:,‘:r;: W Pestconceptios
——Arpul® B reatpartum
Wik p;
—r LA

L fran reglon
Vetadala beper #1)
Cerebeburs
B Hypotheiamus

PR ocampus
B Neocsrex

ArflS
{—flv’v\fl\
Eoha7?
Wgapl
~—Sermata
Pepl
Crifl
——Prol
Sigalld

ZENDBILFOHEERLT, FETZET

RIGIRICEDE, Y2 2B DL

Heal map
Samples
Features
Text format
Metadata
¢ Legend font seitings
* Metadats Layers
» Metadata layer 21

Beain region a
8 Show legend Show layer names
Layer thickness
D Corebellum
Bl vy potralams
B Hippocampes
Il Neocones

* Metadata layer 22

State V]

8 show legend Show layer names

Layer thickness
B Fostconception
B Postpeetum
B vron

 Metadata layer #3
Hide this layer %
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Create Heat Map for RNA-Seq

[EY Create Heat Map for RNA-Seq

=

Set parameters
1. Select at least two

expression tracks

2. Set parameters

Distance

@ Euclidean diztance
1 Manhattan distance

1 - Pearson correlation

Clusters

) Single linkage
) Average linkage

@ Complete linkage

Previous | i

-

Filgen

biosciences & nanosciences )

[E Create Heat Map for RNA-Seq

Set filtering
1. Select at least two
expreszion tracks

2. Set parameters Filter settings

3. Set filtering

Keep fixed number of features
Fixed number of features 25

Minimum countz in at least one sample |10

Filter by statistice
Statistical comparizon
Minimum absolute fold change |15
F-walue
2) FDR. p—walue
Bonferroni

Threshold 004

Specify features
Feature track

Keep theze features

(2 (5]

Filter zettings | Fixed number of featur.. |

Previous ] i

et

NW— y——

v IGA=BELT, 3RV T D7 N TV LT =D TNV TR E AT
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Create Expression Browser Filgen

biosciences & nanosciences

Differential Expression for RNA-SeqV—)l TYERUTEREIRZENERTT — & . RNA-Seq
OFIRT —AZHEUIUA M2 ER T2V -1

Gene OntologyREDELFHEEEY /T —2 307 —FBEIFICRREE. S EFT —AR—=AND
U>J6ERB]EECRD

¥ Expression Browser Table Settings
Rows: 17,490 Expression Browser Column width o
Feature information (]
Name Identifier Database Database identifier Database symbol Statistical comparison &
Annotation =
CR44667 FEgn0255878 -
CG30025 FBEgn0050025 FB FBgn0050025 CG30025 proteolysis (FB:FBrf0148885 [155] FB:FBgn0010358) (FB:FBrf0208688, PMID: 19546153 [ISM]) [ Feature D
CR43794 FBEgn0254338 Database
PGRP-SC1b FBgn0033327 FB FBgn0033327 PGRP-5C1b defense response (FB:FBrf0133282, GO_REF:0000097 [NAS]) Database identifi
detection of bacterium (FE:FErf0 130987, GO_REF:0000099 [NAS]) atabase inentner
innate immune response (FB:FBrfl179457, PMID: 15193956 [TAS]) Database symbal
eptidoglycan catsbolic process (FB:FBrf0159028, PMID: 17496260 [IDA]) ]
CG43303 FBgn0253250 FB FBgn0263250 CG43393 biological process (FB:FBrf0159388, GO_REF:0000015 [ND]) 7] Qualifier
CG7744 FBan0034447 GO biological process
dap FBon0010316 FB FBgn0010316 dap G1/5 transition of mitotic cell cyde (FB:FBrfl086753, GO_REF:0000097 [NAS])
cell cycle arrest (FB:FBrf0 174215, GO_REF:0000002 [IEA] InterPro:IPRO3175) GO cellular component
learmarium -derived oocyte fate determination (FB:FBrf0155699, PMID: 12535841 [IMP]) FR Y = Frer
histoblast morphogenesis (FB:FBrf 194691, PMID: 17165923 [IMF])
mitotic cell cyde (FB:FBrf 193620, PMID: 17055987 [IMPI) Database object name
negative requlation of G 1/5 transition of mitotic cell cycle (FB:FBrfd 187405, PMID: 15809035 [IMP])
neqative requlation of cell cyde (FB:FErfil125237, PMID: 10684581 [TAS]) (FB:FBrfd2138 13, PMID: 21548953 [IDA]) S
neqgative requlation of protein dephosphorylation (FB:FBrfd091107, PMID:8980229 [IDA]) (FB:FBrfl031210, PMID:8380230 [IDA]) Database object type
oogenesis (FB:FBrfl 167269, PMID: 14616073 [TAS])
open tracheal system development (FB:FBrfl125237, PMID: 10684531 [TAS]) Taxon ID
regulation of cydin-dependent protein serine /threonine kinase activity (FB:FBrfl167269, PMID: 14616073 [TAS]) Foiz
requlation of protein kinase activity (FB:FBrf0167269, PMID: 14516073 [TAS]) .
sensory organ development (FB:FBrfl 161750, GO_REF:0000098 [MAS]) Assioned by
zensory organ precursor cell division (FB:FBrf 187442, PMID: 15829522 [IMF])
ventral cord development (FB:FBrfd229273, PMID: 26032715 [IMP]) [] Annotation extension
Ir60d FBan0259187 FB FBgn0259187 Ire0d detection of chemical stimulus (FB:FBrfl206496, PMID: 19135896 [ISS] FB:FBgnD038783) [ Gene product form D
Jabba FBan0259582 FB FBgn0259582 Jabba biological process (FB:FBrfi159398, GO_REF:0000015 [ND]) —
Select Al
dpa FBon0015329 FB FBgn0015529 dpa DMA endoreduplication (FB:FBrfil 124359, GO_REF:0000106 [MAS]) Deselect All
DMA replication (FB:FBrfl167269, PMID: 14616073 [TAS]) (FB:FBrfl 105495 [[S5] UniProtikE:P 30664) (FB:FBrfi 105495 [155] UniProt:f
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Create Expression Browser

Filgen

biosciences & nanosciences

Canis lupus familiaris (rna)
GO Annotations
EBI

Homo sapiens
GO Annotations
EBI

Homo sapiens (complex)
GO Annotations
EBI

1 3 (3 non-lEA)

19035 354514

(272549 non-IEA)

71 145 (85 non-IEA)

9/19/2016 README
9/19/2016 README
9/19/2016

goa_dog_rna.gaf.gz (937 b)

goa_human.gaf.gzj(s mb)

goa_human_complex.gaf.gz (6 kb)

.
[ Create Expression Browser

1. Select expresszion tracks
2. Select additional data

3. Result handling

Select additional data

Additional data (optional)
Statiztical comparisons A5, | TNBGC w=. HER2

Annotation resource BS |eca_ human zaf

Rezet

Help ] [

Previous ] [

Mext Finizh

Gancel

B B

v the Gene Ontology (http://geneontology.org/page/download-annotations) Y4 b5,
EMECLOEGTRIRFATREY )7 —-23>J71 )V &59>0—-RalgEL. 7)7—>3a> U TERTIEE
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Create Venn Diagram for RNA-Seq Filgeng

biosciences & nanosciences

@, *Venn Diagram X

v' Differential Expression for RNA-Seq¥V—Jl
'C4’EESZLJR%¥E BYERAT T — A7 EE Y MO
T.7— 9F5'10)1§4E?0)§?§73t7i§?/\/.0)4’l5
172V —)

Statistical comparison track 2 (11318)

v RYK| FTFold Changet®PEDRIEZZEL. @
BEERZVTIVIA LA R RN ] EE

v RO EOEREOIVIZEIRIBIET., 3%HT "
BB FT 925 (CHEN 0] EE

Statistical comparison track 4 (11283) Statistical comparison track 3 (914)

@EE =
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Create Venn Diagram for RNA-Seq Filgeng

biosciences & nanosciences

|» Wenn Diagram Settings
Layout | =
Label circles
DGRP-370 vs. DGRP-320 (161) 7] Show counts
Area-proportional Venn diagram
Data | =
[_1 | DGRP-320 vs. DGRP-93 + |
DGRP-370 vs. DGRP-83 _~
[ [DGRP-370 vs. DGRP-3.._+ |
Iml:isculute fold change
—— 151]
Max. p-value
{
_Text format | =
Text size E]
s 2
Bold
DGRP-320 vs. DGRP-93 (136) DGRP-370 vs. DGRP-93 (57)
@EE M NEE|=o o 7=

v Venn Diagram Settings®DatalEBh'5. BT —IDELFIMHZ A Z2I8TE DI HE .



Gene Set Test Filgeng

biosciences & nanosciences

v' Differential Expression for RNA-SeqV—IL C{ERL U RIRZ ENVERAT T — 92 AWV T. T

IREIE L FREOIEEE#TZ1TOY

Y—)LDERIC(E. Gene Ontology|B#z S AICIBIE FHEEET

=)l

T—INE

V)Tr—>3>7—

G0 term Dezcription Ccocurrences in all genes Occourrences in subset  P-values FDR p-value Bonferroni

n0agav EREE signaling pathmay 2 2 3.09E-3 1.00 1.00
n03gias EREE? zignaling pathway 2 2 3.09E-3 1.00 1.00
DOGO2GD regulation of franzcription initiation from BMN& polymeraze I promoter 2 2 J09E-3 1.00 1.00
2000142 regulation of DHA-templated transcription, initiation 2 2 3.09E-3 1.00 1.00
noog417? regulation of tranzlation 3 2 901E-3 1.010 1.00
ooz 167 enzyme linked receptor protein signaling pathway 3 2 901E-3 1.00 1.00
ooz 1649 tranzmembrane receptor protein twozing kinaze zignaling pathmay 3 2 901E-3 100 1.00
0043254 regulation of protein complex assembly 4 2 nn2 1.00 1.00
aoindea regulation of gene expression M| 4 nnz? 1.00 1.00
2000112 regulation of cellular macromolecule bioswnthetic process 22 4 nn2 1.00 1.00
ooo9gag reeulation of biogwmthetic process 23 4 0.03 1.00 1.00
0010656 regulation of macromoleculs biogynthetic process 23 4 0.03 1.00 1.00
0031326 regulation of cellular bioswnthetic process 23 4 0.03 1.00 1.00
no1neE0g posttranscriptional regulation of sene exprezgion b 2 0.03 1.00 1.00
0034248 regulation of cellular amide metabolic process b 2 (INIE] 1.00 1.00
noa1171 regulation of nitrogen compound metabolic process L 4 nna 1.00 1.00
0051128 regulation of cellular component organization 14 g nn4 1.00 1.00
no4nnd regulation of locomotion fi 2 n.04 1.00 1.00
2000145 regulation of cell motility i 2 (INIE! 1.00 1.00
0006357 regulation of transcription from BNA& polvmeraze I promoter 15 3 0.04 1.00 1.00
0060255 regulation of macromolecule metabolic process 28 4 0.06 1.00 1.00
oogonan regulation of primary metabolic process 28 4 (NI 1.00 1.00
01ne29 negative regulation of gene expression 7 2 006 100 1.00
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Gene Set Test

Filgen

[ Gene Set Test

it

Annotation testing parameters

. Select a Statistical
Comparizon Track

ra

. fAnnotation testing
parameters

Select GO annotation table

GO A& lE goa_human gaf

@ GO bislogical process

(71 GO molecular function

(71 GO cellular component

Exclude computationally inferred GO terms
[] Allow gene name synonyms

Ienore gene name capitalization

Previous

o

biosciences & nanosciences

[E Gene Set Test

I

. Select a Statistical

Comparizon Track

. fnnotation testing

parameters

. Filtering parameters

Filtering parameters

Define exprezzed subset
Ienore features with mean RPEM below (5.0

Minimum abzolute fold chanee 15
) P-value

@ FDR p-value

(7 Bonferroni

Threshald 0.05

Previous

v IGA=ALLT. Gene OntologyBERELF DI T RE=ZITD
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PEWVEDLEL : 4IRS
TEL 052-624-4388 (9:00~18:00)
FAX 052-624-4389

E—mail: biosupport@filgen jp
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