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CRITICAL STEPS
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LIBRARY PREPARATION
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READ IDENTIFICATION

nt
• ↑↑No. sequences

• Time vs Capacity

Reference 
Sequences

• Presence

• Faster

Only
viruses • NCBI [Organism]

• Double check

Options

Virus Ref_Genomes* In-house

Usutu virus 1 413

Ebola 6 2,186

West Nile 2 3,715

Dengue 4 18,183

Chikungunya 1 1,693

Zika 2 1,073

Human 

Coronavirus

4 1,526

Hantavirus 7 2,249

Lassa virus 2 1,832



SPECIFIC CASE

Family (RefGenomes) D10_LibSc D10_NEB

Ackermannviridae 46% 0%

Adenoviridae 35% 0%

Albetovirus 10% 95%

D10-H_LibSc D10-H_NEB

Parvoviridae 43% 0%

Poxviridae 11% 0%

D40_LibSc D40_NEB

Baculoviridae 1% 88%

Unclas. viruses 93% 0%

D40-H_LibSc D40-H_NEB

Astroviridae 29% 0%

Siphoviridae 23% 1%

Virgaviridae 36% 86%

Samples: Human fecal samples (2 pairs mother-infant)
Library: LibScript (LibSc) vs. NEBNext (NEB)
Databases: RefGenomes vs. in-house

Virus
RefGenomes In-house

NEB LibSc NEB LibSc

West nile 0 0 2 1

Dengue 0 0 4 1

Zika 0 0 3 4

Bornavirus 0 0 1 0

Lassa virus 0 0 0 1

Enteric viruses (detected by RT-qPCR)

Virus Sample (gc/L)
RefGenomes In-house

NEB LibSc NEB LibSc

NoV
D10 (2.02) + - + +

D10-H (4.88) - - - +

HAstV
D40 (5.01) - + - +

D40-H (6.26) + + + +

RV

D10 (3.39) - - + +

D10-H (2.97) - - + -

D40 (5.93) - - - -

D40-H (3.55) + - + -

No. positive samples



Conclusions

➢ Human fecal virome are dependant of:

• Pre-enrichment of the sample and library

• Databases

➢ The detection of some viral groups is strongly influenced by the used

databases

➢ Library sequencing kits can produce bias to DNA viruses.
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