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High-quality genomic information from a single cell
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Our single-cell genomics analysis technology delivers deeper insights
than existing methods
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Purpose Microbiome Composition Composition & Genome Individual microbe function
Target Partial 16S rRNA genes Fragmented community genome | Individual genomes and plasmids
Length of sequence 400 base pairs (bp) Tens~Tens of billions bp Millions - Hundreds of millions
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Sequencing effort Small Large Variable
Microbial composition +++ +++ ++
Gene composition - +++ ++
E Linking taxa and function : + +++
Strain variant analysis - - +++
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Each single amplified genome (SAG) is nearly unique

and 98.7% (228/231 species) of them were newly identified

Compare genomes at strain-level

lde, K et. al., Front. Microbiol. 2022

https://doi.ora/10.3389/fmic.2022.955404

ATIN'&W{I e R PNy Host ID
Tt N T NN MY MV Dt type

I
: Btk

m Genes on plasmids

@ WSK005-C00010
© WSKO005-C00011

~ ANI [%]
100

Moo

08 @ WSK005-00012
N . @ WSKO005-00054

4 @ WSK005-00063

= B o6 @ WSK005-00074

Collected from | & @ WSK005-00076

© WSK007-C00006
© WSKO007-00010

8 hosts

| W WSKO001

AU RSN W \\/SK002 © WSK007-00090
" S “ WSK004 ® WSK008-C00002
.& M - wg&ggg © WSK008-C00004
W @ WSK008-00090
M . Data type | |
iR g ¢ il x“- T MAG 0 20k
s in e i e el iy ¢ s im W SAG
[] Cluster from cohabitants

Strain-resolved genomes for Moraxella osloensis Plasmids found in M. osloensis HQ SAG

;} - -
= bitBiome Contact us foday:

INfo@bitbiome.blo




