Single Cell Analysis
forMicrobiaI Research

Service Introduction
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Single Microbe DNA Sequencing (SmDNA-seq),
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Workflow

Host Cell-Based Single Cell RNA Sequencing

Microbial treatment Single cell isolation
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Single Microbe DNA/RNA Sequencing
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Single cell encapsulation
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Library construction

Sequencing & Analysis
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Main Services Key Features
Single Cell RNA Sequencing High-Throughput Approach
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Single Microbe RNA Sequencing
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Strain-level Resolution
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Detection of Rare Microbes
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Functional Heterogeneity Profiling
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Antibiotic Response and Host Interaction
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Service Information

scRNA-seq

Sample type Cell, tissue, organoid, blood &

1%x108 cells

Requirement
AL Cell viability > 70%

Single cell 10x Genomics, BD Biosciences,
platfiorm MobiDrop
Number of

5,000~50,000
captured cells

Clustering, DEG, functional
annotation, cell type annotation,
trajectory analysis, cell-cell
interaction, pathway enrichment

Bioinformatics

smDNA-seq

Cultured cell, feces, saliva,
soil, water S

2x10¢ cells
Cell viability > 90%

MobiDrop

6,000 0| At

Whole genome assembly,
strain-level taxonomic classification,
horizontal gene transfer,
host-phage association

smRNA-seq

Cultured cell

1x10" cells
Cell viability > 85%

MobiDrop

Z|ch 20,000

Clustering, DEG, pathway
enrichment, trajectory analysis,
plasmid & virus analysis, antibiotic
resistance & virulence gene analysis

Data Analysis
( Clustering (UMAP) ) ( Virus annotation )
E.coli Normal o on phage_ID phage_name ble_type
NC_028902.1 Enterobacteria phage FI 4184 b, complete pl

5 f ® AMP1h NC _029014.1 Parabacteroides phage YZ-2015b, complete genome  complete_genome
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( Antibiotic resistance & Virulence annotation )

UMAP2
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-5 B.sub Heatshock sseqid name description
NG_049084 blaEC-19 CEPHALOSPORIN extended-spectrum class C beta-lactamase EC-19
E.coli Heatshock NG_049083 blaEC-18 CEPHALOSPORIN extended-spectrum class C beta-lactamase EC-18
-1 NG_067136 blaCMY-169 CEPHALOSPORIN class C beta-lactamase CMY-169

UMAP1

( Pathway enrichment )
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€. 1644-7203 %4 genomics@rokit.co.kr W www.rokitgenomics.com
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