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Transcriptome/ RNA Analysis
Whole Transcriptome
Identification of novel exons and transcribed regions by chimpanzee transcriptome sequencing
Wetterbom et al. Genome Biology 2010, 11:R78
http://genomebiology.com/2010/11/7/R78

Constitutively active androgen receptor splice variants expressed in castration-resistant prostate
cancer require full-length androgen receptor.

Watson et al, PNAS, 2010

www.pnas.org/cgi/doi/10.1073/pnas.1012443107

Roles of xanthophyll carotenoids in protection against photoinhibition and oxidative stress in the
cyanobacterium Synechococcus sp. strain PCC 7002

Zhu et al, Archives of Biochemistry and Biophysics 2010 Jul 16
http://dx.doi.org/10.1016/j.abb.2010.07.007

Functional and structural characterization of the 2/2 hemoglobin from Synechococcus sp. PCC
7002

Scott et al, Biochemistry 2010 Aug 24;49(33):7000-11

http://dx.doi.org/10.1021/bi100463d

The Transcriptomes of Two Heritable Cell Types Illuminate the Circuit Governing Their
Differentiation

Tuch et al, PLoS Genetics, August 2010, volume 6, Issue 8
http://dx.doi.org/10.1371/journal.pgen.1001070

Genome-wide misexpression of X-linked versus autosomal genes associated with hybrid male
sterility.

Lu et al, Genome Res. published online May 28, 2010
http://genome.cshlp.org/lookup/doi/10.1101/gr.076620.108

Simultaneous high-resolution analysis of vaccinia virus and host cell transcriptomes by deep
RNA sequencing.

Yang et al, PNAS, published online June 7, 2010
www.pnas.org/cgi/doi/10.1073/pnas.1006594107

A comparison of massively parallel nucleotide sequencing with oligonucleotide microarrays for
global transcription profiling.

Bradford et al, BMC Genomics 2010, 11:282

http://dx.doi.org/10.1186/1471-2164-11-282

Tracing the Derivation of Embryonic Stem Cells from the Inner Cell Mass by Single-Cell RNA-
Seq Analysis.

Tang et al, Cell Stem Cell, 6, May 7, 2010

http://dx.doi.org/10.1016/j.stem.2010.03.015
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Large-scale detection and analysis of RNA editing in grape mtDNA by RNA deep-sequencing.
Picardi et al, Nucleic Acids Research, 2010, 1-13
http://dx.doi.org/10.1093/nar/gkq202

Widespread transcription at neuronal activity-regulated enhancers.
Kim et al, Nature, 14 April 2010
http://dx.doi.org/10.1038/nature09033

RNA-Seq analysis to capture the transcriptome landscape of a single cell.
Tang et al, Nature Protocols, 5, - 516 - 535 (2010)
http://dx.doi.org/10.1038/nprot.2009.236

Tumor Transcriptome Sequencing Reveals Allelic Expression Imbalances Associated with Copy
Number Alterations.

Tuch et al, PLoS ONE 5(2): 9317

http://dx.doi.org/10.1371/journal.pone.0009317

mRNA-Seq whole-transcriptome analysis of a single cell.
Tang et al, Nature Methods 6, 377 - 382 (2009)
http://dx.doi.org/10.1038/nmeth.1315

The Structure and Complexity of a Bacterial Genome.
Passalacqua et al, J. Bacteriology doi:10.1128/JB.00122-09
http://dx.doi.org/10.1128/JB.00122-09

Stem cell transcriptome profiling via massive-scale mRNA sequencing.
Cloonan et al, Nature Methods - 5, 613 - 619 (2008)
http://dx.doi.org/doi:10.1038/nmeth.1223

small RNA

Arabidopsis lyrata small RNAs: Transient MIRNA and small interfering RNA loci within
the Arabidopsis Genus.

Ma et al, The Plant Cell 22:1090-1103 (2010)
http://www.plantcell.org/cgi/content/short/22/4/1090

Identification of homologous microRNAs in 56 animal genomes
Li, et al, Genomics 2010 Jul; 96(1): 1-9
http://dx.doi.org/10.1016/j.ygeno.2010.03.009

RNA deep sequencing of the Atlantic cod transcriptome
Johansen et al, Comparative Biochemistry and Physiology, D, 2010
http://dx.doi.org/10.1016/j.cbd.2010.04.005

Deep sequencing reveals differential expression of microRNAs in favorable versus unfavorable
neuroblastoma.

Schulte et al, Nucleic Acids Research, 2010, 1-10

http://dx.doi.org/10.1093/nar/gkq342

High Throughput Sequencing of MicroRNAs in Adenovirus Type 3 Infected Human Laryngeal
Epithelial Cells.

Qi et al, Journal of Biomedicine and Biotechnology, 2010
http://www.hindawi.com/journals/jbb/aip.915980.html

Logs and R2D2 act sequentially in the siRNA pathway in Drosophila.
Marques et al, Nature Structural & Molecular Biology 17, 24 - 30 (2010)
http://dx.doi.org/10.1038/nsmb.1735
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Ago2 Immunoprecipitation Identifies Predicted MicroRNAs in Human Embryonic Stem Cells and
Neural Precursors.

Goff et al, PLoS ONE (2009) 4(9): €7192.

http://dx.doi.org/doi:10.1371/journal.pone.0007192

Limitations and possibilities of small RNA digital gene expression profiling.
Linsen et al. Nature Methods 6, 474-476 (2009)
http://dx.doi.org/doi:10.1038/nmeth0709-47

Sliced microRNA targets and precise loop-first processing of MIR319 hairpins revealed by
analysis of the Physcomitrella patens degradome

Addo-Quaye et al , RNA 2009 15: 2112-2121
http://rnajournal.cshlp.org/lookup/doi/10.1261/rna.1774909

SAGE

High-Resolution Analysis of the 5'-End Transcriptome Using a Next Generation DNA Sequencer.
Hashimoto et al, PLoS ONE. 2009; 4(1): 4108

http://dx.doi.org/10.1371/journal.pone.0004108

Variation in the Large-Scale Organization of Gene Expression Levels in the Hippocampus Relates
to Stable Epigenetic Variability in Behavior.

Alter et al. PLoS ONE (2008) 3(10): e3344.

http://dx.doi.org/doi:10.1371/journal.pone.0003344

RNA, Structure

Genome-wide measurement of RNA secondary structure in yeast
Kertesz et al, Nature 467, 103-107,2010
http://www.nature.com/nature/journal/v467/n7311/full/nature09322 .html

Long Noncoding RNA as Modular Scaffold of Histone Modification Complexes
Tsai et al, Science, Published online July 8 2010
http://dx.doi.org/10.1126/science.1192002

Epigenomic Analysis
Chomatin Immunoprecipitation Sequencing (ChIP — Seq)
A Downstream Intergenic Cluster of Regulatory Enhancers Contributes to the Induction of
CYP24A1 Expression byla,25-Dihydroxyvitamin D3*
Meyer et al, The Journal of Biological Chemistry, VOL. 285, NO. 20, May 14, 2010
http://dx.doi.org/10.1074/jbc.M110.119958

A global role for KLF1 in erythropoiesis revealed by ChIP-seq in primary erythroid cells.
Tallack, et al, Genome Res. published online May 27, 2010
http://genome.cshlp.org/lookup/doi/10.1101/gr.106575.110

Comparing genome-wide chromatin profiles using ChIP-chip or ChIP-seq/
Johannes et al, Bioinformatics Advance Access published March 5, 2010
http://dx.doi.org/10.1093/bioinformatics/btq087

ZBEDG, a Novel Transcription Factor Derived from a Domesticated DNA Transposon Regulates
IGF2 Expression and Muscle Growth.

Markljung et al, PLoS Biol 7(12): ¢1000256

http://dx.doi.org/10.1371/journal.pbio.1000256

A novel mechanism of epigenetic regulation: Nucleosome-space occupancy.
Ciu et al, Biochem. Biophys. Res. Commun (2009)
http://dx.doi.org/10.1016/.bbre.2009.11.157
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Differential binding and co-binding pattern of FOXA1 and FOXA3 and their relation to H3K4me3
in HepG2 cells revealed by ChIP-seq.

Motallebipour et al. Genome Biology 2009, 10:R129
http://dx.doi.org/10.1186/gb-2009-10-11-r129

A compiled and systematic reference map of nucleosome positions across the
Saccharomyces cerevisiae genome.

Jiang and Pugh, Genome Biology 2009, 10:R109
http://dx.doi.org/doi:10.1186/gb-2009-10-10-r109

Interaction of transcriptional regulators with specific nucleosomes across the saccharomyces
genome.

Koerber et.al. Molecular Cell Volume 35, Issue 6, 889-902, 24 September 2009
http://dx.doi.org/10.1016/j.molcel.2009.09.01 1

Chromatin immunoprecipitation sequencing (ChIP-Seq) on the SOLiD™ System.
Shah et al, Nature Methods 6, (2009)
http://www.nature.com/nmeth/journal/v6/n4/full/nmeth.f.247 .html

A high-resolution, nucleosome position map of C. elegans reveals a lack of universal sequence-
dictated positioning.

Valouev et al, Genome Research. 2008 Jul;18(7):1051-63.
http://dx.doi.org/10.1101/gr.076463.108

Nucleosomes are well positioned in exons and carry characteristic histone modifications.
Andersson et al, Genome Research 2009. 19:1732-1741.
http://dx.doi.org/10.1101/gr.092353.109

Methylation

An alignment algorithm for bisulfite sequencing using the Applied Biosystems SOLiD System/
Ondov et al, Bioinformatics Advance Access published June 18,2010
http://dx.doi.org/10.1093/bioinformatics/btq291

Chromatin and sequence features that define the fine and gross structure of genomic methylation
patterns.

Edwards et al, Genome Research, 2010
http://genome.cshlp.org/lookup/doi/10.1101/gr.101535.109

Whole Methylome Analysis by Ultra-Deep Sequencing Using Two-Base Encoding.
Bormann Chung et al, PLoS ONE 5(2): €9320.

http://dx.doi.org/10.1371/journal.pone.0009320

Preparation of genome-wide DNA fragment libraries using bisulfite in polyacrylamide gel
electrophoresis slices with formamide denaturation and quality control for massively parallel
sequencing by oligonucleotide ligation and detection.

Ranade, S., et al. Analytical Biochemistry (July 2009) 390, (2): 126-135.
http:dx/doi.org/10.1016/1.ab.2009.04.020

Genomic Analysis
Whole Genome Sequencing
Complete Genome Sequence of Staphylococcus aureus fifl strain JKD6008, a ST239 clone of
Methicillin-Resistant Staphylococcus aureus with intermediate level vancomycin resistance.
Howden et al, J. Bacteriol, 2010
http://dx.doi.org/10.1128/JB.00951-10

Highly-multiplexed barcode sequencing: an efficient method for parallel analysis of pooled
samples

Smith et al, Nucleic Acids Research, 2010, 1-7

http://dx.doi.org/10.1093/nar/gkq368
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Whole-Genome Sequencing in a Patient with Charcot-Marie-Tooth Neuropathy
Lupski et al, N Engl J Med , March 10, 2010
http://dx.doi.org/10.1056/NEJM0a0908094

Whole-genome resequencing reveals loci under selection during chicken domestication.
Rubin, et al, Nature 464, 587-591 (25 March 2010)
http://dx.doi.org/10.1038/nature08832

Development of Personalized Tumor Biomarkers Using Massively Parallel Sequencing.
Leary et al, Science Translational Medicine, 24 February 2010 Vol 2 Issue 20 20ral4
http://dx.doi.org/10.1126/scitranslmed.3000702

Complete Khoisan and Bantu genomes from southern Africa.
Schuster et al, Nature, Vol 463, 18 February 2010.
http://dx.doi.org/doi:10.1038/nature08795

Combining Two Technologies for Full Genome Sequencing of Human.
Skryabin et al, Acta Naturae, No3, 2009

U87MG Decoded: The Genomic Sequence of a Cytogenetically Aberrant Human Cancer Cell
Line.

Clark et al, PL0oS Genetics, January 2010, volume 6, issue 1
http://dx.doi.org/10.1371/journal.pgen.1000832

Maternal Plasma DNA Analysis with Massively Parallel Sequencing by Ligation for Noninvasive
Prenatal Diagnosis of Trisomy 21.

Chiu et al. Clinical Chemistry 56:3 (2010)

http://dx.doi.org/10.1373/clinchem.2009.136507

Digital Fetal Aneuploidy Diagnosis by Next-Generation Sequencing.
Voelkerding and Lyon, Clinical Chemistry Clinical Chemistry 56:3 336-338 (2010)
http://dx.doi.org/10.1373/clinchem.2009.141267

A small-cell lung cancer genome with complex signatures of tobacco exposure.
Pleasance et al. Nature, 463, 184-190 (14 January 2010)
http://dx.doi.org/doi:10.1038/nature08629

Breakpoint analysis of balanced chromosome rearrangements by next-generation paired-end
sequencing.

Chen et al, European Journal of Human Genetics (2 December 2009)
http://dx.doi.org/10.1038/ejhg.2009.211

Whole-genome typing of Bacillus anthracis isolates by next-generation sequencing accurately and
rapidly identifies strain-specific diagnostic polymorphisms.

Cummings, et al., Forensic Sci. Int. Gene. Suppl. (2009)
http://dx.doi.org/10.1016/j.fsigss.2009.08.097

Sequence and structural variation in a human genome uncovered by short-read, massively parallel
ligation sequencing using two base encoding.

McKernan et al, Genome Res. Published online June 22, 2009
http://dx.doi.org/10.1101/gr.091868.109

The complete genome sequence of Escherichia coli DH10B: insights into the
biology of a laboratory workhorse.

Durfee et al, J. of Bacteriolog, April 2008, p. 2597-2606, Vol. 190, No. 7
http://dx.doi.org/10.1128/JB.01695-07
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Fast Forward Genetics.
Darby and Hall, Nature Biotechnology 26, 1248 - 1249 (2008)
http://dx.doi.org/doi:10.1038/nbt1108-1248

Rapid whole-genome mutational profiling using next-generation sequencing technologies.
Smith et al, Genome Res. 2008. 18: 1638-1642
http://dx.doi.org/10.1101/gr.077776.108

Comparing Platforms for C. elegans Mutant Identification Using High-Throughput Whole-
Genome Sequencing.
Shen et al, PLoS ONE 3(12): e4012

http://dx.doi.org/10.1371/journal.pone.0004012

Targeted Resequencing

Exome Sequencing Identifies WDR35 Variants Involved in Sensenbrenner Syndrome.
Gilissen et al, The American Journal of Human Genetics (2010)
http://dx.doi.org/10.1016/j.ajhg.2010.08.004

Whole exome capture in solution with 3Gbp of data
Bainbridge et al, Genome Biology 2010, 11:R62
http://dx.doi.org/10.1186/gb-2010-11-6-r62

SNP discovery performance of two second generation sequencing platforms in the NOD2 gene
region.

Melum et al, Human Mutation Volume 9999 Issue 999A, Published Online: 18 May 2010
http://dx.doi.org/10.1002/humu.21276

GC-Biased Evolution Near Human Accelerated Regions
Katzman et al, PLoS Genetics, 2010
http://dx.doi.org/10.1371/journal.pgen. 1000960

Multiplexed resequencing analysis to identify rare variants in pooled DNA with barcode indexing
using next-generation sequencer.

Mitsui et al, Journal of Human Genetics (2010), 1-8

http://dx.doi.org/10.1038/jhg.2010.46

De novo mutations of SETBP1 cause Schinzel-Giedion syndrome.
Hoischen, et al, Nature Genetics, May 2010
http://dx.doi.org/10.1038/ng.581

PHF6 mutations in T-cell acute lymphoblastic leukemia.
Van Vlierberghe et al, Nature Genetics 42, 338-342 (2010)
http://dx.doi.org/10.1038/ng.542

Accurate SNP and mutation detection by targeted custom microarray-based genomic enrichment
of short-fragment sequencing libraries.

Mokry et al, Nucleic Acids Research, 2010, 1-9

http://dx.doi.org/10.1093/nar/gkq072

Polymorphism Discovery in High-Throughput Resequenced Microarray-Enriched
Human Genomic Loci.
Antipova et al, Journal of Biomolecular Techniques 20:253-257

http://www.ncbi.nlm.nih.gov/pmec/articles/PMC2777346/?tool=pubmed

High throughput sequencing in mice: a platform comparison identifies a preponderance of cryptic
SNPs.

Walter et al, BMC Genomics 2009, 10:379

http://dx.doi.org/10.1186/1471-2164-10-379
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Evaluation of next generation sequencing platforms for population targeted sequencing studies.
Harismendy et al, Genome Biology 2009, 10:R32
http://dx.doi.org/10.1186/gb-2009-10-3-r32

Metagenomics

Confirmation of the Sequence of 'Candidatus Liberibacter asiaticus' and Assessment of Microbial
Diversity in Huanglongbing-Infected Citrus Phloem Using a Metagenomic Approach.

Tyler et al, Molecular Plant-Microbe Interactions, Vol. 22, No. 12, 2009,
http://dx.doi.org/10.1094 /MPMI -22-12-1624

The carnivorous bladderwort (Utricularia, Lentibulariceae) a system inflates.
Albert et al, Journal of Experimental Botany, vol. 61, Nol, pp 5-9, 2010
http://dx.doi.org/10.1093/jxb/erp349

Platform/ Technology
Semi-Automated Library Preparation for High-Throughput DNA Sequencing Platforms
Farias-Hesson et al, Journal of Biomedicine and Biotechnology, Volume 2010, Article ID 617469
http://dx.doi.org/10.1155/2010/617469

Highly-multiplexed barcode sequencing: an efficient method for parallel analysis of pooled
samples.

Smith et al, Nucleic Acids Research, 2010, I-7

http://dx.doi.org/10.1093/nar/gkq368

New Frontiers in Plant Functional Genomics Using Next Generation Sequencing Technologies.
R. Nutter, The Handbook of Plant Functional Genomics, Concepts and Protocols. Gunther Kahl
and Khalid Meksem, Ed. ISBN: 978-3-527-31885-8, Wiley-VCH, 2008 pp 431-444

Applied Biosystems SOLiD™ System: Ligation-Based Sequencing," Next Generation Genome
Sequencing: Towards Personalized Medicine, Pandey V, Nutter RC, Prediger E (2008), Wiley,
pages 29-41

http://www.wiley.com/WileyCDA/WileyTitle/productCd-3527320903.html

Bioinformatics

SVDetect: a tool to identify genomic structural variations from paired-end and mate-pair
sequencing data

Zeitouni et al, Bioinformatics, Vol. 26 no. 152010, pages 1895-1896
http://dx.doi.org/10.1093/bioinformatics/btq293

The Genome Analysis Toolkit: a MapReduce framework for analyzing next-generation
DNA sequencing data

McKenna et al, Genome Res. published online July 19, 2010
http://genome.cshlp.org/lookup/doi/10.1101/gr.107524.110

SOPRA: Scaffolding algorithm for paired reads via statistical optimization.
Dayarian et al, BMC Bioinformatics 2010, 11:345
http://dx.doi.org/10.1186/1471-2105-11-345

Filtering error from SOLiD Output.
Sasson et al, Bioinformatics, Vol. 26 no. 6 2010, pages 849-850
http://dx.doi.org/10.1093/bioinformatics/btq045

VARID: a variation detection framework for color-space and letter-space platforms.
Dalca et al, Bioinformatics, Vol. 26 ISMB 2010, pages 13431349
http://dx.do.orgi/10.1093/bioinformatics/btq184

Modeling non-uniformity in short-read rates in RNA-Seq data
Li et al, Genome Biology, 2010, 11:R50
http://dx.doi.org/10.1186/gb-2010-11-5-r50

SOLiD™ System Publications 9/10/2010



Intensity normalization improves color calling in SOLiD sequencing.
Wu et al, Nature Methods 7, 336-337 (2010)
http://dx.doi.org/10.1038/nmeth0510-336

Correction of sequencing errors in a mixed set of reads.
Salmela, Bioinformatics Advance Access published April 8, 2010
http://bioinformatics.oxfordjournals.org/cgi/content/abstract/btq151v1

Global and unbiased detection of splice junctions from RNA-seq data.
Ameur et al, Genome Biology 2010, 11:R34
http://dx.doi.org/10.1186/gb-2010-11-3-r34

A scaling normalization method for differential expression analysis of RNA-seq Data.
Robinson and Oshlack, Genome Biology 2010, 11:R25
http://dx.doi.org/10.1186/gb-2010-11-3-125

PEMer: a computational framework with simulation-based error models for inferring genomic
structural variants from massive paired-end sequencing data.

Korbel et al, Genome Biology 2009, 10:R23

http://dx.doi.org/10.1186/gb-2009-10-2-123

ParMap, an Algorithm for the Identification of Complex Genomic Variations in Nextgen
Sequencing Data.

Khiabanian et al. Available from Nature Precedings, 2010
http://hdl.handle.net/10101/npre.2010.4145.1

Archiving next generation sequencing data.
Shumway et al. Nucleic Acids Research, 2009, 1-2
http://dx.doi.org/doi:10.1093/nar/gkp1078

PerM: efficient mapping of short sequencing reads with periodic full sensitive spaced seeds.
Chen et al, Bioinformatics 2009 25(19):2514-2521
http://dx.doi.org/10.1093/bioinformatics/btp486

Local alignment of two-base encoded DNA sequence.
Homer et al. BMC Bioinformatics 2009, 10:175
http://dx.doi.org/10.1186/1471-2105-10-175

SHRiMP: Accurate Mapping of Short Color-space Reads.
Rumble et al. (2009) PLoS Comput Biol 5(5): e1000386.
http://dx.doi.org/10.1371/journal.pcbi.1000386

Efficient mapping of Applied Biosystems SOLiD sequence data to a reference genome for
functional genomic applications.

Ondov et al, Bioinformatics 2008 24(23):2776-2777
http://dx.doi.org/10.1093/bioinformatics/btn512

Crystallizing short-read assemblies around seeds.
Hossain et al, BMC Bioinformatics 2009, 10 (Suppl 1):S16
http://dx.doi.org/10.1186/1471-2105-10-S1-S16

RNA-MATE: A recursive mapping strategy for high-throughput RNA-sequencing data.
Cloonan et al, Bioinformatics, 2009
http://dx.doi.org/10.1093/bioinformatics/btp459
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Reviews
Uncovering the Complexity of Transcriptomes with RNA-Seq.
Costa et al, Journal of Biomedicine and Biotechnology Volume 2010, Article ID 853916
http://dx.doi.org/10.1155/2010/853916

Whole-Genome Sequencing Breaks the Cost Barrier.
Bonetta, Cell, Volume 141, Issue 6, 917-919, 11 June 2010
http://dx.doi.org/10.1016/j.cell.2010.05.034

A survey of sequence alignment algorithms for next-generation sequencing.
Li and Homer, Briefings in Bioinformatics, Advance Access, published May 11, 2010
http://dx.doi.org/10.1093/bib/bbg015

The case for cloud computing in genome informatics
Stein, Genome Biology 2010, 11:207
http://genomebiology.com/2010/11/5/207

Genome variation discovery with high-throughput sequencing data.
Dalca and Brudno, Briefings in Bioinformatics, 2010
http://dx.doi.org/10.1093/bib/bbp058

Assembly algorithms for next-generation sequencing data
Miller et al, Genomics 2010
http://dx.doi.org/10.1016/j.ygen0.2010.03.001

Personal genome sequencing: current approaches and challenges
Snyder et al, Genes Dev. 2010 24: 423-431
http://dx.doi.org/10.1101/gad.1864110

Applications of Ultra-high-Throughput Sequencing
Fox et al, Plant Systems Biology, vol. 553
http://dx.doi.org/10.1007/978-1-60327-563-7 5

Bacterial Genome Sequencing.

Tettelin and Feldblyum, Molecular Epidemiology of Microorganisms, Methods in Molecular
Biology, Vol. 551

http://dx.doi.org/10.1007/978-1-60327-999-4 18

Bewertung der SOLiDSequenzierungsplattform aus Nutzerperspektive.
Dahl et al, Laborwelt, Nr. 1/2010
http://www.laborwelt.de/pdf/2010/L W2010_01.pdf

Sequencing technologies — the next generation.
Metzker, Nature Reviews Genetics 11, 31-46 (January 2010)
http://dx.doi.org/10.1038/nrg2626

ChIP-seq: advantages and challenges of a maturing technology
Park, Nature Reviews Genetics 10, 669-680 (October 2009)
http://dx.doi.org/10.1038/nrg2641

Next-generation sequencing technologies and their implications for crop genetics and breeding
Varshney, et al, Trends in Biotechnology Volume 27, Issue 9, September 2009, Pages 522-530
http://dx.doi.org/10.1016/j.tibtech.2009.05.006

Generation II DNA sequencing technologies potential impact on drug discovery and development.
Kingsmore et al, Drug Discovery World Spring 2009

http://ddw-
online.com/enabling technologies/310370/generation ii dna sequencing technologies.html
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Next-Generation Sequencing Methods: Impact of Sequencing Accuracy on SNP Discovery.
Chan, Single Nucleotide Polymorphisms, Methods in Molecular Biology 578,A.A.2009
http://www.springerlink.com/content/j14826281664g340/

Whole Genome Transcriptome Analysis.
Forrest and Carninci, RNA Biology 6:2, 107-112;
http://dx.doi.org/10.4161/rna.6.2.7931

Is sequencing enlightenment ending the dark age of the transcriptome?
Carninci, (2009). Nature Methods v6 p711

http://www.nature.com/nmeth/journal/v6/n10/pdf/nmeth1009-711.pdf

Speed Freaks.
Levine, The Journal of Life Sciences Fall 2009 27-31
http://www.burrillreport.com/content/pastissues/TIOLS _Fall2009.pdf

Next generation sequencing from basic research to clinical diagnostics.
Voelkerding et al, Clinical Chemistry 55: 641-658, 2009.
http://dx.doi.org/10.1373/clinchem.2008.112789

The beginning of the end for microarrays?
Shendure, Nature Methods - 5, 585 - 587 (2008)
http://dx.doi.org/10.1038/nmeth0708-585

Massively Parallel Sequencing: The Next Big Thing in Genetic Medicine.
Tucker et al, AJHG 85, 142-154, 2009
http://dx.doi.org/10.1016/j.ajhg.2009.06.022

Faster human genome sequencing.
Li and Wang, Nature Biotechnology V27 September 2009,820-821
http://www.nature.com/nbt/journal/v27/n9/pdf/nbt0909-820.pdf

The promise and reality of personal genomics.
Yngvadottir et al, Genome Biology 2009,10:237
http://dx.doi.org/10.1186/gb-2009-10-9-237

Next-generation DNA sequencing of paired-end tags (PET) for transcriptome and genome
analyses.

Fullwood et al. Genome Res. 2009 19: 521-532

http://dx.doi.org/10.1101/gr.074906.107

Rise of the Machines.
Gresham and Kruglyak, PLoS Genet. 2008 August; 4(8):¢1000134.

http://dx.doi.org/10.1371/journal.pgen. 1000134

Sequence census methods for functional genomics.
Wold and Myers, Nature Methods - 5, 19 - 21 (2008)
|http://dx.doi.org/10.1038/nmeth 1157

The methylome: approaches for global DNA methylation profiling.
Beck and Rakyan, Trends in Genetics Volume 24, Issue 5, May 2008, Pages 231-237
http://dx.doi.org/10.1016/1.tig.2008.01.006

The new paradigm of flow cell sequencing
Holt and Jones, Genome Res. 2008. 18: 839-846
http://dx.doi.org/10.1101/gr.073262.107

Recent Patents and Advances in the Next-Generation Sequencing Technologies
Lin et al, Recent Patents on Biomedical Engineering 2008, 1, 60-67
http://www.bentham.org/biomeng/samples/biomeng1-1/Lin.pdf
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