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Warren, René L., Sutton, Granger G., Jones, Steven J. M., and Holt, Robert A.

Assembling millions of short DNA sequences using SSAKE. Bioinformatics,

23(4):500–501, 2007. ISSN 1460-2059. doi:10.1093/bioinformatics/btl629. URL

http://dx.doi.org/10.1093/bioinformatics/btl629. 13

Waterston, Robert H., Lander, Eric S., and Sulston, John E. On the sequenc-

ing of the human genome. Proceedings of the National Academy of Sciences,

99(6):3712–3716, 2002. ISSN 1091-6490. doi:10.1073/pnas.042692499. URL

http://dx.doi.org/10.1073/pnas.042692499. 4

Waterston, Robert H., Lander, Eric S., and Sulston, John E. More on the sequenc-

ing of the human genome. Proceedings of the National Academy of Sciences,

100(6):3022–3024, 2003. ISSN 1091-6490. doi:10.1073/pnas.0634129100. URL

http://dx.doi.org/10.1073/pnas.0634129100. 4

Wheeler, David A., Srinivasan, Maithreyan, Egholm, Michael, Shen, Yufeng,

Chen, Lei, McGuire, Amy, He, Wen, Chen, Yi-Ju, Makhijani, Vinod, Roth,

G. Thomas, et al. The complete genome of an individual by massively parallel

DNA sequencing. Nature, 452(7189):872–876, 2008. ISSN 0028-0836. doi:

10.1038/nature06884. URL http://dx.doi.org/10.1038/nature06884. 5

137

http://dx.doi.org/10.1101/gr.076463.108
http://dx.doi.org/10.1126/science.1058040
http://view.ncbi.nlm.nih.gov/pubmed/21237791
http://view.ncbi.nlm.nih.gov/pubmed/21237791
http://dx.doi.org/10.1093/bioinformatics/btl629
http://dx.doi.org/10.1073/pnas.042692499
http://dx.doi.org/10.1073/pnas.0634129100
http://dx.doi.org/10.1038/nature06884


REFERENCES

Ye, Kai, Schulz, Marcel H., Long, Quan, Apweiler, Rolf, and Ning, Zemin. Pindel:

a pattern growth approach to detect break points of large deletions and medium

sized insertions from paired-end short reads. Bioinformatics, 25(21):2865–2871,

2009. ISSN 1460-2059. doi:10.1093/bioinformatics/btp394. URL http://dx.

doi.org/10.1093/bioinformatics/btp394. 112

Zerbino, Daniel R. and Birney, Ewan. Velvet: Algorithms for de novo short

read assembly using de bruijn graphs. Genome Research, 18(5):821–829, 2008.

ISSN 1549-5469. doi:10.1101/gr.074492.107. URL http://dx.doi.org/10.

1101/gr.074492.107. 8, 13, 54, 61

138

http://dx.doi.org/10.1093/bioinformatics/btp394
http://dx.doi.org/10.1093/bioinformatics/btp394
http://dx.doi.org/10.1101/gr.074492.107
http://dx.doi.org/10.1101/gr.074492.107

