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(NOTICE 02-13) 
A. P. ARKIN, LAWRENCE BERKELEY NATIONAL LABORATORY 
VIMSS/Genomics:GTL Publications  

2006 
1. Bender, K., H.-C. Yen, and J. D. Wall. “Analyzing the Metabolic Capabilities of 

Desulfovibrio Species Through Genetic Manipulation,” Biotechnol. Genet. Eng. Rev. 
In press. 

2. Gentry, T., C. Schadt, and J. Zhou. “Microarrays for Bacterial Detection,” in 
Advanced Techniques for Diagnostic Microbiology (invited), ed. Y-W. Tang and C. 
W. Stratton, Springer-Verlag. In press. 

3. Gentry, T., C. Schadt, and J. Zhou. “Microarrays for Environmental Applications,” 
Microb. Ecol., invited. In press. 

4. Leaphart, A. B., et al. 2006. “Transcriptome Analysis of Shewanella oneidensis Gene 
Expression in Response to Acidic and Alkaline pH Stress,” J. Bacteriol. 188(4), 
1633–42. 

5. Price, M. N., A. P. Arkin, and E. J. Alm. 2006. “OpWise: Operons Aid the 
Identification of Differentially Expressed Genes in Bacterial Microarray 
Experiments,” BMC Bioinformatics 7, article 19 (open access, doi:10.1186/1471-
2105-7-19). 

6. Schadt, C. W., and J.-Z. Zhou. “Advances in Microarrays for Soil Microbial 
Community Analyses,” in Nucleic Acids and Proteins in Soil (Soil Biology), ed. 
P. Nannipieri and K. Smalla, Springer-Verlag (invited). In press. 

2005 
1. Alm, E. J., et al. 2005. “The MicrobesOnline Website for Comparative Genomics,” 

Genome Res. 15(7), 1015–22. [pubmed] 

2. DeSantis, T. Z., et al. 2005. “Rapid Quantification and Taxonomic Classification of 
Environmental DNA from both Prokaryotic and Eukaryotic Origins Using a 
Microarray,” FEMS Microbiol. Lett. 245(2), 271–78. [download pdf] 

3. Fields, M. W., et al. 2005. ”Impacts on Microbial Communities and Cultivable 
Isolates from Groundwater Contaminated with High Levels of Nitric Acid-Uranium 
Waste, FEMS Microbiol. Ecol. 53(3), 417–28. [download pdf] 
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http://www.pubmedcentral.nih.gov/articlerender.fcgi?tool=pubmed&pubmedid=15998914
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=pubmed&dopt=Abstract&list_uids=15837382&query_hl=1
http://www.sciencedirect.com/science?_ob=MImg&_imagekey=B6T2V-4FFGFFM-1-1&_cdi=4928&_user=635986&_orig=browse&_coverDate=08%2F01%2F2005&_sk=999469996&view=c&wchp=dGLbVzz-zSkzV&md5=3f5a8bee95adf54dd0dfd602e41febb5&ie=/sdarticle.pdf


4. Gao, W., et al. 2005. “Effects of a Strong Static Magnetic Field on Bacterium 
Shewanella oneidensis: An Assessment by Using Whole Genome Microarray,” 
Bioelectromagnetics 26(7), 558–63. [download pdf] 

5. Hazen, T. C., and H. H. Tabak. 2005. “Developments in Bioremediation of Soils and 
Sediments Polluted with Metals and Radionuclides: 2. Field Research on 
Bioremediation of Metals and Radionuclides,” Rev. Environ. Sci. Biotechnol. 4(3), 
157–83. [download pdf] 

6. He, Z., et al. 2005. “Empirical Establishment of Oligonucleotide Probe Design 
Criteria Using Perfect Match and Mismatch Probes and Artificial Targets,” Appl. 
Environ. Microbiol. 71(7), 3753–60. [download pdf] 

7. He, Z., et al. 2005. “Comparison of Microarrays with Different Probe Sizes for 
Monitoring Gene Expression, Appl. Environ. Microbiol. 71(9), 5154–62. [download 
pdf] 

8. Koenigsberg, S. S., T. C. Hazen, and A. D. Peacock. 2005. “Environmental 
Biotechnology: A Bioremediation Perspective,” Remed. J. 15(4), 5–25. [download 
pdf] 

9. Li, X., Z. He, and J.-Z. Zhou. 2005. “Selection of Optimal Oligonucleotide Probes for 
Microarrays Using Multiple Criteria, Global Alignment, and Parameter Estimation,” 
Nucleic Acids Res. 33(19), 614–23. 

10. Liu, Y., et al. 2005. “Transcriptome Analysis of Shewanella oneidensis MR-1 in 
Response to Elevated Salt Conditions,” J. Bacteriol. 187(7), 2501–7. [pubmed] 

11. Price, M. N., E. J. Alm, and A. P. Arkin. 2005. “Interruptions in Gene Expression 
Drive Highly Expressed Operons to the Leading Strand of DNA Replication,” 
Nucleic Acids Res. 33(10), 3224–34. [download pdf] 

12. Price, M. N., et al. 2005. “Operon Formation is Driven by Co-Regulation and Not by 
Horizontal Gene Transfer,” Genome Res. 15(6), 809–19. [pubmed] 

13. Price, M. N., et al. 2005. “A Novel Method for Accurate Operon Predictions in All 
Sequenced Prokaryotes,” Nucleic Acids Res. 33(3), 880–92. [download pdf] 

14. Rodionov, D., et al. 2005. “Dissimilatory Metabolism of Nitrogen Oxides in Bacteria: 
Comparative Reconstruction of Transcriptional Networks,” PLoS Comput. Biol. 1(5), 
e55.  

15. Schadt, C. W., et al. 2005. “Design and Use of Functional Gene Microarrays (FGAs) 
for the Characterization of Microbial Communities,” pp. 331–68 in Methods in 
Microbiology V34: Microbial Imaging, ed. T. Savidge and H. Pothulakis, Academic 
Press, London (invited). 

2004 
1. Arkin, A., et al. 2004. “Data Standards for the Genomes to Life Program,” Doc. 1 

(Overview) in Technical Reference: Compilation and Review of Data Standards and 
Application to the Genomes to Life Program. [download pdf] 
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http://www3.interscience.wiley.com/cgi-bin/abstract/110573217/ABSTRACT
http://www.springerlink.com/%28hcc3wc45ytxuyo3poarxsr3z%29/app/home/contribution.asp?referrer=parent&backto=issue,5,7;journal,2,13;linkingpublicationresults,1:108922,1
http://aem.asm.org/cgi/content/full/71/7/3753?view=long&pmid=16000786
http://www3.interscience.wiley.com/cgi-bin/abstract/112094001/ABSTRACT
http://www3.interscience.wiley.com/cgi-bin/abstract/112094001/ABSTRACT
http://jb.asm.org/cgi/content/full/187/7/2501?view=long&pmid=15774893
http://nar.oxfordjournals.org/cgi/content/full/33/10/3224
http://www.pubmedcentral.nih.gov/articlerender.fcgi?tool=pubmed&pubmedid=15930492
http://nar.oxfordjournals.org/cgi/content/full/33/3/880
http://vimss.lbl.gov/pubs/GTL_Data_Standards_Tech_Ref.pdf


2. Gao, H., et al. 2004. “Global Transcriptome Analysis of the Heat Shock Response of 
Shewanella oneidensis,” J. Bacteriol. 186(22), 7796–7803.  

3. McAdams, H., B. Srinivasan, and A. Arkin. 2004. “The Evolution of Genetic 
Regulatory Systems in Bacteria,” Nat. Rev. 5, 169–78. [pubmed] 

4. Nielsen, J. L., et al. 2004. “Flow Cytometry-Assisted Cloning of Specific Sequence 
Motifs from Complex 16S ribosomal RNA Gene Libraries,” Appl. Environ. 
Microbiol. 70 (12): 7550–54. 

5. Rodionov, D. A., et al. 2004. “Reconstruction of Regulatory and Metabolic Pathways 
in Metal-Reducing Delta-Proteobacteria,” Genome Biol. 5(11), R90. [pubmed]  

6. Tiquia, S. M., et al. 2004. “Oligonucleotide-Based Functional Gene Arrays for 
Analysis of Microbial Communities in the Environment,” in Molecular Microbial 
Ecology Manual, ed. G. A. Kowalchuk et al., Kluwer Academic Press. [online 
format] 

2003 
1. Alm, E., and A. Arkin. 2003. “Biological Networks,” Curr. Opin. Struct. Biol. 13, 

193–202. [download pdf] 

2. DeSantis, T., et al. 2003. “Comprehensive Aligned Sequence Construction for 
Automated Design of Effective Probes (CASCADE-P) Using 16S rDNA,” 
Bioinformatics 19, 1461–68. [download pdf] 

3. Wolf, D. M., and A. P. Arkin. 2003. “Motifs, Modules, and Games in Bacteria,” 
Curr. Opin. Microbiol. 6(2), 125–34. [download pdf] 

(NOTICE 02-13) 
M. V. BUCHANAN, JOINT OAK RIDGE NATIONAL LABORATORY AND 
PACIFIC NORTHWEST NATIONAL LABORATORY PROJECT 

2006 
1. Khalsa-Moyers, G., and W.H. McDonald.  2006. “Developments in Mass 

Spectrometry for the Analysis of Complex Protein Mixtures,” Brief. Funct. Genomic. 
Proteomic., in press. 

2. Strader, M.B., et al. 2006. “Efficient and Specific Trypsin Digestion of Microgram to 
Nanogram Quantities of Proteins in Organic-Aqueous Solvent Systems,” Anal. Chem. 
78(1), 125-34.  

3. Tabb, D.L., et al. 2006. “Determination of Peptide and Protein Ion Charge States by 
Fourier Transformation of Isotope-Resolved Mass Spectra,” J. Am. Soc. Mass 
Spectrom., in press. 

4. VerBerkmoes, N.C., et al. 2006. “Determination and Comparison of the Baseline 
Proteomes of the Versatile Microbe Rhodopseudomonas palustris under Its Major 
Metabolic States,“ J. Proteome Res., ASAP Article 10.1021/pr0503230 S1535-
3893(05)00323-4. [online format] 
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http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=pubmed&dopt=Abstract&list_uids=15516594
http://genomebiology.com/2004/5/11/R90
http://reference.kluweronline.com/?xmlid=1402021763
http://reference.kluweronline.com/?xmlid=1402021763
http://vimss.lbl.gov/pubs/networks.pdf
http://vimss.lbl.gov/pubs/desantis_bioinform.pdf
http://sahara.lbl.gov/%7Etaltman/Published/Wolf_D_Motifs_modules_and_games_in_bacteria.pdf
http://pubs.acs.org/cgi-bin/abstract.cgi/jprobs/asap/abs/pr0503230.html


2005 
1. Cannon, W.R., et al. 2005. “Comparison of Probability and Likelihood Models for 

Peptide Identification from Tandem Mass Spectrometry Data,“ J. Proteome Res. 4(5), 
1687-98. [download PDF] 

2. Foote, R. S., et al. 2005. “Preconcentration of Proteins on Microfluidic Devices Using 
Porous Silica Membranes,” Anal. Chem. 77(1), 57–63. [download PDF] 

3. Lin, C.T., et al. 2005. “An Improved System for Functional Over-Expression of 
Multi-Heme c-Type Cytochromes,” Biotechniques, in press. 

4. Markillie, L.M., et al. 2005. “Simple Protein Complex Purification and Identification 
Method for High-Throughput Mapping of Protein Interaction Networks,“ J. Proteome 
Res., 4(2), 268-74. DOI: 10.1021/pr049847a [download PDF] 

5. Pan, C., and R. L. Hettich. 2005. “Multipole-Storage Assisted Dissociation (MSAD) 
for the Characterization of Large Proteins and Protein Mixtures by ESI-FTICR-MS,” 
Anal. Chem. 77, 3072–82. [download PDF] 

6. Sullivan, C. J., et al. 2005. “Mounting of Escherichia coli Spheroplasts for AFM 
Imaging,” Ultramicroscopy 105(1–4), 96–102. [online format] 

7. Tabb, D. L., et al. 2005. “DBDigger: Reorganized Proteomic Database Identification 
Improves Flexibility and Speed,” Anal. Chem. 77, 2464–74. [download PDF] 

8. Weaver-Feldhaus, J.M., et al. 2005. “Directed Evolution for the Development of 
Conformation-Specific Affinity Reagents Using Yeast Display,“ Prot. Eng. Des. Sel. 
18(11), 527-36. [download PDF] 

2004 
1. Anderson, K. K., M. E. Monroe, and D. S. Daly. 2004. “Estimating Probabilities of 

Peptide Assignment to LC-FTICR-MS Observations,” Proceedings of the 2004 
International Conference on Mathematics and Engineering Techniques in Medicine 
and Biological Sciences (METMBS ’04), June 21–24, 2004, Las Vegas, Nevada, USA, 
Computer Science Research, Education, and Applications (CSREA) Press. [download 
PDF] 

2. Holmes, M. R., and M. C. Giddings. 2004. “Prediction of Post-Translational 
Modifications Using Intact-Protein Mass Spectrometric Data,”Anal. Chem. 76(2), 
276–82. [download PDF] 

3. Hurst, G. B., T. K. Lankford, and S. J. Kennel. 2004. “Mass Spectrometric Detection 
of Affinity Purified Crosslinked Peptides,” J. Am. Soc. Mass Spectrom. 15, 832–39. 
[online format] 

4. Micic, M., et al. 2004. “Correlated Atomic Force Microscopy and Fluorescence 
Lifetime Imaging of Live Bacterial Cells,” Colloids and Surfaces B: Biointerfaces 34, 
205–12. [online format] 

5. Strader, M. B., et al. 2004. “Characterization of the 70S Ribosome from 
Rhodopseudomonas palustris Using an Integrated ‘Top-Down’ and ‘Bottom-Up’ 
Mass Spectrometric Approach,” J. Proteome Res. 3, 965–78. [online format] 
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http://www.ornl.gov/sci/GenomestoLife/pubs/cannon_J_prot_res_webrelease.pdf
http://pubs.acs.org/cgi-bin/sample.cgi/ancham/2005/77/i01/pdf/ac049136w.pdf
http://www.ornl.gov/sci/GenomestoLife/pubs/Markillie2005.pdf
http://pubs.acs.org/cgi-bin/article.cgi/ancham/2005/77/i10/pdf/ac048297x.pdf
http://www.sciencedirect.com/science/article/B6TW1-4GMBG2W-3/2/697e89ca6402c279d2e45a89c92adfe1
http://pubs.acs.org/cgi-bin/article.cgi/ancham/2005/77/i08/pdf/ac0487000.pdf
http://www.ornl.gov/sci/GenomestoLife/pubs/CaM_PEDS.pdf
http://pubs.acs.org/cgi-bin/article.cgi/ancham/2004/76/i02/pdf/ac034739d.pdf
http://www.sciencedirect.com/science/article/B6TH2-4C4W80Y-2/2/fa8d6c44c9b646ac45147e29947c7a43
http://www.sciencedirect.com/science/article/B6TFS-4BY3XRM-1/2/d330033fcc10c96fbef138ac0238c3ac
http://www.ornl.gov/sci/GenomestoLife/pubs/pr049940z.pdf?in_doi=10.1021/pr049940z


6. Razumovskaya, J., et al. 2004. "A Computational Method for Assessing Peptide-
Identification Reliability in Tandem Mass Spectrometry Analysis with SEQUEST," 
Proteomics, 4, 961-69. 

7. VerBerkmoes, N., C. Connelly, and R. Hettich. 2004. “Mass Spectrometric 
Approaches for Characterizing Bacterial Proteomes,” Expert Rev. Proteomics 1, 433–
47. 

8. VerBerkmoes, N., J. Sharp, and R. L. Hettich. 2004. “Mass Spectrometry,” pp. 241–
82 in Microbial Functional Genomics, ed. J. Zhou, D. Thompson, Y. Xu, and J. 
Tiedje, John Wiley & Sons, N.J. 

9. Weaver-Feldhaus, J., et al. 2004. “Yeast Mating for Combinatorial Fab Library 
Generation and Surface Display,” FEBS Lett. 564, 24–34. [online format] 

2003 
1. Doktycz, M. J., et al. 2003. “AFM Imaging of Bacteria in Liquid Media Immobilized 

on Gelatin Coated Mica Surfaces,” Ultramicroscopy 97(1–4), 209–16. [online format] 

2. Larimer, F. W., et al. 2003. “Complete Genome Sequence of the Metabolically 
Versatile Photosynthetic Bacterium Rhodopseudomonas palustris,” Nat. Botechnol. 
22, 55–61. [download PDF] 

2002 
1. Buchanan, M. V., et al. 2002. “Genomes to Life 'Center for Molecular and Cellular 

Systems': A Research Program for Identification and Characterization of Protein 
Complexes,” OMICS 6(4), 287–303. [online format] 

(NOTICE 02-13) 
G.M. CHURCH, HARVARD UNIVERSITY 

2006 
1. Leptos, K. C., et al. 2006. “MapQuant: Open-Source Software for Large-Scale 

Protein Quantitation,” Proteomics. 6(6), 1770-82. Data and software supplementary 
material.  

2005 
1. Ahmad, R., et al. 2005. “Molecular Weight Assessment of Proteins in Total Proteome 

Profiles Using 1D-PAGE and LC/MS/MS,” Proteome Sci. 3(1), 6. [download PDF] 

2. Dudley, A., et al. 2005. “A Global View of Pleiotropy and Phenotypically Derived 
Gene Function in Yeast,” Mol. Syst. Biol. 1, open access (doi: 10.1038/msb4100004). 
[online format] 

3. Kharchenko, P., G. M. Church, and D. Vitkup. 2005. “Expression Dynamics of a 
Cellular Metabolic Network,” Mol. Syst. Biol. 1 (doi:10.1038/msb4100023). 
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http://www.sciencedirect.com/science/article/B6T36-4C0RRHM-3/2/5e584f78324f782edba7cb3757114135
http://www.sciencedirect.com/science/article/B6T36-4C0RRHM-3/2/5e584f78324f782edba7cb3757114135
http://www.sciencedirect.com/science/article/B6T36-4C0RRHM-3/2/5e584f78324f782edba7cb3757114135
http://www.sciencedirect.com/science/article/B6TW1-487D8H2-4/2/6411f3ec8c0cfd5ac6f77a1492eb2fd2
http://npg.nature.com/pdf/press_files/biotechnology/14-12-2003/G-nbt923.pdf
http://www.liebertonline.com/doi/abs/10.1089/153623102321112737?prevSearch=allfield%3A%28Buchanan%29
http://arep.med.harvard.edu/proteins
http://arep.med.harvard.edu/proteins
http://www.proteomesci.com/content/pdf/1477-5956-3-6.pdf
http://www.nature.com/msb/journal/v1/n1/full/msb4100004.html


4. Lindell, D., et al. 2005. “Photosynthesis Genes in Marine Viruses Yield Proteins 
During Host Infection,” Nature 438, 86–89. 

5. Shendure, J., et al. 2005. “Accurate Multiplex Polony Sequencing of an Evolved 
Bacterial Genome,” Science 309(5741), 1728–32. [download PDF] 

6. Tompa, M., et al. 2005. “An Assessment of Computational Tools for the Discovery of 
Transcription Factor Binding Sites,” Nat. Biotechnol. 23(1), 37–44. [download PDF] 

7. Wade, J. T., et al. 2005. “Genomic Analysis of LexA Binding Reveals the Permissive 
Nature of the Escherichia coli Genome and Identifies Unconventional Target Sites,” 
Genes Dev. 19(21), 2619–30. 

2004 
1. Aach, J. A., and G. M. Church. 2004. “Mathematical Models of Diffusion-

Constrained Polymerase Chain Reactions: Basis of High-Throughput Nucleic Acid 
Assays and Simple Self-Organizing Systems,” J. Theor. Biol. 228(1), 31–46. 
Supplementary material.  

2. Bulyk, M. L., et al. 2004. “A Motif Co-Occurrence Approach for Genome-Wide 
Prediction of Transcription-Factor-Binding Sites in Escherichia coli,” Genome Res. 
14(2), 201-8. [download PDF] 

3. Grainger D. C., et al. 2004. “Genomic Studies with Escherichia coli MelR Protein: 
Applications of Chromatin Immunoprecipitation and Microarrays,” J. Bacteriol. 
186(20), 6938–43. [download PDF] 

4. Jaffe, J. D., H. C. Berg, and G. M. Church. 2004. “Proteogenomic Mapping Reveals 
Genomic Structure and Novel Proteins Undetected by Computational Algorithms,” 
Proteomics 4(1), 59–77. [download PDF] [Supplementary material] 

5. Jaffe, J. D., et al. 2004. “The Complete Genome and Proteome of Mycoplasma 
mobile,” Genome Res. 14, 1447–61. [download PDF] [Supplementary material] 

6. Janse, D. M., et al. 2004. “Localization to the Proteasome is Sufficient for 
Degradation,” J. Biol. Chem. 279(20), 21415–20. [download PDF] 

7. Kharchenko, P., D. Vitkup, and G. M. Church. 2004. “Filling Gaps in a Metabolic 
Network Using Expression Information,” Bioinformatics 20 (Supplement 1), i178–
i185. [download PDF] 

8. Lelandais, G., et al. 2004. “yMGV: A Cross-Species Expression Data Mining Tool,” 
Nucleic Acids Res. 32(90001), D323–D325. [online format] 

9. Mikkilineni, V., et al. 2004. “Digital Quantitative Measurements of Gene 
Expression,” Biotechnol. Bioeng. 86(2), 117–24. [download PDF] 

10. Segre, D., et al. 2004. “Modular Epistasis in Yeast Metabolism,” Nat. Genet. 37, 77–
83. [download PDF] 

11. Shendure, J., et al. 2004. “Advanced Sequencing Technologies: Methods and Goals,” 
Nat. Rev. Genet. 5(5), 335–44. [download PDF]  
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http://arep.med.harvard.edu/pdf/Shendure05b.pdf
http://arep.med.harvard.edu/pdf/Tompa05.pdf
http://arep.med.harvard.edu/polony_models
http://arep.med.harvard.edu/pdf/Bulyk04.pdf
http://arep.med.harvard.edu/pdf/Grainger04.pdf
http://http/arep.med.harvard.edu/pdf/Jaffe04.pdf
http://massive.med.harvard.edu/MPProteoGenomics/index.html
http://arep.med.harvard.edu/pdf/Jaffe04b.pdf
http://arep.med.harvard.edu/mycoplasma/
http://arep.med.harvard.edu/pdf/Janse04b.pdf
http://arep.med.harvard.edu/pdf/Kharchenko04.pdf
http://nar.oupjournals.org/cgi/content/full/32/suppl_1/D323?ijkey=37PwflweexCOE&keytype=ref
http://arep.med.harvard.edu/pdf/Mikkilineni04.pdf
http://arep.med.harvard.edu/pdf/Segre04.pdf
http://arep.med.harvard.edu/pdf/Shendure04.pdf


12. Tian, J., et al. 2004. “Accurate Multiplex Gene Synthesis from Programmable DNA 
Chips,” Nature 432, 1050–54. [download PDF] [Supplementary material] 

(NOTICE 02-13) 
G.S. HEFFELFINGER, SANDIA NATIONAL LABORATORIES 

2006 
1. Brown, W. M., et al.  “Prediction of Beta-Strand Packing Interactions Using the 

Signature Product,” J. Mol. Model. In press. 

2. Mao, F., et al. 2006. “Mapping of Orthologous Genes in the Context of Biological 
Pathways: An Application of Integer Programming,” Proc. Nat. Acad. Sci. 103(1), 
129–34. 

3. Park, B.-H., et al. 2006. “In Silico Recognition of Protein-Protein Interactions: 
Theory and Applications” in Advanced Data Mining Technologies in Bioinformatics, 
Idea Group Publishing. 

4. Su, Z., et al. 2006. “Computational Inference and Experimental Validation of 
Nitrogen Assimilation Regulatory Networks in Cyanobacterium Synechococcus sp. 
WH8102,” Nucleic Acids Res. 34(3), 1050–65. 

2005 
1. Belgrano, A., et al. 2005. Aquatic Food Webs: An Ecosystem Approach, Oxford 

University Press, Oxford, U.K. 

2. Chen, X., et al. 2005. “Assignment of Orthologous Genes via Genome 
Rearrangement,” Proceedings of the Third Asia-Pacific Bioinformatics Conference, 
World Scientific Publishing Co., 363–78. 

3. Chen, Z., and Y. Xu. 2005. “Multi-Scale Hierarchical Structure Prediction of Helical 
Transmembrane Proteins,” IEEE Computational Systems Bioinformatics Conference 
(CSB2005) Proceedings, 203–7.  

4. Huang, J., Z. Su, and Y. Zu. 2005. “The Evolution of the Microbial Phosphonate 
Degradative Pathways,” J. Mol. Evol. 61(5), 682–90. 

5. Huang, J., Y. Xu, and J. P. Gogarten. 2005. “Ancient Lateral Gene Transfer Marks 
the Opisthokont,” Mol. Biol. Evol. 22(11), 2142–46. 

6. Leung, K., and S. B. Rempe. 2005. “Ab Initio Molecular Dynamics Study of Glycine 
Intramolecular Proton Transfer in Water,” J. Chem. Phys. 122(18), article 184506 
(doi: 10.1063/1.1885445). 

7. Liu, Z., et al. 2005. “Gene Expression Data Clustering with Kernel Principal 
Component Analysis,” J. Bioinform. Comput. Biol. 3(2), 303–16. 

8. Liu, Z., et al. 2005. “Logistic Support Vector Machines and Their Application to 
Gene Expression Data,” Int. J. Bioinform. Res. Appl. 1(2), 169–82. 
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http://arep.med.harvard.edu/pdf/Tian04.pdf
http://arep.med.harvard.edu/SBP


9. Liu, Z., et al. 2005.  “Quantitative Validation of Protein-DNA Interaction Using an 
Optimized Knowledge-Based Potential,” Nucleic Acids Res. 33(2), 546–58. 

10. Martin, S., et al. 2005. “Inverse Design of Large Molecules Using Linear Diophantine 
Equations,” IEEE Computational Systems Bioinformatics Conference (CSB2005) 
Proceedings, 4. 

11. Martin, S., D. Roe, and J.-L. Faulon. 2005. “Predicting Protein-Protein Interactions 
Using Signature Products,” Bioinformatics 21(2), 218–26. 

12. Su, Z., et al. 2005. “Comparative Genomics Analyses of ntcA Regulons in 
Cyanobacteria: Regulation of Nitrogen Assimilation and its Coupling to 
Photosynthesis,” Nucleic Acids Res. 33(16), 5156–71. 

13. Timlin, J., et al. 2005. “Hyperspectral Microarray Scanning: Impact on the Accuracy 
and Reliability of Genomic Data,” BMC Genomics 6, article 72 (open access, doi: 
10.1186/1471-2164-6-72). 

14. Wu, H., et al. 2005. “Prediction of Functional Modules Through Comparative 
Genome Analysis and Application of Gene Ontology,” Nucleic Acids Res. 33(9), 
2822–37. 

15. Yan, B., et al. 2005. “A Graph-Theoretic Approach to Separation of b- and y-ions in 
Tandem Mass Spectra,” Bioinformatics 21, 563–74. 

16. Yan, B., et al. 2005. “PRIME: A Mass Spectrum Data Mining Tool for De Novo 
Sequencing and PTMs Identification,” J. Comp. Sci. Technol. 20(4), 483–90. 

2004 
1. Arkin, A., et al. 2004. “Compilation and Review of Data Standards and Application 

to the Genomes to Life Program,” Technical Reference: Compilation and Review of 
Data Standards and Application to the Genomes to Life Program, vol. 1.2. 

2. Asthagiri, D., et al. 2004. “Hydration Structure and Free Energy of Biomolecularly 
Specific Aqueous Dications, Including Zn2+ and First Transition Row Metals,” J. 
Am. Chem. Soc. 126, 1285–89. 

3. Chen, X., et al. 2004. “Operon Prediction by Comparative Genomics: An Application 
to the Synechococcus sp. WH8102 genome,” Nucleic Acids Res. 32(7), 2147–57. 

4. Chen, X., et al. 2004. “Computational Prediction of Operons in Synechococcus sp. 
WH8102,” Proceedings of the 14th International Conference on Genome Informatics, 
211–22, best paper award. 

5. Churchwell, et al. 2004. “The Signature Molecular Descriptor. 3. Inverse Quantitative 
Structure-Activity Relationship of ICAM-1 Inhibitory Peptides,” J. Mol. Graph. 
Model. 22, 263–73. 
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Geobacter sulfurreducens,” BMC Microbiol. 6, 41. 
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11. Methé, B. A., et al. 2005. “DNA Microarray Analysis of Nitrogen Fixation and 
Fe(III) Reduction in Geobacter sulfurreducens,” Appl. Environ. Microbiol. 71, 2530–
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Fe(III) and Mn(IV) Oxide Reduction in Geobacter sulfurreducens,” Appl. Environ. 
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(NOTICE 02-13) 
J. C. VENTER, VENTER INSTITUTE 

2004 
1. Venter, J. C., et al. 2004. “Environmental Genome Shotgun Sequencing of the 

Sargasso Sea,” Science 304, 266–74. 

2003 
1. Smith, H. O., et al. 2003. “Generating a Synthetic Genome by Whole Genome 

Assembly: phiX174 Bacteriophage from Synthetic Oligonucleotides,” Proc. Natl. 
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2002 
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Genome Concept,” pp. 221–53 in Molecular Biology and Pathogenicity of 
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(NOTICE 03-05)  
G. L. JENSEN, CALIFORNIA INSTITUTE OF TECHNOLOGY 
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1. Iancu, C. V., et al. “A Comparison of Liquid Nitrogen and Liquid Helium as Potential 

Cryogens for Electron Cryotomography,” J. Struct. Biol. In press. 
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1. Iancu, C. V., et al. 2005. “A ‘Flip-Flop’ Rotation Stage for Routine Dual-Axis 

Electron Cryotomography,” J. Struct. Biol. 151, 288–97. 
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System for Distributed Computation and its Application to cryoEM Data Processing,” 
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3. Murphy, G. E., and G. L. Jensen. 2005. “Electron Cryotomography of the E. coli 
Pyruvate and 2-Oxoglutarate Dehydrogenase Complexes,” Structure 13(12), 1765–
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(NOTICE 03-05)  
G. BAO, GEORGIA TECH 

2006 
1. Agrawal, A., et al. 2006. “Counting Single Native Biomolecules and Intact Viruses 

with Color-Coded Nanoparticles,” Anal. Chem. 78, 1061–70. 

2. LeDuc, P., and R. Bellin. “Nanoscale Intracellular Organization and Functional 
Architecture Mediating Cellular Behavior,” Ann. Biomed. Eng. In press. 

3. Puskar, K., et al. “Spatial Constraints in Polymer Assembly Systems Through Coarse-
Grained Modeling,” Cell Biochem. Biophys. In press. 

4. Santangelo, P., N. Nitin, and G. Bao. “Nanostructured Probes for RNA Detection in 
Living Cells,” Ann. Biomed. Eng. In press. 

5. Smith, A. M., et al. “Engineering Luminescent Quantum Dots for In-Vivo Molecular 
and Cellular Imaging,” Ann. Biomed. Eng. In press. 

2005 
1. Cheng, C-M, B. Li, and P. R. LeDuc. 2005. “Optical Fabrication of Three-

Dimensional Polymeric Microstructures,” Appl. Phys. Lett. 87, article 164104 (online, 
doi: 10.1063/1.2108114. 

2. Gao, X. H., et al. 2005. “In-Vivo Molecular and Cellular Imaging with Quantum 
Dots,” Curr. Opin. Biotechnol. 16, 63–72. 

2004 
1. Kubicek, J., et al. 2004. “Integrated Lithographic Membranes and Surface Adhesion 

Chemistry for Three-Dimensional Cellular Stimulation,” Langmuir 20(26), 11552–
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(NOTICE 03-05) 
A. BRADBURY, LOS ALAMOS NATIONAL LABORATORY 

2005 
1. Di Niro, R., et al. 2005. “Characterizing Monoclonal Antibody Epitopes by Filtered 

Gene Fragment Phage Display,” Biochem. J. 12, 99–112. 

2004 
1. Bradbury, A., and J. D. Marks. 2004. “Antibodies from Phage Antibody Libraries,” J. 

Immunol. Methods 290, 29–49. 

2. Bradbury, A., and J. D. Marks. 2004. “PCR Cloning of Human Immunoglobulin 
Genes,” pp. 117–34 in Antibody Engineering: Methods and Protocols, ed. B. K. C. 
Lo, vol. 248 of Methods in Molecular Medicine series, Humana Press, Totowa, N.J.  

3. Bradbury, A., and J. D. Marks. 2004. “Selection of Human Antibodies from Phage 
Display Libraries,” pp. 161–76 in Antibody Engineering: Methods and Protocols, ed. 
B. K. C. Lo, vol. 248 of Methods in Molecular Medicine series, Humana Press, 
Totowa, N.J. 

4. Bradbury, A., et al. 2004. “Antibodies in Proteomics,” pp. 519–40 in Antibody 
Engineering: Methods and Protocols, ed. B. K. C. Lo, vol. 248 of Methods in 
Molecular Medicine series, Humana Press, Totowa, N. J.  

5. Mawuenyega1, K. G., et al. 2004. “Mycobacterium tuberculosis Functional Network 
Analysis by Global Subcellular Protein Profiling,” Mol. Biol. Cell 16, 396–404. 

6. Siegel, R. W., et al. 2004. “Recombinatorial Cloning Using Heterologous Lox Sites,” 
Genome Res. 14, 1119–29. 

2003 
1. Bradbury, A., et al. 2003. “Antibodies in Proteomics I: Selecting Antibodies,” Trends 

Biotechnol. 21, 275–81. 

2. Bradbury, A., et al. 2003. “Antibodies in Proteomics II: Screening and Using 
Antibodies,” Trends Biotechnol. 21, 312–17. 

3. Pavlik, P., et al. 2003. “Predicting Antigenic Peptides Suitable for the Selection of 
Phage Antibodies,” Hum. Antibodies 12, 99–112. 

4. Sepúlveda, J., et al. 2003. “Binders Based on Dimerisation of Immunoglobulin VH 
Domains,” J. Mol. Biol. 333, 355–65. 

5. Zacchi, P., et al. 2003. “Filtering DNA for Open Reading Frames,” Genome Res. 13, 
980–90. 

6. Zeytun, A., et al. 2003. “Fluorobodies Combine GFP Fluorescence with the Binding 
Characteristics of Antibodies,” Nat. Biotechnol. 21, 1473–79, retracted.  
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2001 
1. Siegel, R. W., R. Jain, and A. Bradbury. 2001. “Using an In Vivo Phagemid System 

to Identify Noncompatible loxP Sequences,” FEBS Lett. 505, 467–73. 

 
(NOTICE 03-05)  
C. BUSTAMANTE, LAWRENCE BERKELEY NATIONAL LABORATORY 

2005 
1. Cecconi, C., et al. 2005. “Direct Observation of the Three-State of a Single Protein 

Molecule,” Science 309, 2057–60.  

2. Chemla, Y. R., et al. 2005. “Mechanism of Force Generation of a Viral DNA 
Packaging Motor,” Cell 122, 683–92.  

3. Collin, D., et al. 2005. “Verification of the Crooks Fluctuation Theorem and 
Recovery of RNA Folding Free Energies,” Nature 437, 231–34. 

4. Pease, P. J., et al. 2005. “Sequence-Directed DNA Translocation by Purified FtsK,” 
Science 307(5709), 586–90.  

2004 
1. Bustamante, C., et al. 2004. “Mechanical Process in Biochemistry,” Ann. Rev. 

Biochem. 73, 705–48. 

2. Goedken, E. R., et al. 2004. “Fluorescence Measurements on the E. coli DNA 
Polymerase Clamp Loader: Implications for Conformational Changes During ATP 
and Clamp Binding,” J. Mol. Biol. 5, 1047–59. 

3. Trepagnier, E. H., et al. 2004. “Experimental Test of Hatano and Sasa’s 
Nonequilibrium Steady-State Equality,” Proc. Natl. Acad. Sci. USA 101, 15038–41. 

2003 
1. Bryant, Z., et al. 2003. “Structural Transitions and Elasticity from Torque 

Measurements on DNA,” Nature 424, 338–41.  

2. Bustamante, C., Z. Bryant, and S. B. Smith. 2003. “Ten Years of Tension; Single-
Molecule DNA Mechanics,” Nature 421, 423–27.  

3. Gore, J., F. Ritort, and C. Bustamante. 2003. “Bias and Error in Estimates of 
Equilibrium Free-Energy Differences from Nonequilibrium Measurements,” Proc. 
Natl. Acad. Sci. USA 100, 12564–69. 

4. Keller, D., D. Swigon, and C. Bustamante. 2003. “Relating Single-Molecule 
Measurements to Themodynamics,” Biophys. J. 84, 733–38.  

5. Matouschek, A., and C. Bustamante. 2003. “Finding a Protein’s Achilles Heel,” Nat. 
Struct. Biol. 10(9), 674–76. 
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6. Onoa, B., et al. 2003. “Identifying the Kinetic Barriers to Mechanical Unfolding of 
the T. thermophila Ribozyme,” Science 299, 1892–95.  

7. Rivetti, C., et al. 2003. “Visualizing RNA Extrusion and DNA Wrapping in 
Transcription Elongation Complexes of Bacterial and Eukaryotic RNA Polymerases,” 
J. Mol. Biol. 326, 1413–26.  

8. Smith, S. B., Y. Cui, and C. Bustamante. 2003. “Optical-Trap Force Transducer that 
Operates by Direct Measurement of Light Momentum,” Methods Enzymol. 361, 134–
62. 

9. Stone, M. D., et al. 2003. “Chirality Sensing by Escherichia coli Topoisomerase IV 
and the Mechanism of Type II Topoisomerases,” Proc. Natl. Acad. Sci. USA 100, 
8654–59. 

2002 
1. Forde, N., et al. 2002. “Using Mechanical Force to Probe the Mechanism of Pausing 

and Arrest During Continous Elongation by Escherichia coli RNA Polymerase,” 
Proc. Natl. Acad. Sci. 99, 11682–87. 

2. Liphardt, J., et al. 2002. “Equilibrium Information from Nonequalibrium 
Measurements in an Experimental Test of Jarzynski’s Equality,” Science 296, 1832–
35. 

3. Ritort, F., C. Bustamante, and I. Tinoco, Jr. 2002. “A Two-State Kinetic Model for 
the Unfolding of Single Molecules by Mechanical Force,” Proc. Natl. Acad. Sci. 99, 
13544–48. 

4. Tinoco, I., Jr., and C. Bustamante. 2002. “The Effect of Force on Thermodynamics 
and Kinetics of Single Molecule Reactions,” Biophys. Chem. 101–102, 513–33. 

(NOTICE 03-05)  
B. CHURCH, GENE NETWORK SCIENCES 

2005 
1. Shuler, M. L. 2005. “Computer Models of Bacterial Cells to Integrate Genomic Detail 

with Cell Physiology,” pp. 54–62 of Proceedings of the KBM International 
Symposium on Microorganisms and Human Well-Being, June 30–July 1, 2005, Seoul, 
Korea. 
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(NOTICE 03-05)  
F. COLLART, ARGONNE NATIONAL LABORATORY 

2005 
1. Bond, D. R., et al. 2005. “Characterization of Citrate Synthase from Geobacter 

sulfurreducens, and Evidence for a Family of Eukaryotic-Like Citrate Synthases 
Throughout the Geobacteraceae,” Appl. Environ. Microbiol. 71(7), 3858–65. 

2. Dieckman, L. J., W. C. Hanly, and F. R. Collart. 2005. “Strategies for High-
Throughput Gene Cloning and Expression,” Genet. Eng. 27, 171–82. 

3. Kolker, E., et al. 2005. “Global Profiling of Shewanella oneidensis MR-1: Expression 
of Hypothetical Genes and Improved Functional Annotations,” Proc. Natl. Acad. Sci. 
USA 102(6), 2099–2104. 

4. Stevens, F. J., et al. 2005. “Efficient Recognition of Protein Fold at Low Sequence 
Identity by Conservative Application of Psi-BLAST: Application,” J. Mol. Recognit. 
18, 150–57. 

2004 
1. Scholle, M. D., F. R. Collart, and B. K. Kay. 2004. “In Vivo Biotinylated Proteins as 

Targets for Phage Display Selection Experiments,” Protein Expr. Purif. 37, 243–52. 

(NOTICE 03-05)  
J. COLLINS, BOSTON UNIVERSITY 

2006 
1. Driscoll, M. E., and T. S. Gardner. 2006. “Identification and Control of Gene 

Networks in Living Organisms via Supervised and Unsupervised Learning,” 
J. Process Control 16, 303–11. 

2005 
1. di Bernardo, D., et al. 2005. “Chemogenomic Profiling on a Genome-Wide Scale 

Using Reverse-Engineered Gene Networks,” Nat. Biotechnol. 23, 377–83. 

2. Gardner, T. S., and J. Faith. 2005. “Reverse-Engineering Transcription Control 
Networks,” Phys. Life Rev. 2, 65–88. 
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(NOTICE 03-05) 
T. R. HUSER, LAWRENCE LIVERMORE NATIONAL LABORATORY 

2006 
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