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RNA Sequencing (RNA-Seq)
NGS Solutions to Advance Your Research * mRNA and total RNA

expression profiling

Splice isoform profiling

Whole Exome Sequencing (WES)

GO and KEGG analysis of gene

¢ Population Genetics pathways and functions

High-throughput gene

e Rare Variant Discovery . -
expression screening

e Protein—protein function

associations
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Whole Genome Sequencing (WGS) Targeted Sequencing >

e Population Genetics e Pharmacogenomics

e CNV, de novo assembly and more e Cancer and custom gene panels

N
e CRISPR validation assay 3

Non-model organisms

De novo assembly

- Epigenomics
Gene prediction and

identification e DNA methylation identification

on N6- adenine (6mA), N4-
cytosine (4mC), and C5-
cytosine (5mC)

e PacBio SMRT-sequencing

Viral Genome
Sequencing

Viral RNA and DNA
screening and
identification from
samples

Variant profiling

Metagenomics

Whole genome

16S assay for bacterial ID

ITS2 assay for fungal ID

Immunogenomics De novo assembly

Immune repertoire profiling

Precision Antibody Discovery

Clinical and Cancer Sequencing

e HLA Genotyping
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e Pathogenic Variant Identification

e Personalized Medicine
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Volcano Plot Heat maps
Shows statistical significance Common method of visualizing
(P value) versus magnitude of gene expression data.
change (fold change).

Gene expression (VST) of top 1 000 variable genes
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Principal component

analysis (PCA)

Classic dimension reduction
approach. It constructs linear
combinations of gene
expressions, called principal
components (PCs). The PCs
A are orthogonal to each other,

PC1 and PC 3 . C1and PC3
5 can effectively explain
L] . . .
variation of gene expressions.
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KEGG Enrichment Analysis

Understand high-level
functions and utilities of the

Pathways view

Visualize the results of the top
upregulated and

A . .
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including Biological Process
(BP), Molecular Function (MF)
and Cellular Component (CC).

L3
(Cell proliferation & cell death)

L.10 -
(GPCR signaling)

L8
(Regulation of BMPs

L1
mation & immunity)

L2
(Inflammation & immunity) L.12
(Inflammation and immunity)
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Hard to detect mutation identification Predicted Protein 3D Structures
Our advanced algorithms detect hard-to-find mutations in NGS Provide reliable insights into whether missense
data, supporting robust and accurate genomic studies. variants are disease associated or not.
Germline SNV in mRNAs Somatic SNV in mRNAs Somatic SNV not in mRNAs
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Mutation annotations

Specializing in mutation annotation, our platform provides
detailed insights into genetic variations using robust data
analysis technigues and more than 100 different databases.
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All in one place

From raw data

A00178:71:HGT77DSXX:1:1507:30291:23422 1:N:0:ACAGCAAC+GTTGCTGT
TGATGTTGTTGGCCTTCT

+

GAB0178:71:HGT77DSXX 12 s 123422 TGCTGT

+

(AB0178:71:HGT77DSXX:1 1 TGCTGT
GCTTGATGTTGTTGGCCTTCT
-

@A@O178:71:HGT770SXX:1 C+GTTGCTGT

.

(A@0178:71:HGT77DSXX: 1 1 TGCTGT
ATGTTGTTGGCCTTCT
+

(AB@178:71:HGT77DSXX:1 2:N:0 TGCTGT

Chrom |- Position -/Ref Base |- Alt_ Base - Gene |- Transcri gene_id gene_name samplel sample2 sample3 sampled
chr17 35107388 - G RAD51D ENSTOO A1BG NM_130786.4 295112 124348 402163 458.106
chr10 08431182/G ik HPS1 ENSTOO A1BG-AS1  NR_015380.2 0.15588 051845 0.28225 0.10488

ALCF NM_001198818.2  57.9129 63.8606 381152 115.198
chity 8076675/C z ALOX125, [ENSTO0 A2M NM_000014.6 550403 2150.82 2117.6 85.459
chrl 149925928 - G SF3B4  ENSTOO AZM-AS1T NR_026971.1 0.28671 0.46993 0.11426 3.13039
chr3 52406871 G 5 BAP1 ENSTOO A2MLL XM_011520567.3 0 003711 0 0
chr7 128851458 G - FLNC ENSTOO A2MP1 NR_040112.1 0 009026 0.11243 o
chril 66849959 - G PC ENSTOO A3GALT2 NM_001080438.1 0 0.02736 0.02725 0
chril 77174839 € i MYO7A  ENSTOO A4GALT XM_006724265.4  0.62721 100377 1.11062 1.20848

A4GNT NM_016161.3 0.04076 0 0.01451 0
chr12 114385522 - C TBXS ENSTOO AAde NR_037584.2 & 5 A o
chri3 32336622 - = BRCA2 _ ENSTOO AAAS NM_001173466.2 549374 133586 7.75883 19.2346
chril 2662044 - G KCNQ1  ENSTOO AAAS-2 NM_001173466.2-2 549374 159429 811024 19.8648
chr12 114385518 - c TBXS ENSTOO AACS NM 001414678.1 149719 47611 3.28315 130859

Gene expression (VST) of top 1 000 vartable genes WILD TYPE PREDICTED MUTANT
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Somatic SNV in mRNAs

‘Somatic SNV not in mRNAs.
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