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i= ERR277212.R1 (paired)

20
|
ERR277212.31 ILLUMINA-3BDE4F_00 ATGCAGCGCGCCTGATGGCTCGCTACG

MR M ANEORAANON.O

20
|
ERR277212.31 ILLUMINA-3BDE4F_00 CTTATCTGCAGCGCCTGGAAGAGGCCG

oo NOAOCOAnACnn

f= ERR277212.R1 {paired, trimmed pairs

20
I

ERR277212 31 ILLUMINA-3BDE4F_00 ATGCAGCGCGCCTGATGGCTCG

IO AAAAAACAT

20

1
ERR277212 31 ILLUMINA-3BDE4F_00 CTTATCTGCAGCGCCTGGAAGAGGCCG

I

=5 Ma ppgg_ reads-ERR277212.R1 (paired)

188,580 1eas 000 198029 12898
' ¥ i

Magoed reats- -
ERR2ITA41.M (paired) =
751250 rads
GGCGTTGGAAGCOEACGEETGGEACACCEECCTGATGETGCT TGETACGCAAAAGECECAAGAGG T
ATCTGETATCGETTACGETCATCOCECCAACEREGTTEEAAGCEE

ATCTGGTATCEGTTACGETCATCGCGCCAACGEEGT TEGAAGCEGACGECTOGEACACCEECET

TATCGGTTACGGTCATCGCECCAACGECETTEEA.

CTTACCETCATEEE

ORIE>D

Bl = Trim Reads

QXY E>D

1= ERR277212.R1 (paired, trimmed pairs

20
|
ERR277212.31 ILLUMINA-3BDE4F_00. ATGCAGCGCGCCTGATGGCTCG

MMM COOMANona0T

20
|
ERR277212.31 ILLUMINA-3BDE4F_00 CTTATCTGCAGCGCCTGGAAGAGGCCG

IO OONOAaa

B =% Map Reads to Reference

Mapped_re
ERRITTLRI [paired)

751,250 ronds
T

GGCG:
ATCTGGTATCGGTTACGETCATCGCECCAACEEEG

SNPiRH

| % Basic Variant Detection

Chromosome Region Type Ref. Alle. Ref.
NZ_CPO14971 10536 .. Inser.. - T
NZ_CPO14971 13751 SNV C T
MZ_CPO14971 16548 SNV C T
NZ_CPO14971 20304 SNV C T
NZ_CPO14371 43355 SNV T C
NZ_CP014971 92398 SNV T G
NZ_CPO14971 100693 | SNV C T
NZ_CPO14971 131693 SNV T C

188,580

GCGG

No
No
No
No
No
No
No
No

1eas 000

Len..

A Y

ATCTGGTATCGGTTACGETCATCGCGECCAACGEOGT TEGAAGCEGACEECTEREACACCEECET

Zyoo..
Homo...
Homo...
Homa..
Homo..
Homo...
Homo..
Homo...
Homa..

Filgen
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198029

S EGGCETGATCRTCOTTGCTACGGA

Cou..

12
21
18
18
15
21
11
13

SATGCICCTIC
GGACEGCTGEEACACCEEOCTGATGETECT TEETACGCAAAAGGCGCAAGAGET

Covn

12
21
20
20
15
21
11
13

=T Ma pped_reads-ERRZ77212R1 {paired)

Fre..

100...
100...
90.00
590.00
100...
100...
100...
100

12098

AAGCGGACGECTGGEACACCEECCTEATGETGCT TGETACGCAAAAGGCCCAAGAGET
A

GECGCAAGAGET

Pro..

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

Far..

5
11

=

BEE Viariants passing_filters-ERR277212.R1 (paired)
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Sequences Trim adapter list

i) Trim Reads

Trimmed Sequences | Trimmed (broken pairs) | Discarded Sequences | Report

J c
| m) = Trim Map and Detect SNPs

=% Map Reads to Reference

Reads Track | Read Mapping | Mapping Report | Unmapped Reads

T~

Read Mapping or Reads Track Restrict calling to target regions
Tl Basic Variant Detection
‘ariant Track ‘Variant Table
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i ERR277212.R1 (paired)

20
I
ERR277212.31 ILLUMINA-3BDE4F_00 ATGCAGCGCGCCTGATGGCTCGCTACG

0

x

|
ERR277212.31 ILLUMINA-3BDE4F_00 CTTATCTGCAGCGCCTGGAAGAGGCCG

[MOPonCCAA A CRONCaa

]

Sequences | Trim adapter list

i) Trim Reads.

m

Trimmed Sequences | Trimmed (brcken pairs) | Discarded Sequances | Report

Reads | References | Masking track

=Z Map Reads to Reference

)

Reads Track | Read Mapping

Mapping Report

Unmapped Reads

Resd Mapping or Resds Track | Restrict calling to targst regions

T54 Basic Variant Detection

m

Variant Track

‘ Variant Table

Variant Track

== Trim, Map and Detect SNPs

OMUE>Y
QRvE>D
B SNPIRHL

Chromosome

NZ_CPO14571
NZ_CPO14971
NZ_CPO14371
NZ_CP014971
NZ_CPO14571
NZ_CPO14571
NZ_CPO14871
NZ_CP014371

Region
105364
13751
16549
20304
43355
92398
100693
131693

Type

Inser..

SNV
SNV
SNV
SMHW
SNV
SNV
SNV

i e aala ik

Alle..
T

A A - - -

Ref..

Mo
Mo
Mo
Mo
Mo
Mo
Mo
Mo

Len..

ZY00.
Homo..
Homo..
Homo..
Homo..
Homo..
Homo..
Homo..
Homo..

CoUw

12
21
18
18
15
21
11
13

v

12
21
20
20
15
21
11
13

Fre..

100,
100....
90.00
90.00
100
1040...
100....
100....

Pro..

1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
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BEE Variants passing filters-ERR277212.R1 [paired)
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Readld1 Trimmed
Readl2_Trimmed

B =P Trim Reads »

i= Readl00 = F:E.a|:I1 Trimmed
B Batch

Batch®— RZONICUT100fEDT—5ZIBEIT DL, BB TIST—HIDI00E NI =T ZITD,

—>1EIEITIT BT TLIWN,



CLCD) Cw F e Filgeng

NUS>H, RyESS, SNPRHELIZWU— RFE— 551008531588
ZNTNOTRZ100EEITTZDE. & THEAZ,

Readd HEE SRP istD0
Readll:  pmml & 7rim Map and Detect SMPs - HEE SHP ist(02

Read100 HEE SNP list100
B Batch

Batch®— RZON(CUTI100BlD—FZIEFEIT DE. B TI—FI DU T -
JwvE>D - SNPEREEITD.

—>1EIEITIT BT TULIWN,
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ECOYU—RIEHULT. ACUIT7 L > RAEHzEDinadfHE.

&ICYUIJ7 L > XES%Z 1 EIEFE U T,
ZNICRY— RF—AIDIY E T HEEDIRTTETTULIWN,

[11 T Waorkflow Input

\

Sequences Trim adapter list

i) Trim Reads Bl

TrimmE—djE-E—quenDE Trimmed (broken pairs) | Discarded Sequences | Report .ET Rea 1 ”3. SNP_'IStOO]
i= Read002 Tri %, SNP_list002

Reads References Masking track . & l”m' Map and Deted SNPS - . -

=& Map Reads to Reference El :: Readl100 ”3. SNP_||5t100

Reads Track | Read Mapping | Mapping Report | Unmapped Reads BatCh

Read Mapping or Reads Track Restrict calling to target regions

% Basic Variant Detection

BERANDERRBIETT, PTOLIZEE—# (HRREERE)

[

Wariant Track | Wariant Table

Variant Track
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(4§IJ) Sequenc | Trim adapter list
= Trim Read
Read001~Read020 : YT 7 L > XAICNY E>T U TSNPIRE 7= ved Seauences | Repor

Read021~Read040 : UJ 7L >ABICY W E>Z L TSNPI&RH
Read041~Read060 : J I 7L > XCICYwE>Z L TSNP =5 Map Reads to Reference
Read061~Read080 : YT 7 L > ADICNYY E>ZD UTSNPERH,  [Feeseres: | messverer
Read081~Read100: UJ 7L > XEICNYE>Z L TSNPEH T—— 4

ANECRU T, RTPSZEERBBEHBEMRREFRCIR SN

SHEERESHIBELSS. {
Variant Track
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Test Test Control Control
Read001 Read002 Read003 Read004
. N |\ N 4

REEE RREFE RREFE RREFE

Les

4

TESRDLT - BRDIERSE

—ARE IRV, B D—2oJO0—"TTIIMIS TSR0,
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QCFI vy
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—REEUTIYYE DT UIEWI D7 L ANERDIHE(F L DIEH.
EDV—RZEDUT7 LAYV EDT TNV I NI T (CBRADINEND D,

(4§IJ) Sequenc | Trim adapter list
= Trim Read
Read001~Read020 : YT 7 L > XAICNY E>T U TSNPIRE 7= ved Seauences | Repor

Read021~Read040 : UJ 7L >ABICY W E>Z L TSNPI&RH
Read041~Read060 : J I 7L > XCICYwE>Z L TSNP =5 Map Reads to Reference
Read061~Read080 : YT 7 L > ADICNYY E>ZD UTSNPERH,  [Feeseres: | messverer
Read081~Read100: UJ 7L > XEICNYE>Z L TSNPEH T—— 4

ANECRU T, RTPSZEERBBEHBEMRREFRCIR SN

SHEERESHIBELSS. {
Variant Track
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Read001
Read002
Read003
Read004
Read005

Reference01(lcYwv E>SD

4

Read006
Read007
Read008
Read009
Read010

Reference02(cIwv E>D

4

ZHEEH
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dinl

Read metadata

| b

Name

ReadO0]
Readl0?
Readl03
Readl04
Readl05
Readl0B
Readl07
Readl08
Readl04
Readd10

= R = R R

OYU—RF—HICHFTDAIFT—H

B
Prefecture
bichi
Mie
Mie
Gifu
bichi
Mie
Gifu
Gifu
bichi
bichi

ity read_metadata

I
Reference
Referencell
Referencelll
Referencell
Referencelll
Referencell
referencel?
referencel?
referencel?
referencell?
referencell?

biosciences & nanosciences

EAIC2DDAIFT—FZAB L. 1 2ih— T DIREN DD,

Reference_metadata

o
| Reference
¢ Referencell
3 referencel?

E reference_metadata

Q@QUI7 L 2RFT—HCH T DAIFT—H

=
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Re=ads ‘ References | Masking track

=g Map Reads to Reference

Resds Track | Read Mapping | Mapping Report | Unmapped Reads

N

Read Mapping or Reads Track | Restrict calling to target regions
% Basic Wariant Detection
Variant Track | Variant Table

Variant Track

FI(IU-—REVUTF7LRICHIET Blnput2DE. ZOMOERZALE
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biosciences & nanosciences

Rezads | References ‘ hasking track

=F Map Reads to Reference

Reads Track | Read Mapping | Mapping Report | Unmapped Reads

')
Read Mapping or Reads Track | Restrict calling to target regions
% Basic Variant Detection
Variant Track | Variant Table

IRICHITHEBERD1 DD TH D Tterate" =L iE
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P Configure lterate >
L

Settings
1. Settings (lerate)

Settimgs

MNumber of coupled inputs |2
Error handling Continue workflow if possible ~
Metadata table columns

Primary input channel Imput 1~

Help Reset Previous lext Cancel

Number of coupled inputsz2"&9 3,
(Read &ReferenceM2i&3ED T — S Z DT TZLN)

Filgen

biosciences & nanosciences
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N,

Input 1 Input 2

Cutput 1 Cutput 2
Reads | References | Masking track

Unmapped Reads

=g Map Reads to Reference

Mapping Report

Reads Track ‘ Read Mapping

E |
Read Mapping or Reads Track | Restrict calling to target regions

% Basic Variant Detection

Variant Track | Variant Table

XD KD (CHRTHES & TThk
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biosciences & nanosciences

P wWorkflow X

Select sequencing reads
1. Choose where to run

© select from Mavigation Area
2. Select Workflow Input

O Select files for on-the-fly import:  CLC Format
3. Selact Workffow fnput (2}

Mavigation Area | Reference Data Selected elements (10)
4. Configure batching Q> |<enter search term> = S Reado01
. ﬁ ingl I Readdd2
5. Result handling ﬁ sn_'n; EFE:EA . Ss0720 Readnd3
) mlcrp _SEminar_ Rea
6. Save location for new seminar_241212 Read0s
i i - i
elements -5 seminar_250730 ———
Readdd7
ReadDd08
Readdd9
Read1d
-G CLC_Data2
E—J--E@ CLC_References
-5 Metadata
& Genomes
Homo_sapiens_hgl9-2022-09-15
B9 Caenorhabditis_elegans-2023-04
(] Batch
Help Reset Previous Mext Finish Cancel

FIFETOY— R —HFZER
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biosciences & nanosciences

P wWorkflow *

Reference sequences or genome track
1. Choose where to run

©Q select from Navigation Area
2. Select Workflow Input
O Select files for on-the-fly import:  CLC Format
3. Select Workflow Input (2)
Mavigation Area | Reference Data Selected elements (2)

XE Referenced2
XE Referenced

4. Confgure bBatching

Al

Q- | <enter search term>

5. Result handling E-E3 single_cell
5 microRNA_seminar_230720
6. Sawe location for new t ﬁ seminar_241212
elements =B seminar_ 250730
Read(1
Readdi2
Read03
Readl4
Read05
Readd06
Readdd7
Read08
Readd09
Readd10

[#-FF CLC_Data2

E—JE@ CLC_References

=87 Metadata

EIE‘ Genomes

[ Bateh

Help Reset Previous MNext Finish Cancel

RICIARTDOUT7 L RFT—F%ZiER
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biosciences & nanosciences

E Workflow

1. Choose where to run

2. Select Workflow Input

3. Select Workflow Input {2)
4. Configure batching

5. Bafch overview

6. Result handiing

7. Save location for new
elements

Configure batching

Define batch units
Use organization of input data
© Use metadata

Select metadata

For Waorkflow Input E read_metadata

For Waorkflow Input (2) E reference_metadata

Iterate

Primary input Workflow Input
Define batch units using metadata column Mame

Match Workflow Input and Workflow Input (2) using Reference

Mext

ﬁﬁ} BRI (O I — LAY T — R IETE

o AT —ATHEDIR UOBEMEIEE
Solld. U— R E(CSNPEEMIZFR DR T DT,
) — REHEZFRINamed| =Ii5E

o ) IF LD REY— REDIFDIZHDYZIEE
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P Workflow *

Batch overview
1. Choose where to run

Iterate lterate
2. Select Workflow Input [batch units from: Name) (matching on: Reference) Workflow Input Waorkflow Input (2)
Readld1 Referenced Readld Referenced
=5 EEaRl T TR Read002 Reference0 Readd02 Referencedl
4. Configure batching Readdd3 Referenced Readll3 Referenced
Read(04 Referenced Readdi4 Referenced
5. Batch overview Read05 Referenced Readdds Referencedl
Readdd6 Reference(2 Readll6 Referenced2
6. Reswt handling Readdd? Referencel2 ReadddT Referencel2
. Read8 Reference(2 Readd8 Reference2
T TR D ey Read00a Reference(2 Read00g Reference(2
BTG Read010 Reference02 Readd10 Reference0z
Only use elements containing:
Exclude elements containing:
Help Reset i Previous Mext Finish Cancel

U—REUT7 L2 XDMITER D DRVDVEHESR
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B —REDWT, BFRIESEZA8 LR, ER=Z1TI5HE.

Test Test Control Control
Read001 Read002 Read003 Read004
. N |\ N 4

REEE RREFE RREFE RREFE

Les

4

FERDMNH

—ARE IRV, B D—2oJO0—"TTIIMIS TSR0,
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dinl

ERIC AT —HZHBL. 12K— T DdRENDD,

o B
Name Group
ReadlOl Test
ReadllZ Test
Readll3 Control
Readlld4 Control

£ = O o —

ﬁ read comparison_metadata
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Sequence Reads

Reference sequence

Sene track

mRMNA track Spike-in controls

!_E RMA-5eq Analysis

Gens Expression Track | Reads Track | Transcript Expression Track | Unmapped Reads

Report

Expression Data

%ﬁﬁ Differential Expression for RNA-Seq

Statistical Comparison Tracks

Statistical Comparison Tables

X9 (IR BERZAE

Filgen

biosciences & nanosciences
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biosciences & nanosciences

Inputs

Cutputs

Sequence Reads Reference sequence Gene track mRMNA track Spike-in controls

!_E RNA-5eq Analysis

Gene Expression Track | Reads Track | Transcript Expression Track | Unmapped Feads

Input
Cutput

Expression Data

Report

&ﬁ Differential Expression for RNA-5eq

Statistical Comparison Tracks | Statistical Comparison Tables

DZ(C. RNA-seq Analysisz"Iterate” &”Collect and Distribute” TlEEE
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biosciences & nanosciences

00 s
7

Y . “Iterate” &"Collect and Distribute” C
:I;:I':-Eseqﬂi:alysis. ETENCE sequence ne: ras m B plEe-in con D > }%intgl}ﬁb\’ F; D ﬂén% o

Gene Expression Track | Reads Track | Transcr ipt Expression Track | Unmapped Reads | Report "%Di}zbgBﬁd)ﬁg*ﬁb\\élﬂ (:;(\:I' L/T,%g
TUZB., BfiofeT—5ZRDY—)L
[CANT D,

T

Expressiocn Data

%# Differential Expressicn for RNA-Seq

Statistical Comparison Tracks | Statistical Comparison Tables

Statistical Comparison Tracks

XD KD ICKEITHS
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E Workflow

1. Choose where to run
2. Select Workflow Input
3. Configure batching

4. Bafch ovendew

5. RNA-Seg Analysis

6. Differential Expression
for RNA-Seq

T. Resuwit handling

8. Sawe location for new
elements

Select sequencing reads

o Select from Mavigation Area

() Select files for on-the-fly import:

Mavigation Area | Reference Data

Q- | <enter search term>

CLC Format

-

o= .
single_cell

E-E5 seminar_241212
B seminar_250730

E read_metadata
E reference_metadata

R = =

&[5 Fusion Detection Using Qlaseq
H ﬁ De Nowvo Assembly Using Long F
Example Datax

£5 microRNA_seminar_230720

[ Batch

o

Selected elements (10)

Readl01
Read(02
Read(03
Read4
Read05
Readl06
Readl07
Readl08
Reada
Readd10

MNext Finish

V- R —YZEEITD
("Batch"A 7= 3 2 (HEE LAWY

Cancel

Filgen
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P Workflow X

Configure batching
1. Choose where to run

2. Select Workflow Input

3. Configure batching

4. RNA-Seq Analysis Define batch units
5. Differential Expression I_J Use organization of input data

for RNA-Seq © Use metadata
6. Resu't handling Select metadata

read_metadata ]

7. Save focation for new E = Eﬁ ﬁ

elemenis [terate

Define batch units using metadata column Mame w
Help Reset Previous Mext Finish

Define batch unitsT”"Use metadata” =&k U.
) — RWNE I IEDEHRZELR U ASTFT—SF=ZIBTE
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E Worlkflow

1. Choose where to run

. Select Workflow Input
. Configure batching

. Batch overview

. RMA-Seq Analysis

. Differential Expression
for RNA-Seg

. Resut handling

. Save localion for new

alements

Help Reset

RMA-Seq Analysis

Configurable Parameters
Reference sequence *o Homo_sapiens_sequence_hg19_chr17
Gene track :;'>,E Homo_sapiens_ensembl_v74_Genes_chr17

mRMA track ::>F Homo_sapiens_ensembl_v74_mRMNA_chrl7

»  Locked Settings

B B B

Previous

Finish Cancel

E Worldflow

. Choose where to run
. Select Workflow Input
. Configure batching

. Batch overview

. RMA-Seq Analysis

. Differential Expression
for RNA-Seq

. Resut handling

. Save localion for new
alements

Help Reset

biosciences & nanosciences

Differential Expression for RNA-Seq

Configurable Parameters

Metadata table is defined by Configure batching
Test differential expression due to | Prefecture -
While controlling for [Mothing selected) on
Control group Mie op
k Locked Settings
Mext Finish Cancel

Z D1zl BEDRNA-seqfiFtfr EEIER(IC.
D7 L2 AECHIDREEILEE D/ S A —H ZEETE T D
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M Configure Fork x
Settings
1. Settimgs (Fork)
Setting
Path names [Trimme d, hut trimime d
Selected path | Trimmed

Fork&Z%%&45JILOUw L.,
DIED&E] (Path names) &I AL BDJL— b (Selected path) =38
3DU LD EVED C EHBH]EE
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Input
Trimmed Not trimmed
\
Sequences | Trim adapter list
i) Trim Reads
Trimmed Sequences | Trimmed (broken pairs) | Discarded Sequences | Report

Reference sequence ‘ Gene frack ‘ mRMA track | Spike-in controls

2= RNA-Seq Analysis
Gene Expression Track | Reads Track | Transcript Expressicn Track | Unmapped Reads | Report

Gene Expression Track

ENTNORBICIGCIY —ILZEET D

Sequence Reads

Filgen
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M workflow >

Specify the workflow path
1. Choose where to run pedty ’ '

Fork | Trimmed v |

2. Specify workflow path Trimmed

3. Select Workfow fnput

4, ANA-Seqg Anaiysis
5. Reswt handiing

6. Sawe location for new
elements

Help Previous Mext Finish

D—2070—%&kg U,
(FUHICEDIL— bfEDHa1ER

38



JD—0J0— =T

E Worlkflow

1. Choose where to run
2. Specify workflow path
3. Select Workflow Input
4, ANA-Seq Analysis

5. Result handling

B. Save lacation for new
elements

TDRIE, BED0D—o7J0—-&RAUGL,
ANT = ERISA-FZIBET D

Select input for Workflow Input

a Select from Mavigation Area

() select files for on-the-fly import:

Mavigation Area | Reference Data

Qr | <enter search term=

CLC Format

Al

L—J"E SCRMNA-deEmo

BE‘ Reads

; sCRNA

£3 seatac

£ scTer

-3 scRMA+ATAC
B-E3 scRNA+TCR
[—]-E' DeMNovo_demo

: DH10B-1500K_R1 (paired)
ﬁ Results

E}-E Whale Genome Alignment
E% MNewlocation

E-E 250701 w01

- Metadata.l

Readld3
Read1( Trimmed
--i1= Read100_Trimmed-1

(1 Batch

Previous

Selected elements (2)

Readd_Trimmed
iIE Read002_Trimmed

Cancel

Filgeng

biosciences & nanosciences
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Reads

l

QCFI vy

QCFIwvOEINAUIRD DI QCFIwvI%EIR

fEtT DO SRS HEREFE
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[1] T Workflow Input

.

_—___—__ e
Sequence Lists
GC for Sequencing Reads
/ Graphical Report Supplementary Report Duplicated Sequences

Input Report

Passed Uncertain Failed

~a

Sequence Reads Reference sequence Gene track mRNA track

Spike-in controls

[

#= RNA-Seq Analysis

Gene Expressicn Track | Reads Track | Transcript Expression Track | Unmapped Reads | Report

“Branch on Sample Quality"BZ=%=ER9 3

QCF T v IOTORIKEEBICIE. QCFTVIDLNR— SHREIRDT,
QC for Sequencing ReadsY—JLEiBIMUL. ZDHENITHBLR—EE
Branch on Sample Quality\dMA N &EFTINENSGSD
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biosciences & nanosciences
M Add Elements *

Tools | Favorites

L Workflow lyTull

{1 Workflow Output

Elﬁ Contral Flow

: H-I- Iterate
-0 Collect and Distribute
-~ Fork

<:|* Save On-the-Fly Imports

E}E Branching

----- ZE Branch on Sequence Count

‘& Branch on Coverage
@; Branch on Sample Quality
E’:‘. Microbial Genomics Module
Ef'.r Genome Finishing Module
- [} LightSpeed
Ef',.. Classical Sequence Analysis
EF;'. Whaole Genome Alignment
[:‘?] Maolecular Biology Toals
E'é Prepare Sequencing Data
(- [[g] Quality Control
-- s AEsequencing Analysis
You can select multiple entries by holding down the Ctrl key

Cancel

ZDMEIC, )L (TIHU T (Branch on Coverage) 1o,
) — ROAEREFTHIE; (Branch on Sequence Count) =8 3Ex%=NHD
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TEL: 052-624-4388 (9:00~17 : 00)
FAX: 052-624-4389
E-mail: support@filgen.jp
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