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Key features
Ready-to-Use Workflows Somatic Cancer Hereditary Disease
© Preparing Raw Data o Filter somatic variants o Filter casual variants
© Whole Genome Sequencing o Identify variants © Trio analysis
© Whole Exome Sequencing o |dentify variants in family of four
© Targeted Amplicon Sequencing
© Whole Transcriptome Sequencing
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Ready-to-Use Workflows
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Reference Database Download
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Preprocesings HIZSI0] AIEA BHHO| M2} variant detection,
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Ready-to-Use Workflows
¢ =% Preparing Raw Data
"& Frepare Cverlapping Raw Data
i Prepare Raw Data
¢ [ Whole Cename Sequencing
# 2 General Warkflows (WGS)
&2 Annotate variants (WGS)
Bﬁ Identify Known Yariants in One Sample (WGS)
? [z Somatic Cancer (WGS)
B Filter Somatic Yariants (WGS)
;@B Identify Somatic Yariants from Tumor Mormal Pair (wiGs)
HE 1denify variants (WCs)
# [ Hereditary Disease (WGs)
HiE Filter Causal variams (WGS-HO)
R dentify Causal Inherited variants in Farmniky of Four (WGS)
5&’- Identify Causal Inherited Yariants in Trio (WCS)
E:_-;' Identify Rare Disease Causing Mutations in Family of Four (WiGS)
E Identify Rare Disease Causing Mutations in Trio (WGS)
HE Identify Yariants (WCS-HD)
B8 |dentify and Interpret Causal Yariants in Family of Four using VA (WGS)
YRk identify and Interpret Causal Y ariants in Trio using A (WGS)
o [k Wihole Exome Sequencing
L PB Targeted Amplicon Sequencing
9 = Whole Transcriptome Sequencing
o [ Human
o [ Mouse
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Somatic Cancer Analysis
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Hereditary Disease Analysis
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RNA-Seq Analysis
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ChIP-Seq & Bisulfite Sequencing Analysis
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NRSF (Peak shape score)

NRSF (Peaks)
Peak annotatiens (248)
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Table view: Genome | [_Filer | =
Chromosome Region Name Center of peak Lengin Peak shape score ZTm
chrg 145531111.14553131% Peak 145531213 204 13.34 6.99E-41
chri4 105338671..105338864 Peak 105338767 194 13.27 1.84E-40
chré 69999556..69999760 Peak 69999658 205 12.64 6.05E-37
chro 127884869.127885071  Peak 127884971 203 12.52 2.76-36
chrs 151284400 151284508 Peak 151284511 200 12,49 425636
chrs 175971055..175971239 Peak 175971144 185 12.36 2.04E-35
chr3 51715852..51716033 Peak 51715943 182 12.26 7.86E-35
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