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Figure 1: Bisulfite sequencing visualization

GensearchNGS Viewer: Human : MLH1 /- (61bp)+ (Patient1)
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The previously presented GensearchNGS-Viewer
focused mainly on the analysis and display of DNAseq
data.

We present our latest work of integrating more OMICs
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Figure 2: Region specific statistics

[ Comparison T Alignments ]

| Fatientl |

0

0.0 20 100

data sources, notably RNAseq and bisulfite sequencing e Lot o e e T
ATM Prom B, 3% G, 2% G5, 2% 94, 2% 0.1% 0.1% o, /%0 I
data o T
i BRCAL 34.4% 5.1% 34.7% 65.7% 1.3% 2% 31.1% S 106 [&)
ESR1 0, 8% 0% 0, 7% 100% 0% 0% 0%
We integrated the support for standard fileformats for S - e P A e e Ry
those datasources, like BAM files, as well as the e i T o Teeww  Tom Taiw  Taew
t for baSiC data analysis rr:IIF_I1-|1 oo, 4% 3.8% od, 4% 32.6% 0% 7. 7% o9, 8%
S u p po r . FEG3 2. 3% 7.1% 2. 2% 0B, 5% 0% 0% 1.5%
The result is an integrated solution to analyse multiple wdsic [2oow  20%  Tosa%  Tresw ow o 37% Figure 3: Statistic comparison
. . . RE1 1% 1.2% 1% 100% 0% 09 : werview <3>
OMICs datasources, making it easier to understand the SHANK " T "““F'a““”‘-“*"
: : : : TP53 Exl | 13.9% 5% 13.7% 86, 6% 0% 19| Cemparison | Alignments
biological process happening in a sample. o
The rest of the pOSter gives an overview of the Region Patient 1 | Patient2 | Patient3 | Patient 4
features added related to RNAseqg and bisulfite TEN e =
. ATM Prom o2, 4% 99,1% 22.2% 44,1%
seqgquencing data. MEG3 Prom | 16.5% 51.3% 1.5% 50.2%
ATM Ex1 4 3% 29, 7% 19, 2% 62.8%
g][-ﬁlﬂ 84, 8% 1 8% F7.4%
MLH1 13.3% o1.3% 63 2% 64, 6%
2 2 6% = —= 55 2%
BRCAL 20.1% 57.3% 19.1% 91.3%
MEST 81.6% 27.4% A47.8% a6, 7%
FEE1 19.1% 13.2% 10,.9%
T3 B
Features Lo
PEG2
| Close

RNAseg

-Expression analysis statistics
-Expression comparison
-Optimized spliced reads display

Bisulfite sequencing

-Region specific methylation analysis S
-Visualization of bisulfite sequencing alignments

Figure 4: RNAseq spliced alignment visualization
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— Species: Human
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Length: 249,250,621
Chr; 1

Gene info

Mame; CACHD]1
Transcript: 001
RefSeq: NM_020825
Status: Known
Transcripts: 5
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Contact: Beat wolf, beat.wolf@hefr.ch

Website GensearchNGS:
http://VIZBI2016.phenosystems.com/
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Personal website:
http://beat.wolf.home.hefr.ch/
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