Workflow® F &

o



A

A

A

_—Cc

Workflow® o Il , -~ "
H[ F%n 26" 1 w,
o s oo -

I — N o[ p Genomics
Workbench <« > _ I
. — T FRo[ Fo

— N[ F oo ML - F%
L | = g B’Genomics Workbenth
o A N T

T —|=N<—>[ 0 4
o[ F — 1 ®

a

ryote

Sequences ‘ Trim adapter list
F rim sequences
Trimmed Sequences | Trimmed (broken pairs) ‘ Discarded Sequences ‘ Report

Reads ‘ References | Masking track

=F Map Reads to Reference

Reads Track | Read Mapping ‘ Mapping Report | Un-mapped Reads

Read Mapping or Reads Track ‘ Guidence-vanant track—|

1EE Local Realignment

B .

Reads Track ‘ Read Mapping ‘ Realigned Regicns
Resd Mapping or Reads Track | Resiic calling lo target regions Read Mapping or Reads Tract | Restriot calling 1o
T4 Low Frequency Variant Detection T¢4 Basic Variant Detection w
Variant Track | Variant Table | Variant Report Variant Track ‘ Variant Table

Toolbox

[#)-hey Classical Sequence Analysis
% Molecular Biology Tools

= BLAST

&-£5 NGS Core Tools

B Track Tools

-- e Resequencing Analysis
@ Transcriptomics Analysis
@- Epigenomics Analysis

B-F De Novo Sequencing

Workflow.cpw




‘ WorkftowD {1+ 5L 75 77

[& cLc Genomics Workbench 7.5 - Evaluation oo

File Edit View Download Toolbox Workspace Help
3 \

= 202% 22121 | Workflows a ™ L OfNew Workflow & > Ne

Navigation Area 4

% B O hd

i) Eulf;\;)p:f:,nm N eW WO r kfl OW

@ Human_Genome

g

~

Qv | <enter search term> =

Toolbox 4

Gx

Quick Start

Molecular Biology Tools
LAST

£5 NGS Core Tools

£l Track Tools

i Resequencing Analysis
fa Transcriptomics Analysis
{5 Epigenomics Analysis
{4l De Novo Sequencing

5l Workflows
-£8 Legacy Tools

L

Processes | Toolbox | Favorites
Idee...

1 element(s) are selected

[ o1 Genaies Werkbench 75 - Evaluation

File Eit View Downoad Toolbax Workspace Help
CES® &
™

=
ot o G G . ot

N 73 [z e | Workflow € s B FO Q" ~

nenap
5 £ Evcalyphus_Dema

i £ Human_Ganoma
]

ng
Q- [<aner saorcn term

Fnd
Toaiba

% i@ Moleoudar Biology Tools s =
BLAST

i i A e mode 5
i 21 WGS Core Tooks 5
5l Track Tooks Jesin -
i 4 Aesequencing Ansiyas

] Transcrptomics Aralys
2 Epgenornics Anaes

" Da Howo Sacuancing

45 Wk

5 Workflows
i £3 Lagacy Tools

£k Faase add slemarts to the workfkou

oree L] BE - —v— +E0|

1 shemants) e selacted

[ bi%



eegBF

A/So

=
Sa = Workflow % - .?/8 O
I» Workflow Editor Settings
Minimap =
® I= O 0 Find =
Find
o[ F%n F
m ~ Grid ]
View mode 0O
Design O
48 Add Element... | o Please add elements to the workflow : Run... Installation...
B @ I RE - =—— +EH |- 7=
1 element(s) are selected

EEE N

O o € o B pConfiguration ~< o B

Element Tt '

History

o



( Workflow?D £ 5L 75 7%

(€ CLC Genomics Workbench 7.5 - Evaluation @E‘g

File Edit View Download Toolbox Workspace Help

CEES E B0 a0 X =

Show Mew Smve Impont Ewport Graphics Primt Unde Reso  Cut  Copy Paste Delete Viorispace  Plugins Downlosd  Workfiows I ” ’ Sy y
Navigation Area Al | & = workflow % A ® F O ” U 3 :|-
Y =X T |» Workflow Editor Settings ~

CLC_Data

Eucalyptus_Demo Minimap - 5 ‘O ‘OT (b "
A ToolboXO] 4 < NePtsg L4 4
Nog
—| 4 < NoPtsg 4 [ Not ~ |
To..ogogassica\ Sequence Analysi : > [ ) Find A Add elemen§ B L 0 N 2 Nw
Egﬂ&:&ﬂarﬂm\ogyTools m Sequences |Tl\madapteﬂ|ﬂ - A . e . B F l‘.') " N 2 NMdd
Elements ”

Q- |<enter search term> =

= NGS Core Tools & 1rim seauences

Trimmed Sequences | Trimmed {broken pairs) ‘ Discarded Sequencas

Repert Grid O

View mode

O

& Merge Overlapping

Design [ ]

Y

% Demultiplex Reads
=7 Map Reads to Referenc =
Local Realignment

[] Create Detailed Mappin
Merge Read Mappings
Extract Consensus Seq
-fal Track Tools

Eﬁ Resequencing Analysis
= Transcriptomics Analysis
-G Epigenomics Analysis

& De MNovo Sequencing

-5 Workflowss -

; -
q = D 4+ Add Element... ] I‘u‘l‘Trlm Seque _ Run... Installation...

Processes | Toolbox | Favorites REH - —= +EH |- o ?E
Idle...

1 element(s) are selected

" Q-'0" ® po ,AddElements BLOl O I1Q" .  AFD -

[ bil!3



( Workflow?D £ 5L 75 7%

m Add elements u

-1 Workflow Input

[F New
B Sequence list
%3k Track List

ey Classical SequUence Analysis

-{z Molecular Biology Tools

#-£5 NGS Core Tools

i Track Tools

H-fyye RESequencing Analysis

H-{= Transcriptomics Analysis

H-f5 Epigenomics Analysis

H-{& De Novo Sequencing

H-L Workflows

-] Export

-5 NGS Import

= Roche 454

= Mumina

k= SOLD

i~ Fasta Read Files

[ Sanger

-k Ion Torrent

EMLE CEgaly Touls

£
£
£
£
£
E

You can select multiple entries by holding down the Ctrl key

| ok || Xcancel |

A Add Elements s , Toolbox. — "
0’ 0 ,Addelement§ < Of
|

t <P L7 2 LgAFO

A New Sequence List

A o NS - EA/s, 'Export

A e pBa L- g% NGS Import
okl - Catbio




‘ Workflow?D £ 5L 75 7%

CLC Genomics Workbench 7.5 - Evaluation

= [ E e

File Edit View Download Toolbox Workspace Help

CEEd & 890 o0 X
New Swe impon Eput Grhcs Prnt Unso + Coy Pae Dae
Navigation Area A | & = Workflow %

F 8 g &

Workspace Pugins Download Werdoss.

Y BB O Y
£ cLC_Data
{3 Eucalyptus_Demo

Q- | <enter search term>

Toolbox. =
{e Classical Sequence Analysis
E Molecular Biology Tools

BLAST

5 NGS Core Tools

g sample Reads
[ create Sequencing QC Rel
3 Merge Overlapping Pairs
& Trim Sequences
€ Demultiplex Reads

Sequences.
& Trim Sequences

Report

[

T Sequenee | e e i | St Seaven

Read: [ Reteences [ asting et

ocal Realignment

-[H] Create Detailed Mapping

Merge Read Mappings
&& Extract Consensus Sequer

{4 Track Tools

f§#} Resequencing Analysis

fa Transcriptomics Analysis
Epigenomics Analysis

{4 De Novo Sequencing

£3 Workflows

F Wiap Reads to Reference

eas Trak | s Waping | Wapang Fapr | Un-mappas Reacs

Minimap

Find

Grid
View mode
Design

% Legacy Tools Installation...

% Add Element... & Trim Sequences: mis: Run...
& Trim Sequences: is mi

Ee e & — ——— + )

« n »

Processes | Toolbox | Favorites
Ide...

|» Workflow Editor Settings

]

o

1 element(s) are selected

5T ®Fo, 0

"T(‘p,GeQBFy

H CLC Genomics Workbench 7.5 - Evaluation

o[ B [t

File Edit View Download Toolbox Workspace Help

CEE2B 880 oo

Navigation Area Al | & = workflow %

E}

Ca Copy Pasie Delete

P d g &

Worispace Puugins Downoad  Workfons.

W B O Y
{3 CLC_Data

{3 Eucalyptus_Demo

3 Human_Genome

Q- | <enter search term> B

Toolbox ¥

Sequences

{5 Classical Sequence Analysis

im adspter list

% Tom Secuences
BLAST

% Molecular Biology Tools

-£5 NGS Core Tools

Tmmea Sequenses | Tammes (ororen pais) | Discarced Sequences | Aepor

¥ sample Reads
[ create Sequencing QC Re
"= Merge Overlapping Pairs
¥ Trim Sequences

€ Demultiplex Reads
=

+ZE Local Realignment
[=] create Detailed Mapping

Merge Read Mappings

rows [ [ s
= Map Reads to Reference
Renis T | Rand Mapsin | Mapsina gt | U apred s

Extract Consensus Sequer
£l Track Tools

{3} Resequencing Analysis

f= Transcriptomics Analysis
{2 Epigenomics Analysis

fal De Novo Sequencing

-5 Workflows

£8 Legacy Tools

4 Add Element

Bk e M

< 1 3

Progesses | Toolbox | Favorites
Idle...

& Trim Sequences: misses &

=F Map Reads to Reference ~

M- ——— +o

RuMN... Installation...

I» Workflow Editor Settings

Minimap =

=

Find =

Grid O
View mode o
Design o

1 element(s) are selected

o o T w _
—FR o]

O ' ”
’O ”

- ooy

5

Go/o;XH:IS

F ,,Inpu_t= OutputO :

Q (@)
® Fo, - 5
o (0]




‘ Workflow?D £ 5L 75 7%

Seguences

| Trim adapter list

x Trim Sequences

Trimmed Sequences | Trimmed {broken pairs) | Discarded Seguences | Report

Reads

| References | Masking track

% Map Reads to Reference

Remds Traesk | Bacd tionning | Menning Banaet | 1o

<3 Use as Workflow Output E}
tf Add Element to be Connected?.

Connect Reads Track to...

pped Reads

8 o 1 Nos_
> NoiN o

4

8 o %61 Nois_

2
I ‘Q m

Sequences | Trim adapter list

% 1l W Connect to Workflow Inqut

i Connect to Configured Workflow Input

& Add Element to be Connected...
Connect Seqguences to...

Trirmme|

Order inputs

Clear inputs order

Report

ng track

% Map Reads to Reference

Reads Track | Read Mapping | Mapping Report

Un-mapped Reads

& M apping Report

e o A1 N&% " T Ne g

|- s " e FBi m— F% 5o %

M — I~

a L1 N&s . N> Newl

m




Seguences

Trim adapter list

x Trim Sequences

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

4
Reads | References | Masking track
~=Ellap Reads to Reference
Reads Track | Read Mapping | Mapping Report | Un-mapped Reads

41 Mapping Report

‘ WorkftowD {1+ 5L 75 77

Configure Map Reads to Reference

References
1. References (Map Reads to

Reference)

References

@ & References ‘

Reference masking

&  vaskng mode

@ & Masking track |

Le]

[I] < Previous [ > Next I [ + Finish ] [ X Cancel

/ FN,O ” 5 " 4 — 6 ” '
s_te T/ ENo
a ,

C ./ FNRo N2 Noi

1

[ bi%



‘ Workflow?D £ 5L 75 7%

ER = workflow X

~

A

s €
R

9
4

Confinge

P a

3

0

T
T

" Show Configures a W L, &>
— ®Fo” ol . @
T 8 T m ~ Q" ®

K (0]

No

Filter Elements:

Trim Sequences
Adapter trimming
(@ [# Trim adapter list
& & | use colorspace

& |:| Also search on reversed sequence

Quality trimming

& @ [/] Ambiguous trim
N4
& Quality limit 0.05
B Quality trim

Ambiguous limit 2

Trim bases
B & |:| Remove 5' terminal nucleotides

2 [ Number of 5' terminal nucleotides |1
& 2 |:| Remove 3' terminal nuclectides

& [# Number of 3' terminal nucleotides |1

Filter nn lenath

111

-

Lok [ Xcancel [[ &

Export to: | Excel 2010

& EE

b |1._=,° Export Parameters

1 element{s) are selected

(L[ bio
10



‘ WorkftowD {1+ 5L 75 77

H CLC Genomics Workbench 7.5 - Evaluation E@g
File Edit e wnload Toolbox Warkspace Help

5 {r
& B0 =
oot Expont Graphics  Primt Undo
4l | & = Workflow %

Viorispace Plugins Downiosd  Workfiows

A I» workflow Editor Settings Save
e ! Minimap =

£5 Eucalyptus_Demo Select name and location for element

Human_Genome
£ Human, IS

New Foider  Updats Al
{5 CLC_Data
Q- |<enter search term> 2 @ Eucalyptus_Dema
p— Human_Genome
Toolbox i Find = ]

{es Classical Sequence Analysis Sequences ‘ Trim sdeptertst ‘ [ = ]

Molecular Biology Tools Q Trim Sequences !

BLAST
E=INGS Core Tools Trimmed Sequences | Trimmed (broken pairs) ‘ Discerded Sequences ‘ Report =
il Track Tools Grid o
5 Resequencing Analysis View mode ]
= Transcriptomics Analysis Design 0O
{8 Epigenomics Analysis
{&| De Novo Sequencing
13 Workflows Reads | References | Masking track
8 Legacy Tools

=F Map Reads to Reference Ei
Resds Track | Resd Mspping ‘ Mspping Report ‘ Un-mapped Resds ; Q- |<enter search term> ‘é
é i Name:|Mth0rkﬂcvw |

vok || Xcancel |[ 2 Help

4 Add Element... % The workflow must be s * Run... Installation...

Processes | Toolbox | Favorites E‘E;' [ b & — =+
dle...

A ”

1 element(s) are selected

A Saves B L, — moo-

[l bio
11



‘ WorkftowD {1+ 5L 75 77

A O 7 —o" Q7 QVadlidation successful “ @ o NeG g DOl "

~

5 m -

>




