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Sequencing Analysis Platform



Determined to provide best solutions, making easier
interpretation and decision making for drug
development and clinical research.

Passionate to generate coherent understanding of
biological systems

Commitment to uphold the highest standards of
integrity, transparency,and ethics

Unwavering core values that shape our culture and
guide our every endeavor

We offer customized high-quality solutions to the
scientific community across the globe for their
sequencing analysis requirements, without any expertise
in programming.

We believe in high data standards and understand data
privacy being top priority among our clients to makes us
their trusted collaborator for biological projects right
from the raw complex data to useful and understandable
data.

Addressing the current advancement in AI and Machine
Learning by incorporating the algorithms in our analysis
for faster and more accurate results.

Introduction
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Bulk RNASeq

Workflow



Bulk RNASeq

Mycobacter Case study

https://www.ncbi.nlm.nih.gov/sra/SRX276898



Strategy 3

Bulk RNASeq



GATKBest Practice workflow is followed for
germline and somatic variant analysis

Haplotype caller for germline variants

Mutect2 for somatic variants (tumor normal pair
or tumor only mode)

Annotations using funcotator by GATK

Filtered VCF files in tabular format for easier
interpretation & Visualization on any given
platform

Variant Analysis



VCF/bam files along with the index file used for visualization
Maftools used for further visualization of mutated genes and classification of variants

Variant Analysis



Explore the diversity,structure and function of microbial populations in various ecosystems like soil,
human gut, etc.
Applications:

Environmental monitoring
Human microbiome studies
Biotechnology (biofuel production)

Typesof Analysis:
Shotgun Metagenomics: DNASeq, using all genetic material.
Amplicon Sequencing: Use specific marker gene like 16S rRNA to study diversity.

Metagenomic Analysis



Metagenomic Analysis

Workflow for Illumina Reads

Workflow for ONT Reads



Metagenomic Analysis

Results



RNASeq: TumorHeterogeneity
ATACSeq: Transposase-accessiblechromatin sequencing
MethylSeq sequencing: DNA Methylation (Epigenetic analysis)

Preprocessing: AIRRSeq-tsv
Postprocessing:

Repertoire overlap between samples
CDRH3 length distribution
Diversity Analysis
Clonal Diversity
Identify top clonotypes

Upcoming



Integration with machine learning for better predictions and classifications.
Use of multi-omics for comprehensive analysis

Future Work & Vision



Whatever your goal,
we can help you
achieve it.


