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Pilot dataset
 Each sample:

• Deep sequenced: > 100k reads
• Shallow: > 10k reads
• Single end – Illumina 135bps



Demultiplexing
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Spiked samples



The taxonomic assignment story 
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•
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GTDB 120 marker genes

Credits to Judit



•



How to deep and shallow
sequencing compare?



Bacterial abundance in deep and shallow
sequenced samples



Comparing SC results with traditional
shotgun



AMR SC vs shotgun sequencing



Focus on spike samples
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Bacteria species
Estimated abundance 
(Percentage)

Number of cells found 
in sewage

Faecalibacterium prausnitzii 14 1
Veillonella rogosae 14 1
Roseburia hominis 14 47
Bacteroides fragilis 14 0
Prevotella corporis 6 0
Bifidobacterium adolescentis 6 45
Fusobacterium nucleatum 6 0
Lactobacillus fermentum 6 19
Methanobrevibacter smithii 0.1 0
Salmonella enterica 0.01 0
Enterococcus faecalis 0.001 0
Clostridium perfringens 0.0001 0
Akkermansia muciniphila 1.5 0
Clostridioides difficile 1.5 0
Escherichia coli (B-766) 2.8 0
Escherichia coli (B-2207) 2.8 0
Escherichia coli (B-3008) 2.8 0
Escherichia coli (B-1109) 2.8 0
Escherichia coli (JM109) 2.8 0
Candida albicans 1.5 0
Saccharymeces cerevisiae 1.4 0



Coassembly
•

•



Species Completeness Contamination N50 Genome size Genome size 
(NCBI)

Bifidobacterium
adolescentis 91.66 7.54 13,512 2.174 MB 2.2 Mb

Roseburia
hominis 92.93 38.37 9,897 4.269 MB 3.6 Mb



Need to get rid of contamination

•
•
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Zymobiomics Roseburia hominis (strain
OB EAV1 11 DCM)



Kraken cleaned vs Binned genome



Main Reason: 
MDA



Improving bin quality by using several
metagenomic binning tools
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Plans for the future
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