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CLC Genomics Workbench

D(.‘ novo

Assembly

m

Epigenomics

Haplotype
Analysis
|
$ 65a

'\\JA seq anc L
anscriptom
e

Microbial Genomics % %
and Isolate Typing ol

Immune Receptor

Repertoire Analysis

long Read

Analysis

Ultra-Fast FASTQ
to VCF Processing

GAATGCT,

e GAATGCT/
TGCTATC
IS "
K

Cloning and PCR

Assay Design

WSSV IA—LA m  HR—-pOS

- Illumina - Windows
- Ion Torrent - Mac

- MGI - Linux

- PacBio/Nanoporeix&

NGSHO7IUF—-33a>ofth, Yo i—->—91>9—-R0
7IIUr—33> 68

- SERET—9074) (LabidpAIRE) DA ih—hk

- TPEIICLBAT1IVER
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Biomedical Genomics Analysis Filgeng

biosciences & nanosciences

B . HBICEMRKICHEF DS VIO AETEEZHLER T D

<enter search termz=

- h—L— 1 /N
Processes | Tools | Workflows | Favorites @ Classical Sequence Analysis R&)@ﬂﬂ{ﬁjjg /r/
[:=_| Maolecular Biology Tools
H-= BLAST

--EE] Installed Workflows £ Prepare Sequencing Data
=} l} Tﬁ'l'l"lF'LitE Workflows .. E] Quality Control

") Qseq Panel Analysis Assistant 2 3 Resequening Analyis m Biomedical Genomics Analysis7S574IC(&. EX
B Preing Rom Data -7 R1A-Seq.and Sl RNA Anayis MRAOERBRD—II0-MEETERSINTHD.

@l Basic Workflow Designs E:| Microarray Analysis - " _

t- -2 Workflows £ X L — i iy

@‘ QlAseq Sample Analysis @ Efn?ijfoziquem'w 1T§_5("tb\aj AE

(-7 TS0500 Panel Analysis ;

: =~ Biomedical Genomics Analysis
- [z Whole Genome Sequencing E: UM Tools
.. w1 Whole Exome Sequencing ﬁ QlAseq Tools

.. = Targeted Amplicon Sequencing EE Biomedical Utility Tools m 'j_gjlj—d)'fm\ B-’E)(:q:?b"\/*j:QIASeq} \o;?\} Lﬁg*ﬁ'(:

ﬁ‘ Whole Transcriptome Sequencing

7S Legacy Template Warkiows : Oretony Seore et 950 F/\-0—REETOL NP EEFTROY —ILE

#-[F |PA and QCI Interpret Upload A Ep
J _97 00— #-E§ Legacy Tools }/I:\l?fk
Y-
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biosciences & nanosciences

B

il

Biomedical Wiarkflows

- SARS-Cal-2 Work flows
% QIfseq Sample Analvsis
e TSOB00 Panel Analysis
"m Whole Genome Seguencing

B

Whaole Exome Sequencing

- General Warkflows (WES)
S Annotate Variants (WES)
~ppe finnatate Variants with Effect Scores (WES)
----- EE Identify Known Variants in One Sample (WES)
=--E Somatic Cancer (WES)
B¢ Filter Somatic Variants (WES)
-l Identify Somatic Variants from Tumor Mormal Pair (WES)
;E Identify Variants (WES)
----- ¥ entify and Ainnotate Variants (WES)
= Hereditary Dizeaze (WES)
B¢ Filter Cauzal Variantz (WES-HD)
?; Identify Variants (WES-HD)
Identify and Annotate Variants (WES-HD)

E} = Targeted Amplicon Sequencing
[+ ﬁ Whole Transcriptome Sequencing

Whole Genome / Whole Exome / Target Amplicon Sequencing:

General Workflow
s RHURZE R ITEV )T7—23> (GBI F. 73/ ERE)
o 1-H5—0OHRILT—HDEEN > TIVCEENDNE ML

Somatic Cancer
« MAYSTIVERTEEELTT YA >Nz, MR ZEE&EORSOI—-J0—
« 1YY TINORTHITIV(IEE /R ) eAVEEERRE -7 )7—33>

Hereditary Disease
s BIEMHREY DIV ZELLTT U SNz, AiEl R ZZIgHORHDT—I0—



General Workflows Filgen@g
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v’ General Workflow(d. A/ BiEEEREOY > TV OFEFEICENS I ERIT RN TEET--J0—

v J=570-(32Ffz(X3%&E%EHD. Whole Genome. Whole Exome. Target Amplicon Sequencing
ZNENO. General WorkflowsI#LA (L3

=~ % General Workflows (WES)

BT Annatate Variants (WES)
:—----H.p Annotate Wariants with Effect Scores (WES)
----- WH Hentify Known Variants in One Sample (WES)

Annotate Variants:
o ZERE(GELFE. REREFATY. 7I/HEEIR., [RREEZET —IN-ADEHRZIN

Annotate Variants with Effect Scores (WES®Dd):
o ZE(ISIFT effect score DIFEHRZ/INN

Identify Known Variants in One Sample:
o ST AU-REUTFPLIRICXYTU. ZOXYEIT—ACBVT, I-F-EEODEEDB BRI
(A-T-EEDSOZRFREEINRZW)



Somatic Cancer Filgeng
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v Somatic Cancerldh AY > TIVOEEATERIICT Y1 > EnizD—--J0—-2ERUL TS

v J)—=770-(%. Whole Genome. Whole Exome. Target Amplicon SequencingZNnznao.
Somatic Cancer7AILA(

v J=J0—-([CHEBEHINTVBREERBY-I)LEUT, AR ZBRIRHDOIHIARSEEZEZDETE(CXT
J&UTE. Low Frequency Variant DetectionZ#FEAL TS

& [:7' Somatic Gancer (WES) E* E? Vﬂ”ﬂﬁt Detection

- B Filter Somatic Variants (WES) Tl'.l. Basic Variant Detection

----- JE Identify Somatic Variantz fram Tumor Mormal Pair (WES) ] m Fixed Ploidy Variant Detection

B Identify Variants (WES) { - TrA Low Frequency Variant Detection ]

--ats Identify and fAinnotate Variants (WES) J .~ InDels and Structural Variants
----- = = A Structural Variant Caller
----- F._n! Structural Variant Caller for Long Reads
----- }Eﬁ Identify Known Mutations from Mappings
ﬁ Copy Mumber Variant Detection (Targeted)
----- H'* Detect Regional Ploidy




Somatic Cancer Filgeng
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Filter Somatic Variants:
o ZEF-ANS, SNPREDIT/\V7> NabRINTBET. MMl Z ERIxfEZEUS
o RHEZECHUGELGFRAVEIMURTFADY ., VBB, [RRBEEZRET —IN-ADBIRREZT )T—23>

Identify Somatic Variants from Tumor Normal Pair:
o NAHIIILEDD NO-IYITINORTENZITV., AlEZREHZ IR
o MRHZRECHUCGELFRYEIREFADY. 7Z/BEER. IRREEZRT —IN-ADERBEZT )T—23>

Identify Variants:
o U—REUIFLIVAICRVESTUTEEZIRH
o BHURZENSAEEEY—5Y MEEIIDOEDZ R

Identify and Annotate Variants:
e _E¢Identify Variants&. General Workflow®Annotate Variants® 2 Dz#EH&EHED—-970-



Hereditary Disease Filgeng

biosciences & nanosciences

v'Hereditary DiseaseliB=H&REY > TIVEEMICT YA > N0 -70—-=UREKL T3

v J—=570-(&. Whole Genome. Whole Exome. Target Amplicon SequencingZNnz&nao.
Hereditary DiseaseJA#/L4 (L&D

v I=JJ0—(CHEBEHINTLDZEEREY—ILEL T, EIEHRERINZEDIRHBDEHICT ) LDIEE =
FETELTEE179 3. Fixed Ploidy Variant Detectionz#£FHULTW%

E% Hereditary Diseaze (WES)

% Filter Cauzal Variants (WES-HD) B E? ‘-.Farlant Detection
l‘-=r Identify Variants (WES-HD) TI'!- Basic Variant Detection |
» IdE:ﬂtlfj.-' and Annotate Variantz (WES-HDY —[ """ m Fixed Ploidy Variant Detection

m Low Frequency Variant Detection

----- | { InDels and Structural Variants

----- = = A Structural Variant Caller

----- F._.-.! Structural Variant Caller for Long Reads

----- - IE8 Identify Known Mutations from Mappings
ﬁ Copy Mumber Variant Detection (Targeted)
----- H'* Detect Regional Ploidy
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Filter Causal Variants (HD):
o ZEEFT-ANS. SNPREDIE/INUY> NEFRST
o RUEZRCHMUCELFEVEINRERADY, 7Z/BRER, BEREEZRT —IN-ADBHRBEZT )T—23>

Identify Variants (HD):
o U—RZUIFLAICRYEST UL TEEZ IR
o BHURZENSABEEY—5Y MEEIIOEDZERIT

Identify and Annotate Variants (HD):
e _E2Identify Variants&. General Workflow®Annotate Variants® 2 DZz#EH&EHED—--70—-
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UI7LOARS JADAD>O-R

BT —AI2E%HI>0— Ralde

E Manage Reference Data

@

i3

v Manage Reference Data®l QIAGEN Sets|47&D. D-970—-(CEBRUI7L VRS ) s

—_—

X

Manage Reference Data: | Locally ~
Free space in CLC_References location: 100.81 GB

Download Genomes QIAGEN Sets Custom Sets Imported Data Free space in temporary folder location: 100.81 GB
Public Repositories Reference Data Library Reference Data Sets Imparted Reference Data
<enter search term= =
© HEIEE 2N S (5] hg38 Refseq) Size on disk
Version: 4.1, Refs Data Set 974 GB
hQSE. [Ensembl) ‘ersion ‘erence
Ensembl w113, dBSNP w151, ClinVar 20241103
hg38 (Refseq) Download Delete Create Custom Set .
RefSeq GRChIBp14 with IPA transcript priorities, dbSHP w151,
ClinVar 20241102
Reference Data included:
hg38 (Ensembl MANE) Role Version Download Size On Disk Size
Ensembl MANE v1.3, dBSNP v131, ClinVar 20241103 @ 1000_genomes_project phase_3_ensembl_v113_hg3&_no_alt_analysis_set 165 GB 165GE
ho38 (Refseq MANE) @ cds refseq GRCh3B.p14 no alt analysis set 126 MB 126 MB
Refseq MAME v1.3, dbSNP v151, ClinVar 20241103
@ e 20241103 hg38 no alt analysis set 1763 M8 1769 MB
Single Cell hg38 (Ensembl) _
Cell Type Classifier v1.2 Ensembl v113, IMGT reference sequences, @ dbsnp_comman 157_uesc_hg38_no_alt_analysis_set 137 GB 137 GB
Peak Shape Filter v1 i
@ e e 20231002 hg38 no alt analysis set 62 M8 62M8
@ hg1g (Ensembl) @ conservation_scores_phastcons ho38_no_alt_analysis_set 464 GB 528 GE
Ensembl w110, dbSMP w151, ClinVar 20241103
@ genes refseq GRCh38.p14_no_alt_analysis_set 32 MB 32 MB
hg19 [Refseq)
RefSeq GRCh3Tp13, dBSMP w151, ClinVar 20241103 @ hapmap phase_3_ensembl_v37_ho38_no_alt_analysis_set 4826 MB E725 MB
T ClAseq Multimodal Panels hg3s @mma refseq_ GRCh38.p14_no_alt_analysis_set 11.8 MB 118 MB

Help

|

Filgeng

biosciences & nanosciences

F—4%, QlAseq/\RIILATSA<—
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v Whole Exome-Target Amplicon Sequencingf/do—/J0—T(&>—II> AT v I Fv—FybDF—4y NMEIFT —IHnE

v =5y MBEET —HEBEDIZNFIEGFFEROI7AIL T, ZLDIFE. &FYMDA-N—LDEUFTD(A—N—(CLOTEFR—LR-Z
ETAEEINTVD)

A=y heate T —441: Tlluminatt®Nextera Rapid Capture Exome®Dig&

nexterarapidcapture_exome_targetedregions_v1.2.bed

- Mextera Hapid Capture Exome v1.2 Product Files

This download contains the Nextera Rapid Capture Exome v1.2 release notes, targeted regions
manifest files (.txt and .bed), and the exome probe manifest. The readme document describes
the Nextera Rapid Capture Exome v1.2 manifest files. The targeted regions manifest files list

the 214,126 targeted exonic regions with start and stop chromosome locations in
GRCh37/hg19.

The Nextera Rapid Capture Exome v1.2 Targeted Regicns Manifest and the Mextera Rapid

Capture Exome Probe Manifest files are in txt format. This format is required by the HiSeq
Analysis Software.

Mextera Rapid Capture Exome Targeted Regions Manifest v1.2 (BED Format) BED (5 MB) 03/12/2014

12
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Filgen
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v A—=5y BT -4 (e.g. .bedJ7A)L)E. Import > Tracks...h51>R—b

=

Export  (Graphics

>

Impaort

Llaunch Undo Redo Deke

Primt

Standard Import... Cirl+|

T7AIA41T %R (.bedR5BED. .gtfiR5GFF2/GTF/GVF%iEiR)

Tracks...

—>

lllumina...

PacBio »
Other NGS5 Reads *
Fasta Read Files...

s i B e W (B O

Sanger...

 HERETBUTILYRS  AEEIERIR |

« CLC_References®7r—4% O] HE

EIEE CLC_References

E| Downloaded Feferences
EFE‘ homo_sapiens

ﬁ genes

ﬁ hapmap

&89 mena

E dbshp_comtmon
geqUeEnce

E}E he 14

------ 2% Homo_sapienz_zequence_he | )

% &3 hgl19%HlIR

-
[ tmport Tracks from File

—— | |

. . Set parameters
1. Select files to import [File import

Twpe of files to import: :EIED

Files to impart:
FrULDIBRA: | | Misc 5 v
= B nexterarapidcapture_exome_targetedregions_v1.2.bed

ey

ik 1R

FahbyF

Documents

1UIR— N 2T7 1R

(L

1 |

A
Jsk¥a—8—

—um

IR N
FrAIDEAATE  (BED { bed)

nexterarapidcapture_exome_targetedregions_v 1.2bed

[7] Batch mode

Feferences

Reference track:

%% Homo_sapiens_sequence_he 19

-

€ Previous + Finizh

=
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S—5y MEET -5 DHS

VAUIR=MTETIBRE. 7TV EROIYIT—IMERSN. D—)J0—(fERTEDLICRD

=) EF' BED data

' m#>ftrusghttumnrrepnﬂedregmns BED

S tryzisht cancer_manifest_a BED

::){ nexterarapidcapture_exome_targetedregions v 1.2_BED ]
- J,Thrgeted_ﬂeglnns_bed

Chromosome

Region

10385471.10385472
11046855, 11046856
14096821, 14096822
14804874.14804875
17345376.17345454
17349103.17349226
17350468, 17350870
17354244 17354361
17356085.17365232
17359566, 17359641
17371206.17371384
17380443.17380515
17722363 17722364
45794978 45795110
45796188, 45796230
45796854 45797007
45797092 45797229
45797333, 45797622
45797695 45797754
45797830, 45797983
45798063 45795161
45798246 45798360
45798435 45798507
45798590 45798632
45798760, 45795843
45798957 45795997
45799085 45799276
45500063, 45800184
45505891.45805927

Mame

re 17401966, che 1.10385470.10385472
re9430161.chr 1. 11046854.11046356
r21210110.che 1. 14096820.14096322
r= 758060, chr 1. 14804873.14504875
SDHBchr 1.17345375.17345454
SDHBchr1.17349102.17349226
SDHBchr 1.17350467.17350570
SDHBchr1.17354243.17354361
SDHBchr1.17355094.17355232
SDHBchr1.17359554.17359641
SDHBehr 1.17371255.17371354
SDHBchr1.17380442.17380515
re738876.che 1.17722362.17722364
MUTYHche 1.45794977 45795110
MUTvHiche 145796187 45796230
MUTvHche 1.45796353 45797007
MUTvHiche 1.45797091 45757229
MUTvHiche 1.45797332 45797522
MUTvHiche 1.45797694 457977549
MUTYHche 1.45797337 45797983
MUTYHche 1.45793062 45798161
MUTvHiche 145793245 45798360
MUTvHiche 1.45793434 45798507
MUTvHiche 1.45793589 45798632
MUTvHiche 1.45793 7658 45798543
MUTvHche 1.45793956 45795997
MUTvHiche 1.45799084 45799276
MUTvHche 1.45300062 45800184
MUTvHiche 1.45305390 45805927

Filgeng

biosciences & nanosciences

L
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Filgen

biosciences & nanosciences -

B[ Whole Genome Sequencing
EI[:". Whole Exome Sequencing
EH-BE General Workflows (WES)
EF a somatic Cancer (WES)
----- - BiL Filter Somatic Variants (WES)
----- ﬂ Identify Somatic Variants from Tumor Normal Pair (WES)
Identify Wariants (WES)
ldentify and Annctate Variants (WES)
l @- Hereditary Disease (WES)
[ F; Targeted Amplicon Sequencing
£ Whole Transcriptome Sequencing

-0 % Eh

J— kKT~
4 L G
UI7L >RG5 )
\
BED

A—5" ol

\_

J

FEATICAERT 92 AT

=N E;L Identify Variants
- Il Genome Browser View |dentify Variants
- #rE |dentified variants-tumor_ reads_chrs
'---”! Indels-indirect_evidence-tumoar_ reads_chrs
- =+ Read_mapping-tumor_ reads_chrs
::*F Target_region_coverage-tumor_ reads_chr5
E Target_region_coverage_report-tumor_ reads_chrs
-~ #rE Unfiltered_variants-tumor_ reads_chrs
- B Waorkflow Result Metadata

TERDIRTF
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=5 Identify Variants

Itk Genome Browser View |dentify Variants

- Pb dentified_variants-tumor_ reads_chr5

MY Indels-indirect_evidence-tumor_ reads_chrs

:----;., Read_mapping-tumor_ reads_chrS

----- :::".E Target_region_coverage-tumor_ reads_chr5

----- E Target_region_coverage_report-tumor_ reads_chrS
"”.‘ Unfiltered_variants-tumor_ reads_chr5

----- B8 Workflow Result Metadata

Read_mapping B Indels-indirect_evidence

- NWESIRERT -4 - B4 ZDKEVInsertion/Deletion®UX

Target_region _coverage B Genome_browser_view

- A=y RGOS T—T) 'J77I//7«7“JA&7J? 3. RVESTRER
T—=H, BRUANT=AZHRELTT ) A

Target_region_coverage_report Iy -FKRraeRT—4

- A—=5y MBRBOH/ Ly ZEtBFREROY YU —-LR—b

Unfiltered_variants
- AWV T EITRIOZREDYA

Identified_variants
- AW )NAURZEEDUR S

Filgen

biosciences & nanosciences

®g
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Read mapping-tumor_ reads_chrS

Mavigation overview: All chromosomes (25)

1
Read_mapping-tumaor_
reads_chrb

4 reads

50,000,000
|

DD (DD @D UEID O O GID ¢ID O 0D Odb 0D Kb (D KD OO 0D 0D 00 0010 10 @ID (1B |

100,000,000
|

150,000,000 200,000,000
| |

Filgen

biosciences & nanosciences

Mavigation overview: Chromosome 5

C | | _ | I - = )
hl
58,928,380 58,528,400 58,928 420 58,528,440 88,928,480
222
Read_mapping-tumor_ - ——— -
reads_chrb —
22 605 reads — — = -
CCCTGCTGCCACAC AGGCGAGGEGAGCCTTTGATGCTGCCACCTCCCT TAGAGE TGAGGT ACCGGGTCACGGLTGAMGACT
CTAGGCCCCGTAGACGCAAGATTCCCCTGCTGCCACAC AGGCGAGGGGAGCCTTTGATGCTGCCACCT AGACT
CTAGGCCCCOTAGACGCAAGATTCCCCTGCTGCCACAC AGGCGAGGGGAGCCTTTGATGCTGCCACCTCCCTTAGAGC TGAGGT ACCGGET————————————
CTAGGCCCCGT TTIGATGCTTCCTCCTCCCT TAGAGE TGGGGT ACCGGGTCACGGLTGAAG AL
CTAGGCCCCGTAGACGCACGATTCACCTGC ——  GGGAGCCTTTGATGCTGCCACATCCCTTASAGC TGGGET ACCGGGTCACGGLTGAMGACC
CTAGGCCCCOTAGACGCAATATTCCCCTGCTGCC ACGE AGGCGAGGGGAGCCTTTGATGCTGCCACCTCCCT TASAGE TGGGET ACC GGG TCACGGLTGAMG ALK
CTAGGCCCCGTAGACGCAAGATTCACCTGCTGCCACGE — GGGGAGCCTTTGATTCTGCCACATCCCT TASAGC TGGGGET ACCGGGTCACGGLTGAMG ACC
ITAGGCCCCOTAGACGC AAGATTCCACTGCTGCC—  GGGAGCCTTTGATGCTGCCACATCCCTTAGAGE TGGGET ACC GGG TCACGGL TG AMG ACT
CTAGGCCCCGTAGACGCAAGATTCCCCTGCTGCCACAC AGGCGAGGGGAGCCTTTGA GC TGAGGT ACCGGGTCACGGLTGAAG AL

o [BIEA T DZoomikeE THLK/ i/ \&Rx

T O] fe

e

TAGGCCCCGTAGACGCAAGATTCCCCTGLTGLC ACAC AGGCGAGGGGAGCCTTTGATGCTGCCACCTCCCT TAGAGE TGAGGT ALCGGGTCACGGLT
GTAGACGCAAGATTCCCCTGCTGCCACAC AGGCGAGGEGAGCCTTTGATGCTGCCACCTCCCT TAGAGE TGAGGT
GTAGACGCAAGATTCCCCTGCTGLCACAC AGGCGAGGEGAGCCTTTGATGCTGCCACCTCCCT TAGAGE TGAGGET ACCGGGTCACGGLTGAAG ALK

AGACGCAAGATTCCCCTGCTGCCACAD AGGLCAGGEGAGCCTTTGATGCTGCCACCTCCCT TASAGE TGAGET ACCGGETC ACGGC TG AN AC(
A A

CTGCCACAC AGGCGAGGEGAGCCTTTGATGCTGCCACCTCCCT TAGAGC TGAGGT ALCGGGTCACGGLTGAMG AL

CTGCCACAC AGGCGAGGEGAGCCTTTGATGCTGCCACCTCCCT TAGAGE TGAGGT ACCGGGTCACGGL TG AAG ACT

CCACAC AGGCGAGGGGAGCCTTTGATGCTGCCACCTCCCT TASAGE TGAGGET ACCGGGTCACGGLTGAMG ALC

TTCCCCTGCTGLC ACGE AGGGGAGGGGAGCCTTTGATGCTGCCACCTCCCTTAG

GAGGEGAGCCTTTGATGCTTCCACATCCCT TAGAGC TGEGET ALCGEGTCACGECTGAMG AL

Show more tracks together: é.}i'.' Create Track List

[ & — =—7 + &l

=
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-#rE |dentified_variants-tumor_ reads_chrS

Filgeng

biosciences & nanosciences

500,000 1,000,000 1,500,000 2,000,000 2,500,000 3,000,000 3,500,000 4,000,000 4,500,000
I I | | I I
197
Ecoll.FLX (single) (Variants)
Variants J
[ o ollc - I e - - I B JE i | . _l_ - = - -
—
HAN

‘ Rows: 35 Table view: Homo sapiens Filter to Selection... Filter =
Chromosome  Region Type Reference Allele Reference all.. Length Zygosity Count Caoverage Frequency Probability Forward read.. Reverse read.
5 68396764 68396765 Insertion - G Mo 1 Homozygous 13 14 9286 1.00 4 ]
5 68413043 Deletion T - Mo 1 Homozygous 47 48 9792 1.00 35 12
5 68419054 SNV A T Mo 1 Homozygous 15 15 100.00 1.00 12 3
5 68463043 SNV G T Mo 1 Heterozygous 9 47 1915 1.00 4 5
5 658463043 SNV G G Yes 1 Heterozygous 38 47 80.85 1.00 24 14
5 68463771 Deletion A - Mo 1 Heterozygous 2 15 13.33 1.00 1 1
5 68463771 SNV A A Yes 1 Heterozygous 13 15 8667 1.00 & 7
5 68464234 SNV A G No 1 Heterozygous 12 22 54.55 1.00 3 9
5 68464234 SNV A A Yes 1 Heterozygous 10 22 4545 1.00 5 5
5 68471176 SNV A G No 1 Heterozygous 2 22 909 0.87 1 1
5 68471176 SNV A A Yes 1 Heterozygous 20 22 90.91 1.00 16 4
5 68471247 SNV G A Mo 1 Heterozygous 19 47 4043 1.00 11 8
5 68471247 SNV G G Yes 1 Heterozygous 28 47 59.57 1.00 14 14
5 68438319 SNV T C Mo 1 Heterozygous 2 16 1250 0.96 1 1
5 68498319 SNV T T Yes 1 Heterozygous 14 16 87.50 1.00 8 6
5 68524006+ 68524007 Insertion - T Mo 1 Homozygous 13 13 100.00 1.00 12 1

T IAINRIRT(E VIrL > ABES EOZEREZ) 5TFRR

T=IWNTA>ZIIw I3 %L EROFMeT—JI R TR RN OTHE
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I3 Genome Browser View Identify Variants

Mavigation overview: Chromosome 5

(

- || L — )

68,715,260 88,715,280 88,715,300
I | |
tumor_ reads_chrs

ariants (35)

88,715,220 68,715,240 88,7153
| | |

Indels-
indirect_evidence-
tumor_reads_chrs
Variants (0)

40
Read_mapping-tumor_
reads_chrs

22,605 reads

‘GAGGTCCCAAGCGACCTGCCCTATCAAGATACCACCATAAGA A AT TETTCATGACAGTGAGCGGGCAGTGAGCGCTGATCCCTT
‘GAGGTCCCAAGCGACCTGCCCTATCAAGATACCACCATAA CCCACCCF AT TETTCAT TTGCCACCACCCCC
‘GAGGTCCCAAGCGACCTGCCCTATCAAGATACCACCAT AACCCACCCAATTETTCATGACAGTGAGC
GAGGTCCCAAGCGACCTGCCCTATCAAGATACCAC ﬁf-‘-G##CCC#‘-CCC# ATITETTCATGACAGTGAGCGGGC CTGATCCCTTGCCACCACCCCC
GAGGTCCCAAGCGACCTGCCCTATCAAGATAC CﬂTﬂﬁGﬂﬂCCCJﬁCCCﬁ ATITETTCATGACAGTGAGCGGGC ACCACCCCC
‘GAGGTCCCAAGCGA AAGAT ACCATAAGAACCCACCCAATTETTCATGACAGTGAGCGGGCAGTGAGCGCTGATCCCTTGCCACCACCCCC
‘GAGGTCCCAAGCGACCTGCCCTATCAA ACCACCATAAGAACCCACCCAATITETTCATGACAGTGAGCGGGCAGTGAGCGCTGATCCCTTGCCACCACCCCC
"GAGGTCCCAAGCGACCTGCCCTAT ...GLTLCCLCCLTM‘-GLﬁCCCJ‘-CCC#.ﬁ.TT TTCAT TGCCACCACCCCC
- AAGATACCACCATAAGAACCCACCCHATITETTCATGACA AGTGAGCGCTGATCCCTTGCCACCACCCCC
=z — Y
o ZEREVAMIOT—5%7I9I3DE T _
- | — —0 + e
594~ FOMFERICSv>T - Be =3
Rows: 35 Table view: Homo sapiens \ Filter to Selection... Filter =
Chromosome  Region Type Reference Al Reference all.. Length Zygosity Count Coverage Frequency Praobability Forward read.. Reverse rea
2 BOILOULF SNV “ “ YEs | AETErozZygous o [ [=2F. "2 o 2
5 68531253 SNV C T 1 Homozygous 15 15 100,00 1.00 7
5 6B578752 SNV G T 1 Heterozygous = 19 10.53 1.00 1
5 68578752 SNV G G 1 Heterozygous 17 19 8947 1.00 8
5 68609885 SNV G T 1 Homozygous 16 16 100,00 1.00 3
5 BBES163T Deletion A - Mo 1 Heterozygous 2 26 7.69 099 1
5 68651637 SNV A A Yes 1 Heterozygous 24 26 92.31 1.00 1
5 68661359 SNV T C Mo 1 Heterozygous 2 56 3.57 0.98 1
5 68661359 SNV T T Yes 1 Heterozygous 54 56 9643 1.00 32
5 68661380 Deletion T - Mo 1 Heterozygous 4 66 6.06 1.00 2
5 68661380 SNV T T Yes 1 b6 9394 1.00 40
5 68681954 SNV A G Mo
5 68681954 SNV A A Yes
5 68695940 SNV T G No
5 68695940 T
____
68728914 C 1 Heterozygous 74 270 1.00 1
5 68728914 SNV C C ‘res 1 Heterozygous 72 74 97.30 1.00 26
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