high-throughput experiments to yield meaningful information,
technical considerations are paramount.

First, the researchers used simulations based on experimental
measurements of barcode library size, diversity and the number of
barcodes received per cell, and determined the number of cells that
should be infected to ensure a >95% probability of one barcode rep-
resenting one cell. Second, it was necessary to filter out sequencing
errors. For this, Lu and colleagues used the 6-bp library identifier
sequence to identify true barcodes. In addition, they developed an
algorithm to filter out low-copy-number reads that were likely to
be due to background noise.

Lu and colleagues observed 30-50 unique barcodes per mouse in
their experiments and distinguished two populations of HSCs with
distinct contributions to different blood lineages: one subset of cells
was biased to B cells and T cells, the other to granulocytes and B
cells. HSC lineage bias is consistent with what has been previously
seen with single-cell transplantation experiments, but the combina-
tion of techniques used in this work means that many more HSC
clones could be monitored with an order of magnitude fewer mice.

So far, the researchers generated 18 barcode libraries, which can
in principle be combined in multiplex experiments to increase the
scale and efficiency even more. The approach should apply to any
cell type that can be infected with a lentivirus, although the com-
plete ablation of endogenous stem cells may prove challenging in
systems that regenerate less rapidly than the hematopoietic one. For
now, and yet again in adult stem cell biology, blood leads the way.
Natalie de Souza
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Lu, R. et al. Tracking single hematopoietic cells in vivo using high-throughput
sequencing in conjunction with viral genetic barcoding. Nat. Biotechnol. 29,
928-933 (2011).

genes and operons with a lower error rate and fewer
misassembled contigs relative to existing algorithms.

Their approach also performed well with individual cells of
a previously uncharacterized marine bacterium, generating a
genome assembly with larger, higher-quality contigs compared
with those produced by older algorithms. Most of the expected
metabolic genes appeared to be represented in their assembly,
suggesting a high degree of completeness, and the researchers
made preliminary deductions about the physiology of this
bacterium based on some of the pathways that they identified.

Lasken’s team is continuing to improve MDA while Pevzner and
colleagues work toward a more streamlined analytical process.
“You could conceivably go from finding an organism to having
its assembled genome in a week,” says Lasken. Such power will
undoubtedly prove extremely useful as he and his colleagues at
the JCVI continue their efforts to catalog and characterize the
numerous bacterial species that make their home in the gut,
mouth and other reservoirs of the human body. “We have a huge
number of bacteria we know almost nothing about,” says Lasken.
“If we could even get 5 or 10% of their genome, it could be
tremendously interesting.”
Michael Eisenstein
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Chitsaz, H. et al. Efficient de novo assembly of single-cell bacterial genomes
from short-read data sets. Nat. Biotechnol. 29, 915-921 (2011).

NEWS IN BRIEF
The best way to capture exons
Sequencing only the exons in a genome narrows the search for
functional variation. Clark et al. compared tools that capture the
exome by hybridizing mRNA to oligonucleotide baits in solution.
Nimblegen baits covered less but overlapped at high density,
giving excellent sensitivity for the least sequencing. Illumina
and Agilent baits covered more bases at low density, facilitating

the discovery of more variants upon deeper sequencing.
Clark, M.J. et al. Nat. Biotechnol. 29, 908-914 (2011).

CHEMICAL BIOLOGY
Incorporating multiple unnatural amino acids

Probes can be site-specifically introduced into proteins by
reassigning the stop codon UAG to encode an unnatural amino
acid. But incorporation efficiency is low because the stop codon
continues to serve as a stop signal. Johnson et al. fully reassign
the UAG codon in Escherichia coli by knocking out the essential
release factor 1 and fixing the expression of release factor 2.
This greatly improves incorporation of unnatural amino acids,
allowing incorporation at multiple sites.

Johnson, D.B.F. et al. Nat. Chem. Biol. 7, 779-786 (2011).

High-dimensional single-cell data analysis

Despite recent great technical advances in flow cytometry
(allowing up to 17 single-cell parameters to be measured) and
mass cytometry (allowing up to 30 or more parameters to be
detected), methods for analyzing such high-dimensional single-
cell data have lagged behind. Qiu et al. now describe an analysis
method called spanning-tree progression analysis of density-
normalized events (SPADE). SPADE enables the visualization of
cellular progressions and hierarchies in a branched-tree structure.
Qiu, P. et al. Nat. Biotechnol. 29, 886-891 (2011).

Deep imaging with STED

To study synapse function in a physiological setting, it is
necessary to image deep in the brain. Urban et al.

describe adaptation to a stimulated emission depletion (STED)
super-resolution to facilitate actin imaging inside synapses 120
micrometers below the tissue surface. They equipped their STED
microscope with a high-numerical-aperture glycerol-immersion
objective lens with a correction collar, which greatly decreased
aberrations resulting from light scattering.

Urban, N.T. et al. Biophys. J. 101, 1277-1284 (2011).

Human adipose lipid turnover

Arner et al. describe an approach to study lipid turnover in
human adipocytes. As a result of above-ground nuclear bomb
tests in the 1950s and 1960s, atmospheric 14C levels greatly
increased, but since a test ban treaty in 1963, 14C levels

have exponentially decreased at a known rate. Comparing 14C
incorporation into lipids with atmospheric 14C levels, Arner et
al. determined that adipocyte lipid turnover is relatively slow,
on the order of six times in 10 years.

Arner, P. et al. Nature 478, 110-113 (2011).
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