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Academia

27,000 NIH-funded PIs

Biopharma

$43B/yr Pre-clinical R&D budget

Biorepositories

10M+ banked samples

1 - Samples shipped 2 - Library Preparation 3 - Sequencing 4 - Data Analysis 5 - Data Delivery

RNA-SEQ SERVICES

Advanced • Affordable • Scalable Transcriptomics

Our Customers 



WHY RNA-SEQ
MATTERS ?

RNA-seq is foundational for
modern biology — emains
costly and difficult to scale.
RNA sequencing enables
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Gene expression profiling

Differential expression &
pathway discovery

Biomarker identification

Translational & clinical 
research applications

Drug target discovery and
therapeutic development



The Problem with Traditional RNA-seq
Traditional RNA-seq workflows are:

Expensive
(~$200+/sample)

Labor-
intensive, low

throughput

Library
preparation
accounts for

>75% 
of cost

Inefficient
>80% of reads
can be wasted

on rRNA

Biased: poly-A
methods may 
miss important

lncRNAs
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Result: HIGH COST limits accessibility and large-scale studies



BIRT + PERD vs Traditional Poly(A) RNA-seq
Workflow and Technical  Differences



Why Biostate AI is Better?

A - Reproducibility 
Replicate correlation > 0.95

B -Broader Transcriptome Coverage

Detects more unique genes than
total RNA, capturing both mRNA
and lncRNA without poly(A) bias.

C- Efficient rRNA Depletion

Especially effective for challenging samples like
blood, where high globin and rRNA content can

otherwise reduce data quality



Why Biostate AI is Better?

Works with Challenging Samples

Compatible with degraded RNA (RIN > 2), requires as
little as 10 ng input, and optimized for challenging

samples including FFPE, blood, and plasma

Scalable Multiplexing Without Bias

Early pooling of 16–24 samples minimizes batch
variability and drives significant cost efficiency



STANDARD SAMPLES
Specialty SAMPLES

Best for stable, cost-efficient workflows
For complex inputs & clinical specimens

$60
per sample

$110
per sample

INCLUDES:

Cultured Animal Cells (>30k cells)
Extracted RNA (Mammalian)

INCLUDES:

Specialty and low-concentration RNA (evRNA,
cfRNA)

Biospecimens and clinical samples,(whole
blood, plasma, serum, PBMC, tissues, FFPE)

Unusual organisms (plants, octopus,
axolotl, ...)

REQUIREMENTS:

REQUIREMENTS:

Conc. ≥ 16 ng/µL (min 10 µl)

RIN ≥ 7 (If QC  available)
Minimum 3 ng input
Accepts Degraded RNA (RIN 2-7)
Bulk Discount: 100+ samples (Ask us)

Biostate AI’s Pricing Structure

*Default: Single-End 300bp~450bp, 10M reads; Paired-End Available on request



Biostate AI – Additional Services

 1. EXTRACTION SERVICES

Blood/PBMCs                        

Tissue / FFPE / Other

$20

$60

 2. Sequencing Add-ons

+10 Million Reads

Complementary Package (BioA)

$10

$15

Paired-End 150bp available on request

3.3. Turnaround and Specifications

Standard turnaround 3-6 weeks

Rush service available on request

*Default: Single-End 300〜450 bp, 10M reads; More reads/Paired-End Available on request

(SE: 5-6 weeks; PE: 3-4 weeks)



Use savings to increase biological replicates.

Why Single-End (SE) is Often Optimal

04

03

02

01
300–450 nt continuous read length

Supported by STAR, HISAT2, Salmon, Kallisto

Readlength

Integration

Cost-Effective

Profiling

~3× cost savings vs paired-end

Best suited for gene-level expression studies



End-to-End Bioinformatics Pipeline

FASTQ conversion

Adapter trimming (fastp)

Biostate AI provides a complete standardized workflow

Demultiplexing

Alignment

(HISAT2/STAR)

FastQC + MultiQC

Quantification

(featureCounts)

Delivered via OmicsWeb:  raw FASTQ files, aligned gene count matrices, filtered protein-coding matrices 
with free access to Omicsweb - Our AI bioinfo platform to support bioinformatics analysis



Secure cloud-native

NGS data management

OMICSWEB + COPILOT PLATFORM

Multi-gigabyte uploads

with real-time tracking 

Role-based access for

teams and collaborators

Time-to-insight improved

from weeks to hours

DEGs, PCA, heatmaps, volcano

plots, GO/pathway enrichment,

and auto-generated reports

AI-powered conversational

bioinformatics analysis

 (no coding needed)



Ready to start your RNA-seq project?
We handle everything from sample receipt → sequencing → analysis → delivery.

contact@biostate.ai +1-7134899827
www.biostate.ai
www.biostate.ai/get-quote

Get the Quote!

http://www.biostate.ai/get-quote
http://www.biostate.ai/get-quote


Appendix



BIRT - 
Barcode-Integrated 

Reverse Transcription

PERD - 
 Probe-enabled RNA Depletion

Biostate AI -
Solution

BIRT + PERD: A New RNA-
seq Paradigm with Robust

performance across
sample types.

Barcodes added during first-
strand synthesis

Enzyme-free depletion of excess
RNA

Samples pooled immediately
after RT

Up to 99.8% rRNA reduction

Up to 16× throughput increase,
Ideal for FFPE, Degraded RNA.
Large cohort studies

Compatible with pooled workflows

Reduces labor and reagent
consumption

Captures noncoding RNA more
effectively than mRNA enrichment

Enables processing of low-input
samples (~10 ng)

Enables broader transcriptome
coverage - mRNA, lncRNA, other
long RNA species
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BIRT + PERD vs Traditional Poly(A) RNA-seq
Performance and Data Quality Comparison



Why Single-End Reads Are a Better Choice

For RNA profiling, single-end (SE) sequencing offers key technical advantages over paired-end (PE)- not
just cost savings. Here’s why SE is the optimal choice for most applications.

Advantage 1 : Superior Read Length

SE sequencing delivers 300-450 nt reads
from a single direction, providing ample
coverage for gene expression profiling.

Advantage 2 : More Reliable Mutation Coverage

When detecting mutations, SE provides consistent coverage from a fixed starting point.
PE reads start from both ends with variable insert sizes, meaning the middle region coverage is
unpredictable.

Advantage 3 : Proven & Widely Adopted

Thousands of published RNA-seq studies use SE data. All major bioinformatics pipelines (STAR, HISAT2,Salmon, Kallisto) handle SE reads
seamlessly. SE is the industry standard for expression profiling.

Advantage 4 : Its More Cost Effective 
Our sequencing technology has been optimized
for single-end reads, allowing us to offer SE at a
significantly lower cost. 

Choose SE and invest your savings in more biological replicates for stronger statistical power!


