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StO| AFEAL 24 FES MYttt AFEA 24 FEo| I JA 9 2= Python,

I Scriptl G = 8
| | bash
[ ¥ New Folder |
New Script > @&  Python
—[1 Rename B Bash
[x] Delete ® R

[ Mew script b ¢

Mew script name

|fastp.5h

Cance
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C XM 2 T2
Hefot A= AgS KRBT,
2 Script] C = O|[[@<cosHAino  [[) Hastpsh 2
| bash #!/bin/bash
B fastpsh echo "Total Param= $#, PROG: $8, paraml = $1, param2 = 52";
if [ "##" -1t 2 ]; then
echo "$# is Illegal number of parameters.”
echo "Usage: $8 input dir, output dir™
exit 3
fi
args=("3@")
for (( i=e; i<s#; i++ )
do
echo "$i th parameter = ${args[$i]}";
done
INPUT_DIR=31
OUTPUT_DIR=32
o outline] &3 v = o mkdir -p SOUTPUT_DIR|
o FILE in_array() {
o FILE1 local needle array value
o IFS nEEdlE:"S{J:}"; shift; array=("3{@}")
o INPUT DIR for ;(zlue in ${array[@]};
= OUTPUT_DIR [ "${value}" == "§{needle}” ] && echo "true" && return;
© args done
o amay echo "false"
© array_check }
o basename array=("find $INPUT_DIR/ -name "*.fastq.gz™")
o filel_len for i in "${array[@]}"
o i do
o len FILE=§{i##*/}
IFs="" read -r -3 array <<< "SFILE"
o nesds Len-(3{#array[6]}-1)
@ function in_array echo "${array[$len]}"
FASTP IN FILE LIST+=("%{array[$len]}")
@] Scrlpt| C = 0O ||= CLOSHA Intro |@ *print &2 |
— = import sys
> Ea bash import os
~ | | python
o print.py print( input parameter :'+sys.argv[l])
print(‘output parameter :'+sys.argv[2])
pri
print
S outiine| 1% ¥ 1] ¥ = O
- Press Ctrl+Space for default completions.
type filter text
A sys
- o
O 2.21-5 A SR ATEE &Y
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B
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Z20AMS SEL FEFHE|12(eF ME I 02| E Hdeltt.

% Program |

G = 8

type filter text

by E_E Bicinformatics (2021-08-27)
% New Category
Edit Category

MNew Program
Edit Program

Reqgister Program

= Delete

E Mew Category

MNew Category

Create a new program category.

Mame:

root_category

Description:

Root Category

Cancel

J21222-2M8%

tz2o2E

7tel| 2] dg cro|lgz

Y Program|

C =g

type filter text

5_§_ Bioinformatics (2021-08-27)

[E root_category (2021-09-10)
[ & New Category
[ Edit Category

>

MNew Program
Edit Program

Register Program

%] Delete

22.2.2-3MEX Z2 O ME It 12| My
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= Mew Category O *
New Category ‘

Create a new program category. % .

Mame:
sub_cateory |
Description:
SubCategony

13

0™ oz
mo ox
on r&

M
=

ot |

[1Do you want to request to register public the category?

[ ox

Cancel |

J2222-4NEXt 20 ME FHe|| 2| MM CHo|[dZ T

7tH| 22| ZAEIAE |7 [New Program] HES
CF
& Program | C = g
|t5-'pe filter text |
> Q_,E Bicinformatics (2021-08-27)
v [CE root_category (2021-08-10)
I—_E;E sub_category (2021-n0-1m
MNew Category
[4 Edit Category
&’ New Program
#| Edit Program
Register Program
x| Delete
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- SELAMSA TR0 V|EFE, IHEE, IRgs 0 T2 s S=0ICt,

=
= New Program [m] X
Create New Analysis Program
Please enter a descripticn %;E)?

Program Mame: |fastp |

Categary
Name:

|5u b_cateory Select.

D
[Bx04-20220913-0500 |

Basic Information

wersion:

[020.1 |
Keyword:

|Ia.f.tp |
URL:

| http://github.com/OpenGene/fastp |

Description

Atool designed to provide fast all-in-one preprocessing for FastQ files

< Back Next = Finish Cancel

O222-6MENEROMEET0ERT -T2 V|2 HE

I Mew Program O X
Create New Analysis Program
Setting Program Execution Information %?
Script Information
Script Type:
8 Bash v

Script Path:
[ /Bi0/K-BDS/Bio-EXPRESS /script/bioex/bash/fastp.sh | FSelect_]

Execute Core
®) Run analysis tools using a single core
(O Run znalysis tools with up to 6 multi-cores

Platform Environment
@) Use the high performance computing cluster
() Use a GPU(Graphics Processing Unit) server (supported for machine learning and deep learning)

Relation Program

Mame Description Category al
» [] train_test_split Split data into train, test set Preprocessing
> [JtRMA_read_count  Counting of mapped tRNA reads tRNA-Expressicn
> [ somalier rapid relatedness estimation for cancer and germline... Whole-Genome-
> [ medel_visualization Model Visualization Wisualization
> [ maftools_summary Annovar
> [ maftools_pathway_d Annovar
> [0 maftools_oncoplot Annovar
> 1 maftools AAchange . Annovar v
< >
< Back Next > Finish Cancel

J2222-7AEX 204 M CI0|F2 0 -T2 M ASZE Gl A MY

14
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15

C

Setting Program Execution Information

al [m} s

Create New Analysis Program g
b
E : g 1

Script Informaticn

Script Type:
[@Bash v]
Script Path:
[/810/K-BDS/Bi0-EXPRESS/script/bioex/bash/fastp.sh | [ select...|
Execute Core I select Script [m] X
(®) Run analysis tools using a single core
(O Run analysis tools with up to & multi-cores Script Name Create Date
. > || Bioinformatics 2022-08-18 16:47:16
(i B ) > | | Develope 2022-08-18 1519:07
(®) Use the high performance computing cluster 5 | | MachineLearning 2022-08-18 15556:06
(O Use a GPU(Graphics Processing Unit) server (supperted for machine learning and deep leaming) || bash 2022-09-13 17:21:52
Relaticn Program
Mame Description Category
» [ train_test_split Split data into train, test set Preprocessing
» [1tRMA_read_count  Counting of mapped tRNA reads tRMA-Expressi
» [] somalier rapid relatedness estimation for cancer and germline... Whole-Genom)|
» [] model_visualization Model Visualization Visualization
> [] maftools_summary Anngvar
» [ maftools_pathway_d Annovar
» [ maftools_oncoplot Annovar
> ["1 maftools AAchange Annovar
<
< >
‘ < Back ” Mext > ‘ | Finish | | Cancy
e

J2222-8ASX 2 I MM CHO[Y2 0 - TR IH ASZE I EMALY

E New Program
Create New Analysis Program
Setting Program Parameter Iniormationl
B2 Input 5 Output E Option
Required Type Mame Valug Description
< >

J2222-9ABA 2O B CHO[E2 0 - T2 I3 Input Tt2H0[E 4
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Type:

E Mew Parameter

:

5] String
[1] Integer
[¥] Float

(8] Boolean
=] File

[! Folder

[ Required arguments

|

Cancel |

~
S

- A — ol M
21222~ 10 AHEXF T2 024 MM CLO|Y 2 1 - T2 I3 |nput If2f0|E| EFY A
O x
Create New Analysis Program
Sefting Program Parameter Information
I O x
E2 Input B5 output % =
T
Required Type ype ription
| ! Folder v |
Name:
| input |
Value:
| | | Browser... ‘
pescinicy = select Analysis GBox Data m] X
Please select GBox item.
File Name Create Date &
> || Preprocessing 2021-10-13 15:56:23
> | | RNASeq STAR RSEM_PIPING 2021-10-18 16:45:13
| Sortsam 2021-10-13 00:49:23
| | visualization 2021-10-13 12:29:27
> O] ] cellranger 2021-10-19 16:21:29
> [ ] cellranger_10k 2022-08-18 16:52:17
> [ ] cellranger_20k 2022-08-18 16:52:31
> 1] ] cellranger_covid19 2022-06-07 11:32:54
> (1] ] cellranger_sample 2021-10-13 15:58:40
> [1] ] data_preprocessing 2021-11-11 12:43:15
~ fastp 2021-10-13 00:47:24
< D& samplel-x1_1.fastqg.gz 2021-09-14 21:13:49
Dé samplel-x1_2 fastqg.gz 2021-09-14 21:13:49
[ iy samplez-x1_1 fastq.gz 2021-09-14 21:13:49
|: M5 camnladovi 2 fackn nr 2N31.00.14 21-12-A0 e
< >
[ox ]| concat |

222-TMABA Z2 0% WY CHO[Z2 1 - T2 I3 Input TH2H0[H = 20

M
(=]
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2 mew Parameter O *
Type:
| [} Folder v |

Marme:

|input |

Walue:

|jbioexjexamplefprogramz‘f35tp | | Browser... |

Descriptopn:
Set Input path

[] Required arguments

ok | cancel |

O222-R2AEAZ2 0 MY LH0|E2 0 - T2 O Input IH2H0[E 7t CHO|Z= 1

I New Program a =
Create New Analysis Program
Setting Program Parameter Information %?
§& Input 55 Output 5§ Option
Required Type MName Value Description
false Folder input /biex/example/progra..  Set Input path
< >

0 222-1BMEXANE2TH WY LO|E=2 0 - T2 0 Input Tf2H0|E 37t 2t= ofH
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Create New Analysis Program

Setting Program Parameter Information

B2 Input BS Output Fg ption

Required Type Name Walue Description
2 New Parameter a x
Type:

5]

Name:
Value:
| Browser.
Descriptopn:

o

[JRequired arguments

> T

< Back Next = FEinish Cancel

J21222-14AEXZE2T

M CHO|Z 20 - T2 T2k Qutput TF2HOE A

Create New Analysis Program

Setting Program Parameter Information

18

2 Input 55 Output Fg option

Required Type Mame

Value Description

Name:

‘ output

Value:

‘ f'biDEKfDutquBiDmermatimeht‘ | Browser... ‘

Descriptopn:

Set output path

I select Analysis GBox Data

Please select GBox item

O

O
O
O
O
L9 o
b
~0

File Name

| PRIKA210026

| PRIKA210027

| PRIKA210028

| PRIKA21002%

| PRIKA210030

| downlead_folder

| example

| outputs
[/ | Bicinformatics

» [ | single-Cell-RNA-Sequencing-Pipeline
> . Whole-Genome-Sequencing-pipeline
4 KRR2230101_READ1 0.9z
[y KRR2230101_READ2 0.9

[y KRR2230102_READ1_0.g2
M1 ¥BR22201N2 REAND N Az

Create Date

2022-08-10 10:56:24
2022-08-10 10:36:25
2022-08-10 10:56:27
2022-08-10 10:56:28
2022-08-10 10:56:31
2022-09-08 15:04:35
2022-07-18 15:51:24
2022-08-19 11:21:36
2022-07-11 18:02:44
2022-05-25 144557
2022-06-24 15:43:48
2022-08-19 11:21:36
2022-08-19 11:28:37
2022-08-19 11:28:29

2N122.n8.10 11-28-2n

<

e

222-15MEXN T2 MY CH0|E= T - T2 I Output TH2H0|Ef £
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BIO-EXPRESS 2.

: Mew Program
Create New Analysis Program
Setting Program Parameter Information
f2 Input BS Output F Option
Required Type Name Value Description
false Folder output /bicex/outputs/Bicinfor...  Set cutput path
< >
< Back Next > | Enish || cancel |

222216 MEXE2 0 MY o[ =0 - T2 3 Output IH2H0|Ef 227+ 2tz ofH

W ProgramlCaTDDI5| & = 8
|t}-‘pe filter text |

» € Bioinformatics (2021-08-27)
v [ root_category (2022-09-13)
v [ sub_cateory (2022-09-13)
fastp (2022-09-13)

|
o

12.2.2-17 A-EX}

|H

=

]
o
0x
0x
ro
HU
_I-o'_l-
rg
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2.C
24 mjo|matel 7
2.3.1. YT AHO|A MM

- [32 2.3.1-1]2F 20| [Workspace] View?| ZAEIAE '+ [New Workspacel HES
S2[50] I AH|O|AS Mot

™ Workspa cel C =0
type filter text

L5 New Workspace
Edit Workspace

New Pipeline
Edit Pipeline
Shared Pipeline
Register Pipeline

Y
1%

Delete

O 2.31-TAIEX 22 0|A WY

- a3 Am0|A0] 0[S 2 S Aot At 7| ES S5t 2 [OKIHES 22

o —

etCf
= new workspace [m} x
New Workspace +

Create 3 new workspace. [}

Name:
|work5pace_01 |
Keyword
|fastp |
Description

e

2 2.31-2AHEXH FAHO|A WY CHo[Zz
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BIO-EXPRESS

- Mot I AM0|AL| HEAE O [New Pipeline] HHE S 22/5t0{ 24 mo|Z2|Ql
= ddettt.
) Workspacel = g
type filter text
Lot workspace 01

[F  New Workspace

[ Edit Workspace

“2& New Pipeline
Edit Pipeline
Shared Pipeline
Register Pipeline

Delete

212.3.1-3 1m0 Zatel

- mo|matel Q0| uf2t ALSXF M) To|ZatelS AL TIZ0) SEE(0f U
0| efol2 MEH510] QIARIA IO T20IS A B 45 Qrt,

L— L =

I New Pipeline x

O
MNew Pipeline +
Create a Pipeline in the workspace. I—‘__IIZI
Ll

Pipeline Name: |pipe|ine_01 |

Workspace

Mame: |work5pace_{}1 | Select...

ID: [BX01-20210910-0017 |

Typa
@ Develop a new pipeline [Develop anew pipeline] :
() Develop an instance pipeline Af%ﬂ' nggl ]I|'0|EE|'0|_| AoH)g

Option
Version: | 1.0 |

[Develop aninstance pipeline] :
S0 mpo[Z2tQl My

Reference: | kobic.re.kr |

Keyword: | fastp, bicinformatics |

Description

Cance

22 2.31-4 A EAH gl mo|Zafel iy
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- [38 2.31-5]2 20| [Workspace] Views Soli M El ALt Ho| mo|Z2els
sfolsr 49Ut
bWDrkspace| C = O
type filter text

v [ workspace 01
= pipeline 01 (2021-09-10)

02 2.31- 5 AR ol mho|ZatQl My 2te ofH

2.3.2. 24 otojz=atel Cixtel

- =M ojojZetel Cixtelof et 24 T = 2= of|CIE 2] Paletteli| A ZH=Ct

B CLOSHA Intro ‘ [¥] fastp.sh [i *pipeline_01.iwf &2 }
ClEIE®® &

< 3 Palette
‘t}-pe filter text ‘

v [E Bioinformatics
» [# Single-Cell-RNA-Sequencit
PATIAL scRMA_seq
tatic
RMA-Expression-Analysis
hole-Genome-Sequencin
B3 ApplyBQSR
3 BaseRecalibrator
T BWA_index
P BWA_mem
3 CountBases
M Cutadapt
3 fastp
B FastQC
M HaplotypeCaller
3 MarkDuplicates
B3 somalier
A sortsam
> CE Develope
> [ MachineLeaming
» 8 root_category
» £2 Tools

22 2.32-1- 18 oo|Zatel oft|H Zget otH

O
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- I 222 MEHSES FHHA

Q0| OFRAZ E2f 0 o =5 otrt,

B CLOSHA Intro | [+ *pipeline 01 iwf 53 |

ClBIEH®®|

4 53 Palette
type filter text

~ [ £ Bioinformatics
~ [§ Whole-Genome-Sequencing
M ApplyBQsR
P Cutadapt
P CountBases
B somalier
4 BWA_mem
P MarkDuplicates
P HaplotypeCaller
M fastp
M sortsam
P BWA index
P BaseRecalibrator
v [E root_category
~ ¥ sub_category
B fastp

M fastp

< input

9 Cutadapt

output @ < input output @

i)

N .
£ BWA_mem

= input

© genome reference

output & (m)

®

o

J22.3.2-1-2Drag & Drop € 0|&%t Ito|Iatol C|Xtel

of Io|ZL2fQlE XME, 2422

o

= &dit Mode Information

Edit Node Parameter value

(i) Edit analysis program information

Mode name: |fastp

[=* Basic | =¥ Execute |E= Parameter]

{5 Input | B Output F&F Option

Required
« true

Type Name

Folder input

walue
/bioex/example/program;/fastp

Description
Set input path

Editcode [ ok Cancel

J2/232-1-3g8Metel =0
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= Edit Mode Information m} hat
Edit Node Parameter value
(1) Edit analysis program information
Mode name: | fastp
—— | [ Edit Parameter [m| X B
Type:
[ i Folder
Required Name: bn
+ true [input || path
Value:
|fkjh98finput,big | [Browser._{
Descriptopn:
Set input path
ok || cancel
Editcode [ ok |[ cancel

D212.32-1-4Input It2}0|E 4F Clo|dz 1
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BlI0-EXPRESS

- BAM I2I0| AlSH LM A S A0 2k|sEEAM T 2HS AASHH Lo
EMmo|zaiel Al FM AH <, HHA0| f{X[ot £ =TS HASIH] StLte| Mo
IT2lo|2 AHAS
TafoIS MASICE
- HEM@o 2H7}o Al LM MXHo| A N AX|OF EM T
=M Z20A7o| AZN S8 Ao &MV HHIO R 7S d EX7E X 24 B
ZHES AS 1==4 otCL 2HO o MXS O
TS AZSHH XHEO2 9F THA| T2 I49| Outputs Input 2 MESH HlE2 Z2
2H M S AGH=HIAIS XS
O AY 2 HE0t= HAIS FHICEH
B< CLOSHA Intro [#&] *pipeline_01.iwf ‘
CIBIm®&
< 57 Palette
type filter text
v [ Bioinformatics
~ & Whole-Genome-Sequencing ) fastp 4 Cutadapt
B ApplyBQSR © Input output 8 ————F 0 jprit output ®
B3 Cutadapt
P CountBases
B3 somalier
= 8WA_mem
B3 MarkDuplicates
B3 HaplotypeCaller i BT
B fastp g mEFr)qutme reference P e
B3 SortSam g
B BWA index
B3 BaseRecalibrator
~ [E root_category
w [ sub_category
B fastp
=g Progress | i C\u.r.ter|'!.¢ H\sturylf.c Pipehne] sl LDg| =] CDHSD\E‘
Name Description Category Script Type  Version Status
v fastp A tool designed to provide fast all-in-one preproces... Whole-Genome-Sequencing 4 Bash 0.20.1 O wait
input Set input path /kjhg8/input_big [l Folder  + Required  Input
output Set output path #kjhes/workspace_01/pipeline_01 /fastp/output | Folder  + Required  Output
+ Cutadapt Cutadapt finds and removes adapter sequences, pri..  Whole-Genome-Sequencing 9 Bash 34 O wait
input Set input path skjh9s/workspace_011/pipeline_01 /fastp/output | Folder  « Required  Input
output Set output path /kjhag/werkspace 01/pipeline_01/Cutadapt/output [ Folder  « Required  Output
~ BWA_mem BWA is 3 software package for mapping low-diverge... Whole-Genome-Sequencing ¥ Bash 0.7.15 O wait
input Set input path /bioex/example/program/BWA_mem [l Folder  « Required  Input
genome reference  Set genome reference fasta folder path /bioex/example/index/BWA/hg38 [ Folder  + Required  Input
output Set output path #kjhos/workspace_01/pipeline_01/BWA_mem/output | Folder  + Required  Output

J21232-1-5¢EH HZE
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- 24 I27349| Output Tt2t0|E § 01| SUX[BH @ ekl A HA
T2 H9| Input T2H0|E ZHE A oz ceja
(o]

mE
2}01S CIXIOIBHC}

< ClosHA Intro | *pipeline 0w 52 |
ClBIE®®]
q ¥ Palette
type filter text

~ [E Bioinformatics
v [C& Whole-Genome-Sequencing M fastp P Cutadapt
P ApplyBQsR o input cutput @ ——* 0 input output e=-—=-@
M Cutadapt
M CountBases $
P somalier
3 BWA_mem
3 MarkDuplicates
3 HaplotypeCaller 53 BWA_ mem
 fastp @20 input cutput &
"H Sorsam © genome reference
P BWA index
M BaseRecalibrator
+ [E root_category
~ [F sub_category
B fastp

L] * L]

= Dmgress|§g Cluster ‘f‘hq: History [#ﬂ Pipeline | & Lng| 2 CDH5D|€|

Name Description Category Script Type  Version Status
w fastp A tool designed to provide fast all-in-one preproces..  Whole-Genome-Sequencing 8 Bash 0.201 O wait
input Set input path /kjhaa/input_big Folder  + Required  Input
output Set cutput path /kjhag/workspace_01/pipeline_01/fastp/output [ Folder  + Required  Output
w Cutadapt Cutadapt finds and removes adapter sequences, pri..  Whale-Genome-Sequencing ¥ Bash 34 O wait
input Set input path /kihag/workspace_01/pipeline 01/fastp/output [ Folder  + Required  Input
output Set cutput path /kjhgg/workspace_01/pipeline_01/Cutadapt/output [ Folder  + Required  Output
~ BWA_mem BWA is a software package for mapping low-diverge... Whole-Genome-Sequencing ™ Bash 0.7.15 O wait
input Set input path /kjhgg/workspace_01/pipeline_01/Cutadapt/output [ Folder  + Required Input
genome reference  Set genome reference fasta folder path /bicex/example/index/BWA/hg38 Folder  + Required  Input
output Set cutput path /kjhgg/workspace_01/pipeline_01/BWA_mem/output [ Folder  + Required  Output

Jg12.3.2-1- 6 HEM L[R!

- AZMO Yell= [A8 2.3.2-1-6]2 20| OtRA =208 SO0 AFEA L ISk T2
KR EA =T 5= UL,
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® QIAEIA mjo|matol Cixtel
- 21212.32-2-20} 20| MO|T2fQl A4 THilof A LAEIA To|matol R3S MeHstol

[ oo
71E0] S=5E|0] AT mHo|Zafels MEtsh 4~ QICE

i} Workspacel & = 8
|t5-'pe filter text |
[ workspace_01
L New Workspace
[  Edit Workspace

©2 New Pipeline

“ Edit Pipeline
Shared Pipeline
Register Fipeline

x| Delete

J22.3.2-2- 1110 Il Mo

~ QIABIA I}O| 21Ol OIA] AFERH 0| THO|IatoInt 20| 242}0) M2 2 Aol X
ST

Mew Pipeling O *
pel

New Pipeline T:u-l- ‘

Create 3 Pipeline in the workspace.

Pipeline Name: | instance_wgs |

Workspace

MName: |work5pace_01 | | Select... |

ID: [BX01-20210910-0017 |

Type
() Develop a new pipeline
(®) Develop an instance pipeline

| 2 Whole-Genome-Sequencing v |

Option
Version: | 1.0 |

Reference: | kobic.re kr/bicexpress |

Keyword: | #Whole-Genome-Sequencing #WGS 2GATK #NGS, #Hastp, #Cutada pt,4|

Description

Whele Genocme Sequencing Pipeline.

[ ok ] cancel

J212.3.2-2-2AHA IO 2[Rl MA
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" Wurkspace|

G =g

|t;.-'pe filter text

v [ workspace_01
T= instance_wgs (2022-09-14)
= pipeline_01 (2022-09-14)

J212.3.2-2-3AFA IO}l 4

otz i

o CLOSHA o | () fastpsh (<] pipeline_0T.wf | 2] nstance wgs.wf 3 ==
clalEoe @
4 Palete
type ier text
> CE Bicinformatics Mfastp
> 8 Develope o input output e
> € MachineLeaming
» 8 root_category
> 8 Tools
3 Cutadapt P MarkDuplicates A Countsases
o input o ingut output e input outpute
o intenvals
7 BaseRecallbrator
 reference
© known sites3
7 40ph8QsR 3 HaplotypeCaller
o input output e———>@ input output e———® input output @
o reference o reference o reference
o bosr recal fle o intervals
5 Progress | & Cluster [ History [ Pipeline & Log| & Console] 2 script] 25 Viewer| o= m
Name Description Category Scrpt Type Version Status
> fastp A tool designed to provide fast all-in-one preproces... Whole-Genome-Sequen... 53 Bash 0201 0 vatt
> Cutadapt Cutadapt finds and dapter sequences, pri. Whok quen... 03 Bash 34 0 vatt
> BWA mem BWA I a software package for mapping low-diverge... Whole-Genome-Sequen... 53 Bash 0715 0 vatt
> Sortsam This tool sots the input SAM or BAM fle by coordi.. Whole-Genome-Sequen... (3 Bash 4200 0 vatt
> MarkDupiicates The MarkDuplicates tool works by comparing seque... Whole-Genome-Sequen... 5 8ash 4200 0 wait
> Countaases Count and print to standard output (and optionally .. Whole-Genome-Sequen... 53 Bash 2200 0 vatt
> BaseRecalibrator First pass of the base qualty score recalibration. Gen... Whole-Genome-Sequen... 53 Bash 2200 0 vatt
> ApplyBQSR Apply base quality ool perf. M sash 4200 0 vatt
> HaplotypeCaller Call germiine SNPs and indels via loca re-assembly .. Whole-Genome-Sequen... 73 Bash 4200 0 wait
> somalier rapid relatedness estimation for cancer and germiine... Whole-Genome-Sequen... 53 Bash 0212 0 vatt

J21232-2-444

T QAFA MO|Z2tQl Of|C|E 2ot ofH
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2.4 2 otojz=atel A

- OfC|E] Aol [Run] HES S2I6t0] CIAtelet A mo| 2ol S Alsliet 4~ QICt

- 2M0| MdxH [Pipeline] View, [Log] View?t Of|C|E{E Sdl| s &4 mjo| 2}
o| IS AE Qg == UL 2 Viewet OIIC|E{2f [Refresh] HES Sdl &4 THO|
2fel AA| AEHE 2folet o QUL 24 mo|Z2tol Ml A| &XXoZ B T2
20| =

B CLOSHA Inmo | (=&] pipeline_01.iwf 5% | (=] instance_wgsiwf

ClEIRE® @]

4 4¥ Palette

type filter text

+ [E Bioinformatics

~ [ & Whole-Genome-Sequencing

M ApplyBQsR
P Cutadapt
M CountBases
3 somalier
P BWA_mem
A MarkDuplicates
3 HaplotypeCaller
A fastp
3 sortsam
P BWA index
M BaseRecalibrator
v £ root_category
~ ¥ sub_category
B fastp

o fastp M Cutadapt

@ input output @——* 0 input output ®

£ BWA mem

@ input output ®
© genome reference

= Progress|§g Cluster |1 History[fn; P\pehnel [ Log| 2 Console|

Name
» fastp
> Cutadapt

» BWA_mem

Description Category Script Type  Version
A tool designed to provide fast all-in-one preproces..  Whale-Genome-Sequencing 8 Bash 0.20.1
Cutadapt finds and removes adapter sequences, pri... Whole-Genome-Sequencing 9 Bash 34
BWA is a software package for mapping low-diverge... Whole-Genome-Sequencing 9 Bash 0715

Status
O wait
O wait
O wait

29
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’

- 2 SQ 22 run YEHO|H OITIEO|M SMo2 FAED, AAlS O

= CLOSHA Intro |E| pipeline_01.iwf 22 |Fﬂ instance_wgs.iwf |
ClEIE®®|

q &3 Palette

type filter text |

~ [ E Bioinformatics
~ [& Whole-Genome-Sequencing B fastp 3 Cutadapt
B3 ApplyBQSR O input cutput ®——* 0 input
B3 Cutadapt
B CountBases
3 somalier
B3 BWA_mem
B3 MarkDuplicates
3 HaplotypeCaller

B BWA_mem

fast 2 input cutput @
g Sacs»rtps.am o genome reference
=
B BWA_index

B3 BaseRecalibrator
+ [E root_category
~ [ sub_category

B fastp
= Progress ‘g?g Cluster | (7. History [ﬁg Pipelinel [l Lug‘ 2 Conso\e‘
Name Description Category Script Type  Wersion Status
> fastp A tool designed to provide fast all-in-one preproces...  Whole-Genome-Sequencing ™ Bash 0.20.1 © run
» Cutadapt Cutadapt finds and removes adapter sequences, pri..  Whole-Genome-Sequencing M Bash 34 O wait
> BWA_mem BWA is a software package for mapping low-diverge... Whole-Genome-Sequencing ¥ Bash 0715 O wait

@ CLOSHA Intro |E| pipeline_01.iwf 22 |Fﬂ instance_wgs.iwf
ClEER®®@]

4 5¥ Palette

type filter text |

~ [ E Bioinformatics
~ [& Whole-Genome-Sequencing B fastp 3 Cutadapt
B3 ApplyBQSR O input cutput ®——* 0 input
B3 Cutadapt
B CountBases
3 somalier
B3 BWA_mem
B3 WarkDuplicates
3 HaplotypeCaller

B BWA_mem
2 input output ®

Z: ?:»:t?s.am © genome reference
B BWA_index
B3 BaseRecalibrator
+ [E root_category
~ [ sub_category
B fastp
= Progress ‘g?g Cluster | (7. History [ﬁg Pipelinel [l Lug‘ 2 Conso\e‘
Name Description Category Script Type  Version Status
» fastp A tool designed to provide fast all-in-one preproces... Whole-Genome-Sequencing ™ Bash 0.201 & complete
» Cutadapt Cutadapt finds and removes adapter sequences, pri..  Whole-Genome-Sequencing ™ Bash 34 © run
> BWA_mem BWA is a software package for mapping low-diverge... Whole-Genome-Sequencing 7 Bash 0.7.15 O wait

212 41-2 0| Zalol Algh sjH
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a
2| T2 ol thd MAH L JHSSICE T Mot 2M = O3
Ot A Q| A| LIEFLF= HEZ 7P| Bl5701lM [Start Node]HE
Pipeline view0il A AAZDES 2l e 4= (Lt

® CLOSHA Intro (%] pipeline 01.iwf 52 |[+€] instance wgs.iwf |
ClE|l&®@|
4 Lk Palette
type filter text

O
~
i
mju
u
Of
rg
Yl
Yl
>
00;*
ot

v [E Bioinformatics
& Whole-Genome-Sequencing g fastp 4 Cutadapt
3 ApplyBQsk © input output #——# o input
M Cutadapt
M CountBases
B3 somalier
4 BWA_mem
3 MarkDuplicates
g :i:;otypecal\er O input output @ (m)
' © genome reference :
B sertsam f&l
3 BWA index
3 BaseRecalibrator
£ root_category
ub_category

B fastp

¥ ngress|g?g Cluster|:’nf Histary [#C P\pehne] E LDg| = Cnnsnle|

output ®

Name Description Category Script Type  Version Status

» fastp A tool designed to provide fast all-in-one preproces..  Whole-Genome-Sequencing ™ Bash 0.20.1 O wait
» Cutadapt Cutadapt finds and removes adapter sequences, pri... Whole-Genome-Sequencing 9 Bash 34 O wait
» BWA_mem BWA is 3 software package for mapping low-diverge... Whele-Genome-Sequencing ¥ Bash 0715 O wait

2.4.2-100| el of| C|Ef Sl mo| Zafel FE SfH
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. " o .
- [Logl ViewE &4l 2 &4 T2 20| 27 HH S =felotrt,
=g Progress ‘;Eg Cluster |:’-|: History |§,¢ Bipeline [ B Logw 2 Cunsole| g Scmpt| =3 Viewer|
Name Description Category Wersion Status
~ fastp A tool designed to provide fast all-in-cne preproces...  Whele-Genome-Sequen...  0.20.1 & complete
i 524685%6-374d-4652-8d83-1160d601d23e 2022-09-14 10:32:23 = Run Pipeline @ complete
21033 2022-09-14 10:32:23
v 53647a3d-beba-4c7d-adbf-f2e552b0das2 2022-09-14 10:15:34 [a] Run Program @ complete
20991 2022-09-14 10:15:34
~ Cutadapt Cutadapt finds and removes adapter sequences, pri... Whole-Genome-Sequen... 3.4 @ complete
v b16897¢c0-1d3d-47d4-8453-670ed38f19e 2022-09-14 10:33:23 T= Run Pipeline @ complete
21034 2022-09-14 10:33:23
v bab1d289-93{0-48fd-850-10b0bd45dfda 2022-09-14 10:15:46 [&] Run Program @ complete
20992 2022-09-14 10:15:46
v BWA_mem BWa is 3 software package for mapping low-diverge... Whole-Genome-Sequen... 0.7.13 @ complete
v 5c0282b-2453-4067-96f9-f52dcbdfs56d 2022-09-14 10:34:23 = Run Pipeline @ complete
21035 2022-09-14 10:34:23
v 44bb5129-827d-4409-830c-914d35248202 2022-09-14 10:24:42 [&] Run Program @ complete
21032 2022-09-14 10:24:42
21243 - 100 X2t &N 21 =5 5HH
oy 3 eF 89 2as soly

- ok 225 42 22/6tH [Console] ViewH| A 24
o

=g Progress |g-glg Cluster |f’=¢ History |f¢ Pipeline
Console

[ Log [E Consolel =% Script

8 viewer |

Q28 bases: 368626(97.6493%)
Q3@ bases: 3537@58(93.6975%)

Read2 before filtering:
total reads: 25@8@

total bases: 377588

Q28 bases: 3654691(96.6869%)
Q3@ bases: 346723(91.8472%)

Readl after filtering:
total reads: 2464

total bases: 369221

Q2@ bases: 361627(97.9432%)
Q3@ bases: 347381(94.08438%)

Read2 after filtering:
total reads: 2464

total bases: 369289

Q2@ bases: 35958@(97.3492%)
Q3@ bases: 342526(92.7528%)

Filtering result:

reads passed filter: 4928

reads failed due to low quality: 62
reads failed due to too many N: @

reads failed due to too short: 18

reads with adapter trimmed: 5@

bases trimmed due to adapters: 5528
reads corrected by overlap analysis: 39
bases corrected by overlap analysis: 148

Duplication rate: 1.65724%

Insert size peak (evaluated by paired-end reads): 233

02243- 200 T2l gH 23
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- [GBox Browse] View £ S| 2

=3 SEA
Z1E &lE = Ak
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1z
[H
HU
|
0%
MU
HuU
A
oA

4ot Output =2 0|53H0]

(= GBox B...

%55 HDFS B..| [ FileBr.. | = O
C

~ || pipeline_01 -
v | | BWA_mem
~ | | output
(- 82E2228288-%1 53m
- 9999999999-x1.53m
v || Cutadapt
~ | | output
{J’ 8882822888-x1_1 fastg
_"J' 8882882888-x1_2 fastq
_"}- 9999999999-x1_1.fastg
{j’ 9999999999-x1_2 fastq
v | | fastp
v || output
[, 8888838883-x1_1 fastq.gz
,'g 228888888811 _2 fastq.gz
5] 2833233833 html
{5, 8388228838 json
Ly 9999999999-x1_1 fastq.gz
,'g 9999999999-x1_2 fastq.gz
5] 9999999999 html
=l 9999999999 ison b

12 2.4.3- 3T0[Z2tQl el Z1} &0l

= -

- [3&12.4.3-4]= Bioinformatics 7t 12[2] 37 =03 fastp2| £41 Zato|Ct

S e-brss ok 10

EIANRNCE: 10 KA

o CLoSHA I ] Whoe-Genome-Sequncng v | @ S8ssssess il <1 5 e 157240704252 3107 ssasessasasbsh £

el c-8

Vi ,‘ AT
V\w{)v,’uﬁ@r" o

vomatcs @021.08-27)
Genome Sequencing Q021-06.27
‘enome Sequencing 2021:08:31)

c=o
i IR ‘
[l
|" W il = =
| e
s
SRem =0
o = LI A A A R R ———
O tsssomsen e ) R e
5 o e e i Poine E Log] © Cars C = 5[ niomaon c-o

Name Descrpton

me Whole-Genome.ssquencing
£402-20210827-0000

sk LRG0
0

F ssceaeanes . fatq
F ssceseanes x_21aq
F 9999509999.x11fat
F 9999999999.x 21

e
e
210027
2010008

auput
© msesecabror st o
nput

IDoesmionformatcs vihole-Genome-Se

gt genome eeence et genome efernce path IDosureamplesiencerng3ereources o £l
st oo £l
snprefeence et snp ference vt fle it Iossreamplesfancerng3sresources b £l
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mWorkspacel C = 0
type filter text

~ (¢ workspace_01
T= instance_wgs (2021-09-10)
= pipeline_01 (2021-09-10)
CE new Workspace
Edit Workspace

Mew Pipeline
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Edit Pipeline
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Shared Pipeline
Register Pipeline
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: Request regist pipeline *

@Oh  The pipeline registration application has been successfully completed. You can
W' check the pipeline on the Bio-Express Mypage.
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