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Next&Bio

Single Cell RNA Sequencing

MRNA Whole Transcriptome Analysis (WTA) Service

Applications

v" Biomarker development
v Stem cell research
v" Immune cell research

v Infectious disease analysis

Single Cell Curation

Tel : +82-02-6953-1159, Fax : +82-02-6499-1139, E-mail :
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Barcoded bead Barcoded bead

Cell

Paired single cell & |:> MRNA hybridization |:> mMRNA-Bead

|:> WTA library |:> NGS & single cell gene
barcoded bead onto barcoded bead retrieval

synthesis expression profiling
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[UMAP plot] [Heatmap] | [Differentially Expressed Genes (DEGS)] [Gene Ontology Term Enrichment]
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Why Next&Bio ?
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Sample submission guideline About Sequencing Service
Sample type Cell suspension or cryopreserved cell Service fee W 4,000,000 / sample (4= 37 0|4 Al (VATHE)
Cell source Organoid, PBMC, cultured cells Library system BD Rhapsody™ Single Cell Analysis System
Required amount | > 0.5 M cells in 1 mL Sequencing system | Illumina NextSeq™ 2000 / HiSegX™ Ten
Minimum amount | 0.1M cells in 0.5 mL Sequencing depth | > 15,000 reads/cell
Cell viability > 80% Service period 2~4 weeks
About Analysis Service
Analysis Service fee (VAT excluded)
Basic analysis W 500,000/ sample
Basic analysis W 500,000 / sample
Advanced analysis
Advanced analysis W 1,500,000 / sample
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