
Cat. No. DS1709

• Long-Read Sequencing Ready: Ideal to benchmark 3rd generation sequencing and metagenomic measurements

(e.g. Oxford Nanopore & PacBio).

• High Molecular Weight: DNA standard is > 50 kb in size.

• Accurate Composition: Composition is cross-validated with multiple types of measurements.

ZymoBIOMICS® HMW DNA Standard

Long-Read Metagenomics Standard. The ZymoBIOMICS® 
HMW DNA Standard is composed of genomic DNA from seven 
bacteria and one yeast and is >50 kb in size, as confirmed by 
Agilent Tapestation®.

High Quality Long-Read Sequencing. The ZymoBIOMICS® 

HMW DNA Standard was sequenced using the Oxford 
Nanopore MinION™ and the Ligation Sequencing kit (LSK109) 
for library preparation. Read length histogram shows an 
approximate average of 24 kb with >125 kb recorded.

Benchmark Long-Read Metagenomics

High Quality Long-Read Data
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Product Cat. No. Size

ZymoBIOMICS® HMW DNA Standard D6322 5000 ng

Experiment group Sample ID Flow cell ID Flow cell product code Kit ID Current output directoryLSK109_LongSTD LongSTD FAK66151 FLO-MIN106 SQK-LSK109 C:\data\.
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Duty Time
Summary of channel states over time
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Mux Scan Results
Channel counts per category after each mux scan
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Cumulative Throughput
Throughput of run over time
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Summary read length distribution
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.fast5 file writing errors
encountered. MinKNOW cannot
start an experiment from this
point. Please restart the
computer, and start the run
again.

 2 days ago

There was an error writing a
.fast5 file. MinKNOW will try to
finish this experiment, although
the output might be corrupt.
Please stop your experiment,
restart your computer, and start
the run again.

 2 days ago

Disk too low to continue.
Stopping data acquisition.
Please clear some space and
re-start the experiment

 2 days ago

Disk usage alert – you only
have 1360 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1394 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1577 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1511 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1556 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1635 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1742 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1759 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1649 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1715 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1760 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1953 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1866 MB of space free,
which is insufficient for the run.
Please free up some space,

otherwise your run will stop
prematurely.

 2 days ago

Disk usage alert – you only
have 1915 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

 2 days ago

otherwise your run will stop
prematurely.

2 days ago

Disk usage alert – you only
have 2239 MB of space free,
which is insufficient for the run.
Please free up some space,
otherwise your run will stop
prematurely.

2 days ago

Disk usage alert – you only
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Sequencing Stopped due to error
Run Statistics
READS: 1.12 M ESTIMATED BASES: 15.71 GB

Basecall Statistics
QUEUED: 56% CALLED: 44% BASES: 2.95 GB SKIPPED READS: 7.05 K



Species

Theoretical 
Composition (%)

Genomic 
DNA

Genome 
Copy

Pseudomonas aeruginosa 14 7.8

Escherichia coli 14 10.9

Salmonella enterica 14 11.2

Enterococcus faecalis 14 18.8

Staphylococcus aureus 14 19.6

Listeria monocytogenes 14 17.8

Bacillus subtilis 14 13.2

Saccharomyces cerevisiae 2 0.63

Service technique 
Réactifs : 01 34 60 60 24 - tech@ozyme.fr 
Instrumentation : 01 30 85 92 88 - instrum@ozyme.fr

Nous contacter

https://www.ozyme.fr/a-propos/contacts.asp

