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Figure 2. Schematic representation detailing how NEBNext
libraries were generated using the ZymoBIOMICS Microbial
Community DNA Standard as input DNA. Manual libraries
were made using full volumes according to protocol,
automated libraries were made using 1 in 10 volume

on the SPT mosquito HV platform.
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Figure 4. Bar chart showing average yields
for the manual and 1/10 automated libraries
with differing input amounts and PCR cycle
numbers. Error bars indicate standard
deviation.
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Figure 3. Fragment Analyzer traces comparing the size
distribution of manual and 1/10 automated libraries
for A) 50ng, B) 1 ng, and C) 0.1 ng of input DNA.
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Figure 5. Sequence data were normalised to 13M reads per library, A) indicates
average levels of duplicate and mapping percentages, B) shows average fold
coverage. Error bars indicate standard deviation
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Figure 6. Fragment Analyzer traces comparing the size
distribution of manual TruSeq Nano and 1/10 volume
automated NEBNext Ultra Il FS DNA libraries.
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Figure 7. Bar chart detailing average yields for the manual
TruSeq Nano and 1/10 automated NEB libraries generated
from clinical bacterial isolates. 100 ng and 10 ng of input
DNA were used for the TruSeq Nano and NEB 1/10 libraries,
and 8 and 10 cycles of PCR, respectively. Error bars are
standard deviation.
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Figure 8. Sequence data were normalised to 1.3M reads per
library. Bar chart shows averages of duplicate and mapping
percentages, and fold coverage of the genome. Error bars
are standard deviation.
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Figure 9. Sequence data were normalised to 13M reads per
library. Bar chart shows averages of A) percentage duplicates,
B) percentage mapping, and C) fold coverage (X) of the mock
community. Error bars are standard deviation.
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