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Human embryonic stem cell lines derived
from single blastomeres
Irina Klimanskaya, Young Chung, Sandy Becker, Shi-Jiang Lu
& Robert Lanza

Nature 444, 481–485 (2006); doi: 10.1038/nature05142 (this issue)

At the request of the Editors at Nature, we wish to clarify some
questions that have arisen since the advance online publication
(AOP) of our Letter on 23 August 2006. In our Letter, we showed
that human embryonic stem-cell lines can be generated from a single
cell after its removal from an 8–10-cell embryo. To minimize the
number of embryos used, we removed multiple cells from each
embryo, and none of the biopsied embryos were allowed to develop
in culture.

In our experiments, the isolated blastomeres from each embryo
were cultured together in the same medium that was used to culture
the parent embryo, and were arranged to avoid contact with each
other. Diffusible factors from the other blastomeres present in the
mediamay assist recovery and growth of the blastomere.We have not
excluded the possibility that only a subset of blastomeres of an 8–10-
cell embryo are capable of forming human embryonic stem cells.
These caveats are worth considering for future studies, but do not
negate our central finding that blastomeres extracted from an 8–10-
cell embryo by mechanical micromanipulation can form human
embryonic stem-cell cultures.

We have now added more explicit information on how individual
embryos were handled in the form of a table based on Supplementary
Table 1 of the AOP version of the Supplementary Information (which
has now been removed). This information is now presented in the
printed paper as Table 1, to indicate howmany cells were individually
biopsied from each embryo. In addition, the descriptions for Fig. 4b
and d in the legend to Fig. 4 have been corrected (they were inad-
vertently transposed in the AOP version of the paper).

These clarifications have been incorporated into the paper for
the print version and are individually listed as Supplementary
Information to this Addendum.

Supplementary Information is linked to the online version of the paper at
www.nature.com/nature.

CORRIGENDUM
doi:10.1038/nature05400

Insights into social insects from the genome
of the honeybee Apis mellifera
The Honeybee Genome Sequencing Consortium

Nature 443, 931–949 (2006)

In this Article, the surname of co-author L. Sian Gramates was mis-
spelled Grametes.
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Potential of stem-cell-based therapies for
heart disease
Deepak Srivastava & Kathryn N. Ivey

Nature 441, 1097–1099 (2006)

It has been drawn to our attention (by J. Lakota, and by J. J. Minguell
and G. P. Lasala) that we used the abbreviation for bone-marrow-
derived stem cells (BMSCs) inappropriately in some parts of our
Insight Progress article. BMSC is a commonly used acronym for
the heterogeneous adult stem cells in bone marrow. The term
BMSC was used with this intention, but was placed after describing
a study on bone-marrow-derived mesenchymal stem cells, which are
a subset of BMSCs. Subsequent references to BMSCs were intended
to describe the heterogeneous cells, rather than the specific mesench-
ymal subtype. Most clinical trials for myocardial infarction used
BMSCs and have so far had mixed results. Future trials with isolated
mesenchymal stem cells will reveal their potential in the context of
heart disease.
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Eastern Pacific cooling and Atlantic
overturning circulation during the last
deglaciation
Markus Kienast, Stephanie S. Kienast, Stephen E. Calvert,
Timothy I. Eglinton, Gesine Mollenhauer, Roger François
& Alan C. Mix

Nature 443, 846–849 (2006)

In Figure 1 of this Letter, the units of organic carbon burial flux on the
left y axis should be gm22 yr21 and not gm22 kyr22. In addition, an
earlier version of the Supplementary Information for this Letter was
inadvertently uploaded. The Supplementary Information was cor-
rected on 30 October 2006.
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