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A Diarylquinoline Drug Active on the ATP Synthase & Mycobacterium tuberculosis.
Andries, K. et. al.
Science 307, 223-227 (2005)

Comprehensive mutation identification in an evolvedacterial cooperator and its cheating
ancestor

Gregory J. Velicer, Gunter Raddatz, Heike Kelleélyi& Deiss, Christa Lanz, Iris Dinkelacker, and
Stephan C. Schuster

PNAS May 23, 2006 vol. 103 no. 21 8107-8112

A Sanger/pyrosequencing hybrid approach for the gesgration of high-quality draft assemblies
of marine microbial genomes.

Goldberg SM, Johnson J, Busam D, Feldblyum T, Eexr$, Friedman R, Halpern A, Khouri H,
Kravitz SA, Lauro FM, Li K, Rogers YH, Strausberg&utton G, Tallon L, Thomas T, Venter E,
Frazier M, Venter JC.

Proc. Natl. Acad. Sci. USP0311240-11245.

Unique Featuresof a Highly PathogenicCampylobactefejuni Strain

Dirk Hofreuter, Jennifer Tsai, Robert O. Watsonrargca Novik,Bill Altman, Michelle Benitez,
Christina ClarkClotilde PerbostThomas Jarvie, Lei Du, and Jorge E. Galan

Infection and Immunity , August 2006, p. 4694-4707, Vol. 74, No. 8

The complete genome sequence of a chronic atroplgastritis Helicobacter pylori strain:

Evolution during disease progression

Jung D. Oh, Helene Kling-Backhed, Marios Giannalian Xu, Robert S. Fulton, Lucinda A. Fulton,
Holland S. Cordum, Chunyan Wang, Glendoria Ellid¢nnifer Edwards, Elaine R. Mardis, Lars G.
Engstrand,

and Jeffrey |. Gordon

PNAS June 27, 2006, vol. 103, no. 26, 9999-10004

Assessment of whole genome amplification-inducedds through high-throughput, massively
parallel whole genome sequencing

Robert Pinard, Alex de Winter, Gary J Sarkis, MAr&erstein, Karrie R Tartaro, Ramona N Plant,
Michael Egholm, Jonathan M Rothberg, and John Hrigra

BMC Genomics2006,7:216

The Genome of a Non-0Yibrio choleraeNRT36S Demonstrates the Presence of Pathogenic
Mechanisms that are Distinct from 01Vibrio cholerae

Yuansha Chen, Judith A. Johnson, Gordon D. Pus@ilgdin Morris, Jr., and O. Colin

Stine

Infect. Immun., published online ahead of print 5 February 2007,18a1128/I1A1.01317-06
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New insights intoAcinetobacter baumannipathogenesis reveale@ly high-density
pyrosequencingand transposon mutagenesis

Michael G. Smith, Tara A. Gianoulis, Stefan Pukati&hn J. Mekalanos, L. Nicholas Ornston, Mark
Gerstein, and Michael Snyder

Genes & DevelopmentMarch 7, 2007, Vol. 21, p 601-614

Mechanism of chimera formation during the Multiple Displacement Amplification
reaction

Roger S Lasken and Timothy B Stockwell

BMC Biotechnology 2007,7:19 doi:10.1186/1472-6750-7-19

Genome sequence of a clinical isolate Gampylobacter jejunfrom Thailand
Frédéric Poly, Timothy Read, David R. Tribble, SdarBaqar, Maria Lorenzo, and
Patricia Guerry

Infect. Immun. published online Apr 16, 2007

MamuSNP: A Resource for Rhesus Macaque (Macaca muta) Genomics

Ripan S. Malhi, Brad Sickler, Dawei Lin, Jessic#ékBski, Raul Y. Tito, Debbie George, Sreetharan
Kanthaswamy, David Glenn Smith

PLOS OneMay 2007 | Issue 5 | e438

The capsule polysaccharide structure and biogenedisr non-O1 Vibrio cholerae NRT36S:
genes are embedded in the LPS region

Yuansha Chen, Peter Bystricky, Jacob Adeyeye, PRathigrahi, Afsar Ali, Judith A Johnson, CA
Bush, JG Morris Jr and OC Stine

BMC Microbiology 2007,7:20

Characterization and modeling of theHaemophilus influenzaecore- and
supra-genomes based on the complete genomic sequenof Rd and 12 clinical
nontypeable strains

J. S. Hogg, *Fen Z. Hu, Benjamin Janto, Robert 8giday Hayes, Randy Keefe, J.
Christopher Post, and *Garth D. Ehrlich.

Genome Biology2007,8:R103

An ice-binding protein from an Antarctic sea ice ba&terium
Raymond JA, Fritsen C, Shen K.
FEMS Microbiology Ecology 2007 Aug;61(2):214-21

Complete genomic sequence and mass spectrometricadysis of highly diverse, atypical Bacillus
thuringiensis phage 0305varphi8-36.

Thomas JA, Hardies SC, Rolando M, Hayes SJ, Lid&amarroll CA, Weintraub ST, Serwer P.
Virology 2007 Jul 26; [Epub ahead of print]
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Comparative Genomic Analyses of Seventeen Streptamms pneumoniae Strains: Insights into
the Pneumococcal Supragenome

Hiller NL, Janto B, Hogg JS, Boissy R, Yu S, PowgllKeefe R, Ehrlich NE, Shen K, Hayes J,
Barbadora K, Klimke W, Dernovoy D, Tatusova T, Rultk], Bentley SD, Post JC, Ehrlich GD, Hu
Fz

Journal of Bacteriology 2007 Aug 3; [Epub ahead of print]

Genome analysis of phage JS98 defines a fourth majgubgroup of T4-like phages in
Escherichia coli.

Zuber S, Ngom-Bru C, Barretto C, Bruttin A, Bruesdd, Denou E.

Journal of Bacteriology 2007 Aug 10; [Epub ahead of print]

Insights into the Genome of Large Sulfur Bacteria Rvealed by Analysis of Single Filaments.
MufBmann M, Hu FZ, Richter M, de Beer D, Preisledéargensen BB, Huntemann M, Gléckner FO,
Amann R, Koopman WJ, Lasken RS, Janto B, Hoggahdity P, Boissy R, Ehrlich GD

PLo0S Biology September 2007, Volume 5, Issue 9, €230

The complete genome sequence of Campylobacter jejwstrain 81116 (NCTC11828).
Pearson BM, Gaskin DJ, Segers RP, Wells JM, Nuitg&rnvan Vliet AH.
Journal of Bacteriology 2007 Sep 14; [Epub ahead of print]

Nanoliter Reactors Improve Multiple Displacement Anplification of Genomes from Single
Cells.

Marcy Y, Ishoey T, Lasken RS, Stockwell TB, Wald&®, Halpern AL, Beeson KY, Goldberg SM,
Quake SR.

PL0S Genetic2007 Sep 21;3(9):e155 [Epub ahead of print]

Identification of novel antipoxviral agents: Mitoxantrone inhibits vaccinia virus replication by
blocking virion assembly.

Deng L, Dai P, Ciro A, Smee DF, Djaballah H, Shuran

Journal of Virology 2007 Oct 10; [Epub ahead of print]

Direct selection of human genomic loci by microarrg hybridization.

Albert TJ, Molla MN, Muzny DM, Nazareth L, WheelBr Song X, Richmond TA, Middle CM,
Rodesch MJ, Packard CJ, Weinstock GM, Gibbs RA.

Nature Methods 2007 Oct 14; [Epub ahead of print]

Vibrio furnissii M1: Genomic and Biochemical Studies Demonstratinghe Absence of an
Alkane-Producing Phenotype

Lawrence P. Wackett, Janice A. Frias, Jenniferdffeé8nick, David J. Sukovich, and Stephan
Cameron

Applied Environmental Microbiology 2007 Oct 5 [Epub ahead of print]
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Subtle genetic changes enhance virulence of methiici resistant and sensitive

Staphylococcus aureus

Highlander SK, Hulten KG, Qin X, Jiang H, Yerrapadg S, Mason EO, Shang Y, Williams TM,
Fortunov RM, Liu Y, Igboeli O, Petrosino J, TiruraaM, Uzman A, Fox GE, Cardenas AM, Muzny
DM, Hemphill L, Ding Y, Dugan S, Blyth PR, Buhay Jinh HH, Hawes AC, Holder M, Kovar
CL, Lee SL, Liu W, Nazareth LV, Wang Q, Zhou J, KapSL, Weinstock GM.

BMC Microbiology 2007,7:99 doi:10.1186/1471-2180-7-99

Complexity Reduction of Polymorphic Sequences (CR&"): A Novel Approach for Large-
Scale Polymorphism Discovery in Complex Genomes
Nathalie J. van Orsouw*, Rene” C. J. Hogers, Atdianssen, Feyruz Yalcin, Sandor Snoeijers,

Esther Verstege, Harrie Schneiders, Hein van del, Ban van Oeveren, Harold Verstegen, Michiel J.

T. van Eijk
PLoS ONE, November 2007, Issue 11, e1172

Paradoxical DNA Repair and Peroxide Resistance Ger@onservation in Bacillus pumilus
SAFR-032

Jason Gioia, Shailaja Yerrapragada, Xiang Qin, yargg Jiang, Okezie C. Igboeli, Donna Muzny,
Shannon Dugan-Rocha, Yan Ding, Alicia Hawes, Wen Lesette Perez, Christie Kovar, Huyen
Dinh, Sandra Lee, Lynne Nazareth, Peter Blyth, M&Holder, Christian Buhay, Madhan R.
Tirumalai, Yamei Liu, Indrani Dasgupta, Lina Bokaelhe, Masaya Fuijita, Fathi Karouia, Prahathees
Eswara Moorthy, Johnathan Siefert, Akif Uzman, &iBuzumbo, Avani Verma, Hiba Zwiya, Brian
D. McWilliams, Adeola Olowu, Kenneth D. Clinkenbdabavid Newcombe, Lisa Golebiewski,
Joseph F. Petrosino, Wayne L. Nicholson, Geordeol, Kasthuri Venkateswaran, Sarah K.
Highlander, George M. Weinstock

PL0oS ONE, 1 September 2007, Issue 9, €928

Methanotrophy below pH 1 by a new Verrucomicrobia pecies

Arjan Pol, Klaas Heijmans, Harry R. Harhangi, Daredesco, Mike S. M. Jetten & Huub J. M. Op
den Camp

Nature advance online publication 14 November 2007 | @01:038/nature06222;

Gene family encoding the major toxins of lethaRAmanita mushrooms
Heather E. Hallen , Hong Luo, John S. Scott-Craigl Jonathan D. Walton
PNAS | November 27, 2007 | vol. 104 | no. 48 | 190970191

Chlamydia trachomatis: Genome sequence analysis lyimphogranuloma venereum isolates.
Thomson NR, Holden MT, Carder C, Lennard N, LocBdy Marsh P, Skipp P, O'Connor CD,
Goodhead I, Norbertzcak H, Harris B, Ormond D, RaR¢Quail MA, Parkhill J, Stephens RS,
Clarke IN.

Genome Researct2007 Nov 21 [Epub ahead of print]
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Allelotyping by massively parallel pyrosequencing bSNP-carrying trinucleotide threads.
Pettersson E, Zajac P, Stahl PL, Jacobsson JAikssdn R, Marcus C, Schiéth HB, Lundeberg J,
Ahmadian A.

Human Mutation 2007 Nov 9 [Epub ahead of print]

Complete gene expression profiling of Saccharopolyera erythraea using GeneChip DNA
microarrays

Peano C, Bicciato S, Corti G, Ferrari F, Rizzi BnBal RJ, Bordoni R, Albertini A, Rossi Bernardi
L, Donadio S, De Bellis G.

Microbrial Cell Factories 2007 Nov 26;6(1):37 [Epub ahead of pfint

A High Quality Draft Consensus Sequence of the Genme of a Heterozygous Grapevine Variety
Riccardo Velasco, Andrey Zharkikh, Michela Trogdiystin A. Cartwright, Alessandro Cestaro,
Dmitry Pruss, Massimo Pindo, Lisa M. FitzGeraldyi@iVezzulli, Julia Reid, Giulia Malacarne,
Diana lliev, Giuseppina Coppola, Bryan Wardell, gmieMicheletti, Teresita Macalma, Marco Facci,
Jeff T. Mitchell, Michele Perazzolli, Glenn Eldregd?amela Gatto, Rozan Oyzerski, Marco Moretto,
Natalia Gutin, Marco Stefanini, Yang Chen, Cinzegg&la, Christine Davenport, Lorenzo Dematte,
Amy Mraz, Juri Battilana, Keith Stormo, Fabrizio <ta, Quanzhou Tao, Azeddine Si-Ammour, Tim
Harkins, Angie Lackey, Clotilde Perbost, Bruce 1oa| Alessandra Stella, Victor Solovyev, Jeffrey
A. Fawcett, Lieven Sterck, Klaas Vandepoele, Stdllarando, Stefano Toppo, Claudio Moser,
Jerry Lanchbury, Robert Bogden, Mark Skolnick, dfitb Sgaramella, Satish K. Bhatnagar, Paolo
Fontana, Alexander Gutin, Yves Van de Peer, Franoc8alamini, Roberto Viola

PLoS ONE December 2007, Issue 12, €1326

Parallel genomic evolution and metabolic interdepettence in an ancient symbiosis
John P. McCutcheon and Nancy A. Moran
PNAS December 4, 2007, vol. 104, no. 49, 19392-19397

Variable-Number Tandem Repeats as Molecular Markergor Biotypes of Pasteuria ramosan
Daphnia spp.

Laurence Mouton, Guang Nong, James F. PrestorDgater Ebert

APPLIED AND ENVIRONMENTAL MICROBIOLOGY , June 2007, p. 3715-3718 Vol. 73, No.
11

Niche adaptation and genome expansion in the chlgpbyll d-producing cyanobacterium
Acaryochloris marina

Wesley D. Swingley, Min Chen, Patricia C. Cheungib®r L. Conrad, Liza C. Dejesa, Jicheng Hao,
Barbara M. Honchak, Lauren E. Karbach, Ahmet Kuhdo8urobhi Lahiri, Stephen D. Mastrian,
Hideaki Miyashita, Lawrence Page, Pushpa RamalaisBaichirou Satoh, W. Matthew Sattley,
Yuichiro Shimada, Heather L. Taylor, Tatsuya Tofohru Tsuchiya, Zi T. Wang, Jason Raymond,
Mamoru Mimuro, Robert E. Blankenship, and JeffreyWuchman

PNAS February 12, 2008, vol. 105, no. 6, 2009
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Genomic DNA sequence comparison between two inbredybean cyst nematode biotypes
facilitated by massively parallel 454 micro-bead spiencing.

Bekal S, Craig JP, Hudson ME, Niblack TL, Domier, Iambert KN.

Mol Genet Genomics2008 Mar 7 [Epub ahead of print]

Mutation in the Transcriptional Regulator PhoP Contributes to Avirulence of Mycobacterium
tuberculosis H37Ra Strain

Jong Seok Lee, Roland Krause, Jorg Schreiber, Biaashim Mollenkopf, Jane Kowall, Robert
Stein, Bo-Young Jeon, Jeong-Yeon Kwak, Min-Kyongn@aluan Pablo Patron, Sabine Jorg,
Kyoungmin Roh, Sang-Nae Cho, and Stefan H.E. Kaofma

Cell Host & Microbe 3, 97-103, February 2008

Sequence determination of a mildly virulent strain(CU-2) of Gallid herpesvirus type 2 using
454 pyrosequencing

Stephen J. Spatz, Cary A. Rue

Virus GenesDOI 10.1007/s11262-008-0213-5

Helicobacter pylori evolution during progression from chronic atrophic gastritis to gastric
cancer and its impact on gastric stem cells.

Giannakis M, Chen SL, Karam SM, Engstrand L, Gordlon

PNAS 2008 Mar 18;105(11):4358-63

The lifestyle of Corynebacterium urealyticum derivel from its complete genome sequence
established by pyrosequencing

Andreas Tauch, Eva Trost, Alexandra Tilker, Ulrikedewig, Susanne Schneiker, Alexander
Goesmann, Walter Arnold, Thomas Bekel, Karina Bioifk Iris Brune, Susanne Gotker, Jorn
Kalinowski, Paul-Bertram Kamp, Francisco Pereirbd,0Prisca Viehoever, Bernd Weisshaar,
Francisco Soriano, Marcus Droge and Alfred Pihler

Journal of Biotechnology, Available online 10 March 2008

Ultrafast pyrosequencing of Corynebacterium kroppemstedtii DSM44385 revealed insights into
the physiology of a lipophilic corynebacterium thatlacks mycolic acids

Andreas Tauch, Jessica Schneider, Rafael Szczepkin@exandra Tilker, Prisca Viehoever, Karl-
Heinz Gartemann, Walter Arnold, Jochen Blom, KaBmikrolf, Iris Brune, Susanne Goétker, Bernd
Weisshaar, Alexander Goesmann, Marcus Droge arrdddRuhler

Journal of Biotechnology, Available online 20 March 2008

Comparative genomic analysis of Mycobacterium aviunsubspecies obtained from multiple host
species.

Paustian ML, Zhu X, Sreevatsan S, Robbe-Austermadtagur V, Bannantine JP.

BMC Genomics 2008 Mar 20;9(1):135 [Epub ahead of print]
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Complete genome of the uncultured Termite Group 1 &cteria in a single host protist cell
Yuichi Hongoh, Vineet K. Sharma, Tulika PrakashtoBa Noda, Todd D. Taylor, Toshiaki Kudo,
Yoshiyuki Sakaki, Atsushi Toyoda, Masahira Hattarid Moriya Ohkuma

PNAS April 8, 2008, vol. 105, no. 14, 5555-5560

Rapid comparative genomic analysis for clinical mimbiology: The Francisella tularensis
paradigm

Bernard La Scola, Khalid Elkarkouri, Wenjun Li, @aWVahab, Ghislain Fournous, Jean-Marc Rolain,
Silpak Biswas, Michel Drancourt, Catherine Rob8téphane Audic, Sven Léfdahl and Didier Raoult
Genome Researclpublished online Apr 11, 2008

The complete genome of an individual by massivelyapallel DNA sequencing

David A. Wheeler, Maithreyan Srinivasan, MichaehBln, Yufeng Shen, Lei Chen, Amy McGuire,
Wen He, Yi-Ju Chen, Vinod Makhijani, G. Thomas Rotavier Gomes, Karrie Tartaro, Faheem
Niazi, Cynthia L. Turcotte, Gerard P. Irzyk, JarRed upski, Craig Chinault, Xing-zhi Song, Yue
Liu, Ye Yuan, Lynne Nazareth, Xiang Qin, Donna Muimy, Marcel Margulies, George M.
Weinstock, Richard A. Gibbs, Jonathan M. Rothberg

Nature 452, 872 - 876 (17 Apr 2008)

Whole genome pyrosequencing of an epidemic multidguresistant Acinetobacter baumannii of
the European clone II.

lacono M, Villa L, Fortini D, Bordoni R, Imperi Bonnal RJ, Sicheritz-Ponten T, De Bellis G, Visca
P, Cassone A, Carattoli A.

Antimicrob Agents Chemother. 2008 Apr 14; [Epub ahead of print]

Genome analysis of a Glossina pallidipes salivantand hypertrophy virus reveals a novel,
large, double-stranded circular DNA virus.

Abd-Alla AM, Cousserans F, Parker AG, Jehle JAkBaNJ, Vlak JM, Robinson AS, Bergoin M.
J Virology 2008 May;82(9):4595-611. Epub 2008 Feb 13

Genome Sequence of Brucella abortus Vaccine StraBil9 Compared to Virulent Strains Yields
Candidate Virulence Genes.

Crasta OR, Folkerts O, Fei Z, Mane SP, Evans CtiMaCatt S, Bricker B, Yu G, Du L, Sobral BW.
PLoS ONE 2008 May 14;3(5):€2193

Altered utilization of N-acetyl-D-galactosamine byEscherichia coli O157:H7 from the 2006
spinach outbreak.

Mukherjee A, Mammel MK, LeClerc JE, Cebula TA.

Journal of Bacteriolology 2008 Mar;190(5):1710-7

Diet-induced obesity is linked to marked but reverible alterations in the mouse distal gut
microbiome.

Turnbaugh PJ, Backhed F, Fulton L, Gordon JI.

Cell Host & Microbe 2008 Apr 17;3(4):213-23
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The chemical structure and genetic locus of Campytacter jejuni CG8486 (serotype HS:4)
capsular polysaccharide: the identification of 6-dexy-d-ido-heptopyranose

Yu-Han Chen, Frédéric Poly, Zbigniew Pakulski, Ra&rGuerry, Mario A. Monteiro
Carbohydrate Research Volume 343, Issue 6, 5 May 2008, Pages 1034-1040

Pyrosequencing as a method for SNP identificatiomithe rhesus macaque (Macaca mulatta).
Satkoski JA, Malhi RS, Kanthaswamy S, Tito RY, MdilVS, Smith DG.
BMC Genomics.2008 May 29;9(1):256. [Epub ahead of print]

The genome of Bacillus coahuilensis reveals adapias essential for survival in the relic of an
ancient marine environment.

Alcaraz LD, Olmedo G, Bonilla G, Cerritos R, Herdér G, Cruz A, Ramirez E, Putonti C, Jiménez
B, Martinez E, Lopez V, Arvizu JL, Ayala F, RazoGaballero J, Siefert J, Eguiarte L, Vielle JP,
Martinez O, Souza V, Herrera-Estrella A, Herrertréia L.

PNAS 2008 Apr 15;105(15):5803-8. Epub 2008 Apr 11

Bacillus coahuilensis sp. nov., a moderately halopitt species from a desiccation lagoon in the
Cuatro Ciénegas Valley in Coahuila, Mexico.

Cerritos R, Vinuesa P, Eguiarte LE, Herrera-Esdre|lAlcaraz-Peraza LD, Arvizu-Gomez JL,
Olmedo G, Ramirez E, Siefert JL, Souza V.

Int J Syst Evol Microbiol. 2008 Apr;58(Pt 4):919-23

Comparative genomic hybridisation and ultrafast pyrosequencing revealed remarkable
differences between the Sinorhizobium meliloti gemoes of the model strain Rm1021 and the
field isolate SM11.

Stiens M, Becker A, Bekel T, Godde V, Goesmann #&hldus K, Schneiker-Bekel S, Selbitschka W,
Weidner S, Schliter A, Pihler A.

J Biotechnol.2008 May 9. [Epub ahead of print]

High-throughput gene and SNP discovery in Eucalypts grandis, an uncharacterized genome.
Novaes E, Drost DR, Farmerie WG, Pappas GJ Jridpeaglia D, Sederoff RR, Kirst M.
BMC Genomics.2008 Jun 30;9(1):312. [Epub ahead of print]

Laboratory strains of murine cytomegalovirus are geetically similar to but phenotypically
distinct from wild strains of virus.

Smith LM, McWhorter AR, Masters LL, Shellam GR, Rexbd AJ.

J Virol. 2008 Jul;82(13):6689-96.

A genome-wide view of the spectrum of spontaneousutations in yeast.

Lynch M, Sung W, Morris K, Coffey N, Landry CR, Dogn EB, Dickinson WJ, Okamoto K,
Kulkarni S, Hartl DL, Thomas WK.

Proc Natl Acad Sci2008 Jul 8;105(27):9272-7.
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Genomic content of Bordetella pertussis clinical @ates circulating in areas of intensive
children vaccination.

Bouchez V, Caro V, Levillain E, Guigon G, Guiso N.

PLoS ONE. 2008 Jun 18;3(6):e2437

High-throughput sequencing provides insights into gnome variation and evolution in
Salmonella Typhi.

Holt KE, Parkhill J, Mazzoni CJ, Roumagnac P, WEeH, Goodhead I, Rance R, Baker S, Maskell
DJ, Wain J, Dolecek C, Achtman M, Dougan G.

Nature Genetics2008 Aug;40(8):987-93.
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