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● Morel-Letelier I, Yuen B, Kück AC, Camacho-García YE, Petersen JM, Lara M, Leray M, Eisen

JA, Osvatic JT, Gros O, Wilkins LGE. 2024. Adaptations to nitrogen availability drive ecological
divergence of chemosynthetic symbionts. PLOS Genetics 20: e1011295. DOI:
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● Ettinger CL, Eisen JA. 2024. Phoronids and their tubes harbor distinct microbiomes compared
to surrounding sediment. bioRxiv.

2023
● Rojas CA, Marks SL, Borras E, Lesea H, McCartney MM, Coil DA, Davis CE, Eisen JA. 2023.

Characterization of the microbiome and volatile compounds in anal gland secretions from
domestic cats (Felis catus) using metagenomics and metabolomics. Scientific Reports 13:
19382. DOI: 10.1038/s41598-023-45997-1.

● Rojas CA, Entrolezo Z, Jarett JK, Jospin G, Kingsbury DD, Martin A, Eisen JA, Ganz HH. 2023.
Microbiome responses to fecal microbiota transplantation in cats with chronic digestive issues.
Veterinary Sciences 10: 561. DOI: 10.3390/vetsci10090561.

● Yu L, Khachaturyan M, Matschiner M, Healey A, Bauer D, Cameron B, Cusson M, Emmett Duffy
J, Joel Fodrie F, Gill D, Grimwood J, Hori M, Hovel K, Hughes AR, Jahnke M, Jenkins J,
Keymanesh K, Kruschel C, Mamidi S, Menning DM, Moksnes PO, Nakaoka M, Pennacchio C,
Reiss K, Rossi F, Ruesink JL, Schultz ST, Talbot S, Unsworth R, Ward DH, Dagan T, Schmutz J,
Eisen JA, Stachowicz JJ, Van De Peer Y, Olsen JL, Reusch TBH. 2023. Ocean current patterns
drive the worldwide colonization of eelgrass (Zostera marina). Nature Plants 9: 1207–1220.
DOI: 10.1038/s41477-023-01464-3.

● De León ME, Wilson HS, Jospin G, Eisen JA. 2023. Genome sequencing and multifaceted
taxonomic analysis of novel strains of violacein producing bacteria and non violacein producing
close relatives. Microbial Genomes 9: 000971. DOI: 10.1099/mgen.0.000971.

● Perry LM, Cruz SM, Kleber KT, Judge SJ, Darrow MA, Jones LB, Basmaci UN, Joshi N, Settles
ML, Durbin-Johnson BP, Gingrich AA, Monjazeb AM, Carr-Ascher J, Thorpe SW, Murphy WJ,
Eisen JA, Canter RJ. 2023. Human soft tissue sarcomas harbor an intratumoral viral
microbiome which is linked with natural killer cell infiltrate and prognosis. Journal for
Immunotherapy of Cancer 11: e004285. DOI: 10.1136/jitc-2021-004285.

● Kennedy KM, de Goffau MC, Perez-Muñoz ME, Arrieta MC, Bäckhed F, Bork P, Braun T,
Bushman FD, Dore J, de Vos WM, Earl AM, Eisen JA, Elovitz MA, Ganal-Vonarburg SC,
Gänzle MG, Garrett WS, Hall LJ, Hornef MW, Huttenhower C, Konnikova L, Lebeer S,
Macpherson AJ, Massey RC, McHardy AC, Koren O, Lawley TD, Ley RE, O'Mahony L, O'Toole
PW, Pamer EG, Parkhill J, Raes J, Rattei T, Salonen A, Segal E, Segata N, Shanahan F,
Sloboda DM, Smith GCS, Sokol H, Spector TD, Surette MG, Tannock GW, Walker AW, Yassour
M, Walter J. 2023. Questioning the fetal microbiome and pitfalls of low biomass microbial
studies. Nature Microbiology 613: 639-649. DOI: 10.1038/s41586-022-05546-8.

● Rojas CA, Gardy J, Eisen JA, Ganz HH. 2023. Recovery of 52 bacterial genomes from the
fecal microbiome of the domestic cat (Felis catus) using Hi-C proximity ligation and shotgun
metagenomics. Microbiology Resource Announcements 12: e00601-23. DOI:
10.1128/MRA.00601-23.
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● Tran MT, Seuylemezian A,Wright A, Coil D, Eisen JA, Guan L. 2023. Draft genome sequences
of spacecraft-associated microbes isolated from six NASA missions. Microbiology Resource
Announcements 12: e01011-22. DOI: 10.1128/mra.01011-22.

2022
● Kleber KT, Iranpur KR, Perry LM, Cruz SM, Razmara AM, Culp WTN, Kent MS, Eisen JA,

Rebhun RB, Canter RJ. 2022. Using the canine microbiome to bridge translation of cancer
immunotherapy from pre-clinical murine models to human clinical trials. Frontiers in Immunology
13: 983344. DOI: 10.3389/fimmu.2022.983344.

● Wu J, Danko D, Afshinnekoo E, Bezdan D, Bhattacharyya M, Castro-Nallar E, Chmielarczyk A,
Hazrin-Chong NH, Deng Y, Dias-Neto E, Frolova A, Mason-Buck G, Iraola G, Jang S, Łabaj P,
Lee PKH, Nieto-Caballero M, Osuolale OO, Ouzounis CA, Perlin MH, Prithiviraj B, Rascovan N,
Różańska A, Schriml LM, Semmler T, Suzuki H, Ugalde JA, Young B, Werner J, Zambrano MM,
Zhao Y, Mason C, Shi T; MetaSUB Consortium. 2022. Annotating unknown species of urban
microorganisms on a global scale unveils novel functional diversity and local environment
association. Environmental Research 207: 112183. DOI: 10.1016/j.envres.2021.112183.

● Rojas CA, Holekamp KE, Viladomat MJ, Souza V, Eisen JA, Theis KR. 2022. Taxonomic,
genomic, and functional variation in the gut microbiomes of wild spotted hyenas across two
decades of study. mSystems 19: e0096522. DOI: 10.1128/msystems.00965-22.

● Ganz HH, Jospin G, Rojas CA, Martin AL, Dahlhausen K, Kingsbury DD, Osborne CX,
Entrolezo Z, Redner S, Ramirez B, Eisen JA, Leahy M, Keaton C, Wong J, Gardy J, Jarett JK.
2022. The Kitty Microbiome Project: defining the healthy fecal “Core Microbiome” in pet
domestic cats. Veterinary Sciences 9: 635. DOI: 10.3390/vetsci9110635.

● Coil DA, Pechacek R, Kaze M, Zuniga-Montanez R, Guerrero RG, Eisen JA, Shapiro K, Bischel
HN. 2022. SARS-CoV-2 RNA is readily detectable at least 8 months after shedding in an
isolation facility. mSphere 11: e0017722. DOI: 10.1128/msphere.00177-22.

● Clever F, Sourisse JM, Preziosi RF, Eisen JA, Guerra ECR, Scott JJ,Wilkins LGE, Altieri AH,
McMillan WO, Leray M. 2022. The gut microbiome variability of a butterflyfish increases on
severely degraded Caribbean reefs. Nature Communications Biology 17: 50. DOI:
10.1038/s42003-022-03679-0.

● Wilbanks EG, Doré H, Ashby MH, Heiner C, Roberts RJ, Eisen JA. 2022. Metagenomic
methylation patterns resolve bacterial genomes of unusual size and structural complexity. ISME
Journal 16: 1921-1931. DOI: 10.1038/s41396-022-01242-7.

● Zuniga-Montanez R, Coil DA, Eisen JA, Pechacek R, Guerrero RG, Kim M, Shapiro K, Bischel
H. 2022. The challenge of SARS-CoV-2 environmental monitoring in schools using floors and
portable HEPA filtration units: Fresh or relic RNA?. PLOS ONE 17: e0267212. DOI:
10.1371/journal.pone.0267212.

● Aleman M, Sheldon SA, Jospin G, Coil DA, Stratton-Phelps M, Eisen JA. 2022. Cecal
microbiota in horses with trigeminal-mediated headshaking. Veterinary Medicine and Science
2022: 1-7. DOI: 10.1002/vms3.735.

● Price CA, Jospin G, Brownell K, Eisen JA, Laraia B, Epel ES. 2022. Differences in gut
microbiome by insulin sensitivity status in Black and White women of the National Growth and
Health Study (NGHS): A pilot study. PLOS ONE 17: e0259889. DOI:
10.1371/journal.pone.0259889.
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● De León ME,Wilson HS, Jospin G, Eisen JA. 2021. Draft genome sequences and genomic
analysis for pigment production in bacteria isolated from blue discolored soymilk and tofu.
Journal of Genomics 9: 55-67. DOI: 10.7150/jgen.65500.

● Leray M,Wilkins LGE, Apprill A, Bik HM, Clever F, Connolly SR, De León ME, Duffy JE, Ezzat
L, Gignoux-Wolfsohn S, Herre EA, Kaye JZ, Kline DI, Kueneman JG, McCormick MK, McMillan
WO, O'Dea A, Pereira TJ, Petersen JM, Petticord DF, Torchin ME, Vega Thurber R, Videvall E,
Wcislo WT, Yuen B, Eisen JA. 2021. Natural experiments and long-term monitoring are critical
to understand and predict marine host–microbe ecology and evolution. PLOS Biology 19:
e3001322. DOI: 10.1371/journal.pbio.3001322.

● Osvatic JT,Wilkins LGE, Leibrecht L, Leray M, Zauner S, Polzin J, Camacho Y, Gros O, van
Gils JA, Eisen JA, Petersen JM, Yuen B. 2021. Global biogeography of chemosynthetic
symbionts reveals both localized and globally-distributed symbiont groups. Proceedings of the
National Academy of Sciences USA 118: e2104378118. DOI: 10.1073/pnas.2104378118.

● Coil DA, Albertson T, Banerjee S, Brennan G, Campbell AJ, Cohen SH, Dandekar S,
Díaz-Muñoz SL, Eisen JA, Goldstein T, Jose IR, Juarez M, Robinson BA, Rothenburg S,
Sandrock C, Stoian AMM, Tompkins DG, Tremeau-Bravard A, Haczku A. 2021. SARS-CoV-2
detection and genomic sequencing from hospital surface samples collected at UC Davis. PLOS
One 16: e0253578. DOI: 10.1371/journal.pone.0253578.

● Ettinger CL, Vann LE, Eisen JA. 2021. Global diversity and biogeography of the Zostera
marina mycobiome. Applied and Environmental Microbiology 87: e02795-20. DOI:
10.1128/AEM.02795-20.

● Grettenberger C, Sumner DY, Eisen JA, Jungblut AD, Mackey TJ. 2021. Phylogeny and
evolutionary history of respiratory complex I proteins in Melainabacteria. Genes 12: 929. DOI:
10.3390/genes12060929.

● Furrow RE, Kim HG, Abdelrazek SMR, Dahlhausen K, Yao AI, Eisen JA, Goldman MS, Albeck
JG, Facciotti MT. 2021. Combining microbial culturing with mathematical modeling in an
introductory course-based undergraduate research experience. Frontiers in Microbiology 11:
581903. DOI: 10.3389/fmicb.2020.581903.

● Belk AD, Duarte T, Quinn C, Coil DA, Belk KE, Eisen JA, Quinn JC, Martin JN, Yang X, Metcalf
JL. 2021. Air versus water chilling of chicken: a pilot study of quality, shelf-life, microbial ecology,
and economics. mSystems 6: e00912-20. DOI: 10.1128/mSystems.00912-20.

● Altamia MA, Shipway JR, Stein D, Betcher MA, Fung JM, Jospin G, Eisen JA, Haygood MG,
Distel DL. 2021. Teredinibacter haidensis sp. nov., Teredinibacter purpureus sp. nov. and
Teredinibacter franksiae sp. nov., marine, cellulolytic endosymbiotic bacteria isolated from the
gills of the wood-boring mollusc Bankia setacea (Bivalvia: Teredinidae) and emended
description of the genus Teredinibacter. International Journal of Systematic and Evolutionary
Microbiology 71: 004627. DOI: 10.1099/ijsem.0.004627.

● Danko D, Bezdan D, Afshin EE, Ahsanuddin S, Bhattacharya C, Butler DJ, Chng KR, Donnellan
D, Hecht J, Jackson K, Kuchin K, Karasikov M, Lyons A, Mak L, Meleshko D, Mustafa H, Mutai
B, Neches RY, Ng A, Nikolayeva O, Nikolayeva T, Png E, Ryon KA, Sanchez JL, Shaaban H,
Sierra MA, Thomas D, Young B, Abudayyeh OO, Alicea J, Bhattacharyya M, Blekhman R,
Castro-Nallar E, Cañas AM, Chatziefthimiou AD, Crawford RW, De Filippis F, Deng Y, Desnues
C, Dias-Neto E, Dybwad M, Elhaik E, Ercolini D, Frolova A, Gankin D, Gootenberg JS, Graf AB,
Green DC, Hajirasouliha I, Hastings JJA, Hernandez M, Iraola G, Jang S, Kahles A, Kelly FJ,
Knights K, Kyrpides NC, Łabaj PP, Lee PKH, Leung MHY, Ljungdahl PO, Mason-Buck G,
McGrath K, Meydan C, Mongodin EF, Moraes MO, Nagarajan N, Nieto-Caballero M, Noushmehr
H, Oliveira M, Ossowski S, Osuolale OO, Özcan O, Paez-Espino D, Rascovan N, Richard H,
Rätsch G, Schriml LM, Semmler T, Sezerman OU, Shi L, Shi T, Siam R, Song LH, Suzuki H,
Court DS, Tighe SW, Tong X, Udekwu KI, Ugalde JA, Valentine B, Vassilev DI, Vayndorf EM,
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Velavan TP, Wu J, Zambrano MM, Zhu J, Zhu S, Mason CE, International MetaSUB
Consortium. 2021. A global metagenomic map of urban microbiomes and antimicrobial
resistance. Cell 184: 3376-3393. DOI: 10.1016/j.cell.2021.05.002.

● Ettinger CL, Bryan J, Tokajian S, Jospin G, Coil D, Eisen JA. 2021. Reconstruction of
metagenome-assembled genomes from aquaria. Microbiology Resource Announcements 10:
e0055721. DOI: 10.1128/MRA.00557-21.
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● Dahlhausen KE, Jospin G, Coil DA, Eisen JA, Wilkins LGE. 2020. Isolation and

sequence-based characterization of a koala symbiont: Lonepinella koalarum. PeerJ 8: e10177.
DOI: 10.7717/peerj.10177.

● Murray AE, Freudenstein J, Gribaldo S, Hatzenpichler R, Hugenholtz P, Kämpfer P,
Konstantinidis KT, Lane CE, Papke RT, Parks DH, Rossello-Mora R, Stott MB, Sutcliffe IC,
Thrash JC, Venter SN, Whitman WB, Acinas SG, Amann RI, Anantharaman K, Armengaud J,
Baker BJ, Barco RA, Bode HB, Boyd ES, Brady CL, Carini P, Chain PSG, Colman DR,
DeAngelis KM, de Los Rios MA, Estrada-de Los Santos P, Dunlap CA, Eisen JA, Emerson D,
Ettema TJG, Eveillard D, Girguis PR, Hentschel U, Hollibaugh JT, Hug LA, Inskeep WP, Ivanova
EP, Klenk HP, Li WJ, Lloyd KG, Löffler FE, Makhalanyane TP, Moser DP, Nunoura T, Palmer M,
Parro V, Pedrós-Alió C, Probst AJ, Smits THM, Steen AD, Steenkamp ET, Spang A, Stewart FJ,
Tiedje JM, Vandamme P, Wagner M, Wang FP, Hedlund BP, Reysenbach AL. 2020. Roadmap
for naming uncultivated Archaea and Bacteria. Nature Microbiology 5: 987–994. DOI:
10.1038/s41564-020-0733-x.

● Beam JP, Becraft ED, Brown JM, Schulz F, Jarett JK, Bezuidt O, Poulton NJ, Clark K, Dunfield
PF, Ravin NV, Spear JR, Hedlund BP, Kormas KA, Sievert SM, Elshahed MS, Barton HA, Stott
MB, Eisen JA, Moser DP, Onstott TC, Woyke T, Stepanauskas R. 2020. Ancestral absence of
electron transport chains in Patescibacteria and DPANN. Frontiers in Microbiology 11: 1848.
DOI: 10.3389/fmicb.2020.01848.

● Ettinger CL, Eisen JA. 2020. Fungi, bacteria and oomycota opportunistically isolated from the
seagrass, Zostera marina. PLOS One 15: e0236135. DOI: 10.1371/journal.pone.0236135.

● Grettenberger CL, Sumner D, Wall K, Brown CT, Eisen JA, Mackey T, Hawes I, Jungblut A.
2020. A phylogenetically novel cyanobacterium most closely related to Gloeobacter. ISME 14:
2142–2152. DOI: 10.1038/s41396-020-0668-5.

● Rosado P, Varona N, Eisen JA, Peixoto R. 2020. An incredible invisible world – How probiotics
could take care of corals in difficult times. Frontiers for Young Minds 8: 65. DOI:
10.3389/frym.2020.00065.

● Coil DA, Neches R, Lang JM, Jospin G, Brown WE, Cavalier D, Hampton-Marcell J, Gilbert
JA, Eisen JA. 2020. Bacterial communities associated with cell phones and shoes. PeerJ 8:
e9235. DOI: 10.7717/peerj.9235.

● Dillon ML, Hawes I, Jungblut AD, Mackey TJ, Eisen JA, Doran PT, Sumner DY. 2020.
Environmental control on the distribution of metabolic strategies of benthic microbial mats in
Lake Fryxell, Antarctica. PLOS One 14: e0231053. DOI: 10.1371/journal.pone.0231053.

● Dietz L, Horve PF, Coil DA, Fretz M, Eisen JA, Van Den Wymelenberg K. 2020. Novel
coronavirus (COVID-19) pandemic: built environment considerations to reduce transmission.
mSystems 5: e00245-20. DOI: 10.1128/mSystems.00245-20.

● Brown CL, Garner E, Jospin G, Coil DA, Schwake DO, Eisen JA, Mukhopadhayay B, Pruden
A. 2020. Whole genome sequence analysis reveals broad distribution of the RtxA type 1
secretion system and four novel type 1 secretion systems throughout the Legionella genus.
PLOS One 15: e0223033. DOI: 10.1371/journal.pone.0223033.
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● Dillon M, Hawes I, Jungblut A, Mackey T, Eisen JA, Doran P, Sumner DY. 2020. Energetic and
environmental constraints on the community structure of benthic microbial mats in Lake Fryxell,
Antarctica. FEMS Microbiology Ecology 96: fiz207. DOI: 10.1093/femsec/fiz207.

● Shipway JR, Altamia MA, Betcher MA, Stein D, Fung JM, Jospin G, Eisen JA, Haygood MG,
Distel DL. 2020. Teredinibacter waterburyi sp. nov., a marine, cellulolytic endosymbiotic
bacterium isolated from the gills of the wood-boring mollusc Bankia setacea (Bivalvia:
Teredinidae). International Journal of Systematic and Evolutionary Microbiology 70: 2388–2394.
DOI: 10.1093/femsec/fiz207.

● Martiny JBH, Whiteson K, Bohannan B, David L, Hynson N, McFall-Ngai M, Rawls J, Schmidt T,
Abdo Z, Blaser M, Bordenstein S, Bréchot C, Bull C, Dorrestein P, Eisen JA, Garcia-Pichel E,
Gilbert J, Hofmockel K, Holtz M, Knight R, Welch DM, McDonald D, Methe B, Mouncey N,
Mueller N, Pfister C, Proctor L, Sachs J. 2020. The emergence of microbiome centers. Nature
Microbiology 5: 2-3. DOI: 10.1038/s41564-019-0644-x.

● Coil DA, Jospin G, Eisen JA. 2020. Draft genome analysis of Christensenella minuta DSM
22607, exhibiting an unusual expansion of transporter homologs of unknown function. Journal of
Genomics 8: 25-29. DOI: 10.7150/jgen.43162.

● Alexiev A, Vann LE, Lang JM, Eisen JA. 2020. Bacterial community sequences of submerged
aquatic vegetation in the Potomac River. Microbiology Resource Announcements 9: e01175-19.
DOI: 10.1128/MRA.01175-19.
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● Villela HDM, Vilela CLS, Assis JM, Varona N, Burke C, Coil DA, Eisen JA, Peixoto R. 2019.

Prospecting contaminant-degrading microbial strains presenting putative beneficial
characteristics for corals. Journal of Visualized Experiments 152: e60238. DOI: 10.3791/60238.
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Lessios H, Lucey N, Mejia LC, O'Dea A, Rasher DB, Sharp K, Sogin EM, Thacker RW, Vega
Thurber R, Wcislo WT, Wilbanks EG, Eisen JA. 2019. Host-associated microbiomes and their
roles in marine ecosystem functions. PLOS Biology 17: e3000533. DOI:
10.1371/journal.pbio.3000533.

● Ettinger CL, Eisen JA. 2019. Characterization of the mycobiome of the seagrass, Zostera
marina, reveals putative associations with marine chytrids. Frontiers in Microbiology 10: 2476.
DOI: 10.3389/fmicb.2019.02476.

● Garner E, Brown C, Schwake DO, Rhoads WJ, Arango-Argoty G, Zhang L, Jospin G, Coil DA,
Eisen JA, Edwards MA, Pruden A. 2019. Comparison of whole-genome sequences of
Legionella pneumophila in tap water and in clinical strains, Flint, Michigan, USA, 2016.
Emerging Infectious Diseases 25: 2013-2020. DOI: 10.3201/eid2511.181032.

● Yamaguchi MS, Ganz HH, Cho AW, Zaw TH, Jospin G, McCartney MM, Davis CE, Eisen JA,
Coil DA. 2019. Bacteria isolated from bengal cat (Felis catus × Prionailurus bengalensis) anal
sac secretions produce volatile compounds associated with animal signaling. PLOS One 14:
e0216846. DOI: 10.1371/journal.pone.0216846.

● Cristea IM, Dorrestein PC, Eisen JA, Gilbert JA, Huber JA, Jansson JK, Knight R, Pollard KS,
Raes J, Silver PA, Webster NS, Xu J. 2019. Early-career scientists shaping the world.
mSystems 4: e00196-19. DOI: 10.1128/mSystems.00196-19.

● Coil DA, Jospin G, Darling AE, Wallis C, Davis IJ, Harris S, Eisen JA, Holcombe LJ, O’Flynn
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● Hicks DJ, Coil DA, Stahmer CG, Eisen JA. 2019. Network analysis to evaluate the impact of
research funding on research community consolidation. PLOS One 14: e0218273. DOI:
10.1371/journal.pone.0218273.

● Bik HM, Alexiev A, Aulakh SK, Bharadwaj L, Flanagan J, Haggerty JM, Hird SM, Jospin G,
Lang JM, Sauder LA, Neufeld JD, Shaver A, Sethi A, Eisen JA, Coil DA. 2019. Microbial
community succession and nutrient cycling responses following perturbations of experimental
salt water aquaria. mSphere 4: e00043-19. DOI: 10.1128/mSphere.00043-19.

● Wilkins LGE, Ettinger CL, Jospin G, Eisen JA. 2019. Metagenome-assembled genomes
provide new insight into the microbial diversity of two thermal pools in Kamchatka, Russia.
Nature Communications 9: 3059. DOI: 10.1038/s41598-019-39576-6.
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superheroes need help sometimes: three incredible tales of microbial symbiosis. Frontiers in
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● Rosado PM, Leite DCA, Duarte GAS, Chaloub RM, Jospin G, Nunes da Rocha U, P Saraiva J,
Dini-Andreote F, Eisen JA, Bourne DG, Peixoto RS. 2018. Marine probiotics: increasing coral
resistance to bleaching through microbiome manipulation. ISME Journal 13: 921-926. DOI:
10.1038/s41396-018-0323-6.

● Hird SM, Ganz H, Eisen JA, Boyce WM. 2018. The cloacal microbiome of five wild duck
species varies by species and influenza A virus infection status. mSphere 3: e00382-18. DOI:
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● Van Deynze A, Zamora P, Delaux PM, Heitmann C, Jayaraman D, Rajasekar S, Graham D,
Maeda J, Gibson D, Schwartz KD, Berry AM, Bhatnagar S, Jospin G, Darling A, Jeannotte R,
Lopez J, Weimer BC, Eisen JA, Shapiro HY, Ané JM, Bennett AB. 2018. Nitrogen fixation in a
landrace of maize is supported by a mucilage-associated diazotrophic microbiota. PLOS Biology
16: e2006352. DOI: 10.1371/journal.pbio.2006352.

● Horng KR, Ganz HH, Eisen JA, Marks SL. 2018. Effects of preservation method on canine
(Canis lupus familiaris) fecal microbiota. PeerJ 6: e4827. DOI: 10.7717/peerj.4827.
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Gaffney J, Gilbert JA, Gogul G, Green JL, Hugenholtz P, Humphrey G, Huttenhower C, Jackson
MA, Janssen S, Jeste DV, Jiang L, Kelley ST, Knights D, Kosciolek T, Ladau J, Leach J, Marotz
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