
Bioinformatics that Inspire
Other solutions bring you the haystack; 

We lead you to the needle in the haystack



Advaita Bioinformatics

Best Quality More Flexibility

Better Usability

Lower Cost

Better Accuracy Faster Answers/Speed

Added Convenience

Improved Confidence

Advaita’s software tools help principal investigators, core facilities, and enterprise 
bioinformatics teams analyse gene expression data (e.g. RNA-Seq or microarray) and 
variant data (e.g. DNA-Seq) to find biomarkers, identify impacted pathways, and pinpoint 
putative mechanisms. Currently, this frustrating process is slow, unreliable, expensive, 
and often requires multiple disjointed tools, which then provide irrelevant or incorrect 
results. While other solutions drop a haystack of results on you, Advaita leads you 
straight to the needle.

Advaita’s products offer the most comprehensive 
knowledge base and the most advanced algorithms. 
Their solution is for scientists who demand the 
very best results from their experiments. 

Advaita provides maximum flexibility in licensing, 
pricing and data sharing among various 
connected users. They guarantee that you will 
get the maximum value for your investment. 

Advaita products are consistently rated as 
easier to use and understand compared to 
the other alternatives. They provide a cleaner 
interface for life scientists so that they can be 
engaged with the results instead of relying on 
bioinformaticians who may not have all the 
insights behind the experiments. 

Get a sophisticated and complete analysis of 
your experiment at a cost much lower than 
any other solution. Advaita’s platform is more 
cost effective than using “free” software. When 
evaluating cost, make sure to include the lost time 
that results from poor results, primitive interfaces, 
piecing together multiple and incompatible 
solutions, and lost know-how due to staff turnover. 

Advaita’s proprietary impact analyses pinpoint 
the impacted pathways with fewer false positives 
by considering the position and role of all genes 
on each pathway, as well as the direction and 
type of all their interactions.

Get the answers you are looking for while 
you enjoy a cup of coffee. A complete, multi- 
dimensional analysis will be ready for you about 
15 minutes after you upload your data. You 
spend less time searching for the answers and 
eliminating false positives. 

Using the protected cloud-environment, explore 
your results in real-time, from anywhere, in a 
highly secure manner. Leverage the expertise of 
your collaborators by allowing them to contribute 
to your interactive analyses at the click of a 
button and no additional cost. 

This all results in improved confidence in your 
results. Advaita protects your analysis and your 
reputation. Advaita users have the confidence that 
they are producing the best results, with the least 
effort, with maximum collaboration at the lowest 
possible cost. What more could you ask for? 



Predicted miRNA Analysis
iPathwayGuide provides a novel predicted 
micro RNA (miRNA) analysis based on 

your gene-expression or protein-expression data. 
This analysis allows you to identify miRNAs that 
may be active in your conditions, identify targets, 
and generate new hypotheses.

Gene AnalysisPathway Analysis

Gene Ontology (GO) Analysis

Disease Analysis
Meta-Analysis

Provides publication-ready results in minutes
Import your RNA-Seq data and identify significant pathways and mechanisms without all 
the noise found in other approaches. iPathwayGuide brings the most advanced pathway 
analysis platform to you. Unlike other pathway analysis approaches that assume all 
genes to be independent, iPathwayGuide considers the size, role, and position of each 
gene on the pathway as it models high-throughput sequencing data. This advanced 
approach allows users to quickly prioritise targets and pathways, avoiding false positive 
and false negative results.

Access up-to-date gene annotations 
including miRNAs, biological processes, 

cellular components, pathways, SNPs, drugs, 
diseases, etc. iPathwayGuide provides a user-
friendly interface to investigate the genes of 
your interests, saving valuable time and effort. 
Advaita’s gene annotations come from many 
public data sources, as well as literature mining. 
Their knowledge base includes many recent 
papers that are not yet available from NCBI.

Advaita’s proprietary Impact Analysis 
quickly identifies the significantly 

impacted pathways based on two forms of 
evidences: Over Representation Analysis, and 
Perturbation Analysis. All other pathway analysis 
approaches consider the pathways as simply 
sets of genes ignoring the biological processes 
that the pathways are meant to describe. 
iPathwayGuide is the only pathway analysis 
tool that uses a system biology approach and 
includes in the analysis the type, function and 
interactions between the genes on all pathways.

iPathwayGuide analysis includes 
GO analysis for the three domains; 

biological processes, molecular functions, 
and; cellular components. Choose from a 
variety of correction factors including Elim and 
Weight pruning methods that take hierarchical 
relationships into consideration. Identify and 
explore annotated genes, and view hierarchy 
plots of the various GO terms.

iPathwayGuide analysis includes 
finds enriched diseases under the 

ICD-10 classification. Quickly zoom in on groups 
of diseases and see significantly expressed 
genes from your data that are annotated to each 
disease. Choose from a variety of correction 
factors including FDR. Identify and explore 
annotated genes, references, and more.

iPathwayGuide is the only platform 
that allows for a meta-analysis across 

multiple conditions. Quickly identify genes, 
pathways, micro RNAs, GO terms, or diseases that 
may be in common or unique across your data. 
You can even build custom meta-analyses based 
on other data sets you may already have.



Prioritise Variants

Real-Time Filtering

Identify Rare Variants

Causal Variants

Prediction of Effect

Clinical Significance

Pathway Impact

GO Impact

Advanced Variant Analysis with a systems biology perspective.
Import your VCF file and identify causal variants and biological impact in minutes 
leveraging a systems biology approach. iVariantGuide allows you to quickly analyse 
and interpret your VCF file with publication-ready visualisations. Single sample, Tumor/
Normal, Pedigree, and Group v. Group.

Quickly and effortlessly prioritise 
your variant list based on 

your criteria. Choose from a variety of filters 
including: variant class, pathogenicity, allele 
frequency, and more. Create custom filter sets 
that allow you to rapidly set the list of variants 
you want to investigate.

iVariantGuide allows you to filter your 
data in real-time. No longer do you 

have to guess at which filters are most meaningful 
to you. Your data updates as you explore it 
allowing you to see relationships that might 
otherwise be missed.

iVariantGuide gives you the tools to 
identify rare variants quickly. Filter 

your data based on population allele frequencies 
in 1000 Genomes.

With iVariantGuide you can quickly 
identify variants that may be 

responsible for the observed phenotype. These 
causal relationships may come from a range of 
sources: from clinical significance to prediction 
of effect, to impacted pathways. iVariantGuide 
doesn’t limit your choices.

iVariantGuide allows you to see 
the predicted effect of variants 

at the transcript level such as frame shifts and 
codon changes. The effects can differ depending 
on the genomic context of the variant. With 
iVariantGuide, these changes are automatically 
calculated and presented for further investigation

If a variant has already been identified 
as pathogenic or likely pathogenic, 

you should know about it. iVariantGuide will 
identify these clinically significant variants of 
interest, and provide resources to investigate 
them like OMIM, MedGen, SNOMED, and more.

iVariantGuide brings a systems 
biology perspective to your 

data. It allows you to understand how variants 
could interact with a variety of components 
within the biological system. Not only can you 
visualise which genes and pathways are being 
impacted, but you can also identify possible 
miRNAs and druggable targets.

Similar to Pathway Impacts, 
iVariantGuide gives you tools to see 

what ontology terms are also impacted based 
on their annotated genes. This complementary 
systems biology perspective allows you to see 
which biological processes, molecular functions 
and cellular components are impacted and their 
relationships to other systems.



Drugs

GO Terms

Pathways

Genes microRNAs

References

Diseases

4,300 drugs annotated to genes and 
pathways.

40,000 GO terms covering Biological 
processes, Molecular functions, and 
Cellular Components with annotated 
genes, ancestor charts, and more.

Search hundreds of pathways and 
model drug, miRNA, and drug targets.

Over 195,000 genes with detailed 
descriptions, aliases and links to NCBI.

Over 5,000 microRNAs and their targets 
and relationships to pathways.

Over 3 million annotated PubMed 
references.

Thousands of diseases with ICD-10 
classifications and annotated genes, 
pathways, and drugs.

Exploring relationships within biology.
iBioGuideTM lets you explore the Advaita knowledge base. Constructed with over 
100 million biological relationships, iBioGuide lets you find relationships that may 
be insightful. Search for any term and find related genes, microRNAs, pathways, 
biological processes, molecular functions, cellular components, drugs, diseases, and 
references. See which microRNAs target certain genes, or what genes are responsible 
for specific regulatory processes.

iBioGuide is a Google-like search engine for life science. It is a FREE utility to 
identify specific relationships between genes, pathway, GO terms, diseases, etc., 
powered by Advaita’s knowledge base. 

To register  
1. Create an account  

https://apps.advaitabio.com/oauth-provider/login   
2. Activate your account   

3. You are now ready to access iBioGuide!



1800 678 242
sales@mscience.com.au
www.mscience.com.au

“As a scientist, the ipathwayguide software allows me to get a comprehensive snapshot 
of my large dataset in minutes rather than months. I love the fact that I have the choice to 

look at the main findings on the summary page but can dive deeper into the findings using 
my expertise and insights. The meta-analysis tool is great to compare different data sets or 

groups and the images are amazing and of publication quality.”

Pauline Zaenker Ph.D. 
Edith Cowan University 

“Since we acquired iPathwayGuide, it has become my main analysis tool for signaling 
pathways. It is both most powerful and among the easiest-to-use software for pathway 

analysis of gene list obtained from microarray experiments of which I am aware.” 

Dr. Richard Friedman 
Columbia University 

“iPathwayGuide is one of best tools I ever used as a Bioinformatics Scientist, at this 
point I have made hundreds of analysis on it. It is easy to use, easy to share with clients 

– and that is one of best feature – the design of results are informative and simple to 
understand and the figures the tool makes can go directly to a publication. This almost 
make you forget that what is really impressive is the statistical method used that add 

much value to your System Level Analyses.” 

William Da Silveira, Ph.D., Bioinformatics Scientist 
Medical University of South Carolina, Center for Genomics Medicine

Contact Millennium Science today to learn more about 
what Advaita has to offer!


