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ACADEMIC APPOINTMENTS
• Emeritus Faculty, Acad Council, Genetics

• Member, Bio-X

ADMINISTRATIVE APPOINTMENTS
• Advisory Board, WormBase, Caenorhabditis community database, (2002-2018)

• Advisory Board, The Blueprint Initiative, Interaction Database, (2003-2005)

• Advisory Board, dictyBase, Dictystelium discoideum community database, (2003-2008)

• Advisory Board, EcoCyc, E. coli genetics and pathway resource, (2004-2008)

• Advisory Board, TIGR Rice Genome Annotation Project, (2004-2010)

• External Consultants Panel, NHGRI ENCODE and modENCODE projects, (2005-2011)

• Member, Academic Council Committee on Libraries (C-LIB), (2008-2010)

• Advisory Board, FlyBase, Drosophila Knowledgebase, (2008-2018)

• Executive Board, International Society of Biocuration, (2010-2015)

• Member, Committee on Academic Computing and Information Systems (C-ACIS), (2012-2015)

• President, International Society of Biocuration, (2015-2016)

• Chair, Committee on Academic Computing and Information Systems (C-ACIS), (2015-2018)

• External Scientific Advisers, 4D-Nucleome Common Fund Project, (2015-2019)

• Advisory Board, FaceBase, Comprehensive data and resources for craniofacial researchers. USC, (2015-2024)

• Advisory Board, Laboratory of Neuro Imaging Resource (LONIR), USC, (2015-2024)

• Advisory Board, XenBase, Xenopus Knowledgebase, Univ of Calgary, (2016-2024)

• Advisory Board, GlyGen, Glycoscience Informatics Resource, George Washington University, (2020-2024)

• Advisory Board, ZFIN, Zebrafish Genome Database, Univ of Oregon, (2021-2024)

• Member, Committee on Academic Computing and Information Systems (C-ACIS), (2024- present)

HONORS AND AWARDS
• Ira Herskowitz Award, Genetics Society of America (August 2018)

PROFESSIONAL EDUCATION
• Ph.D., University of California , Molecular Biology (1985)
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• B.S., Purdue University , Biochemistry (1979)

• B.S., Purdue University , Biological Sciences (1979)

COMMUNITY AND INTERNATIONAL WORK
• Stanford at The Tech, San Jose

LINKS
• Cherry Lab: http://cherrylab.stanford.edu/

• Saccharomyces Genome Database (SGD): http://www.yeastgenome.org/

• IGVF (Impact of Genomic Variation on Function) Data Portal: https://data.igvf.org/

• ENCODE Portal: http://encodeproject.org/

• Gene Ontology (GO) Consortium: http://www.geneontology.org/

• Alliance of Genomic Resources: https://www.alliancegenome.org/

• Lattice: https://lattice-data.org/

• RegulomeDB: http://www.regulomedb.org/

Research & Scholarship

CURRENT RESEARCH AND SCHOLARLY INTERESTS
The Cherry lab is involved in identifying, validating and integrating scientific information into encyclopedic databases essential for investigation as well

as scientific education. Published results of scientific experimentation are a foundation of our understanding of the natural world and provide motivation

for new experiments. The combination of in-depth understanding reported in the literature with computational analyses is an essential ingredient of

modern biological research. Mastery of the volumes of published literature requires comprehensive databases that provide the facts and underlying

experimental data in publically accessible ways. Curation, extraction and sorting of factual experimental data from peer-reviewed journal articles is

necessary to acquire these data from its source. Large quantitative datasets using global studies extend our knowledge of genes, their products and

their interactions. By integrating quantitative datasets with curated focused experimental results creates unique comprehensive databases. My group

creates such essential databases and makes them available to scientists and educators seeking to understand experimental results and to teach

scientific knowledge.

The exploration of the genes and other important elements of a genome involve the use of previous results to aid the design of experiments that explore,

for example, gene regulation, protein function, and interaction of these processes. New technologies are being applied to the determination of many

molecular interactions of the components of chromosomes and the specific controls for the generation of the many cell types that create an organism

from a single set of chromosomes. These methods create very large datasets that cannot be appreciated without computational methods and access to

databases of scientific results.

The Cherry lab specializes in designing and managing a public database of information for the budding yeast Saccharomyces cerevisiae and have

recently begun applying my expertise to human genomic information. Our current projects address three areas of research: engineering for the design

of databases and software for the effective integration of complex experimental results; defining standards for eukaryotic genomic data that measure

reliability and quality; and developing vocabularies that enhance communication between researchers, and between computational resources. This

research involves the collection and standardization of experimental results and the detailed descriptions of these data into complex biological models,

application of flexible search and retrieval tools, distribution of the integrated information for the acceleration of discovery.
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Three major bioinformatics resources funded by the National Institutes of Health are provided by the lab. The Saccharomyces Genome Database project

is the foremost database on a single organism. It is the archetype of all such databases because of its high quality, rich design, completeness, easy

of use, and facilitation of scientific discovery. The Gene Ontology Consortium invented a structured vocabulary for the specification and description of

gene function, their involvement in biological processes and their location within subcellular complexes and components. This innovative knowledgebase

has unified biological nomenclature and is crucial for the analysis of biological results. The ENCODE Data Coordination Center provides an essential

component for the analysis and use of large-scale studies of the human genome. Our work specifies the accurate and complete submission of

human genomic experimental results, verifies the data quality, specifies and compiles the dataset experimental details, integrates data with existing

human genome databases, distributed these results with its analyses via a portal that serves the diverse biomedical research community of skilled

bioinformaticists, biologists, and educators.

Teaching

GRADUATE AND FELLOWSHIP PROGRAM AFFILIATIONS
• Genetics (Phd Program)

Publications

PUBLICATIONS

• The Gene Ontology knowledgebase in 2026 NUCLEIC ACIDS RESEARCH
Aleksander, S. A., Balhoff, J. P., Carbon, S., Cherry, J., Ebert, D., Feuermann, M., Gaudet, P., Harris, N. L., Hill, D. P., Kalita, P., Lee, R., Mi, H.,
Moxon, et al
2025

• The IGVF catalog-from genetic variation to function. Nucleic acids research
Li, D., Liu, S., Assis, P. R., Li, M., Dong, S., Whaling, I., Jolanki, O., Kagda, M., Zhang, W., Macias-Velasco, J. F., Liu, T., Cody, S., Antonacci-Fulton,
et al
2025

• Data navigation on the ENCODE portal. Nature communications
Kagda, M. S., Lam, B., Litton, C., Small, C., Sloan, C. A., Spragins, E., Tanaka, F., Whaling, I., Gabdank, I., Youngworth, I., Strattan, J. S., Hilton, J.,
Jou, et al
2025; 16 (1): 9592

• Gene Spatial Integration: enhancing spatial transcriptomics analysis via deep learning and batch effect mitigation. Bioinformatics (Oxford,
England)
Pratama, R., Hilton, J., Cherry, J. M., Song, G.
2025

• CZ CELLxGENE Discover: a single-cell data platform for scalable exploration, analysis and modeling of aggregated data. Nucleic acids
research
Abdulla, S., Aevermann, B., Assis, P., Badajoz, S., Bell, S. M., Bezzi, E., Cakir, B., Chaffer, J., Chambers, S., Cherry, J. M., Chi, T., Chien, J.,
Dorman, et al
2024

• Saccharomyces Genome Database: Advances in Genome Annotation, Expanded Biochemical Pathways, and Other Key
Enhancements. Genetics
Engel, S. R., Aleksander, S., Nash, R. S., Wong, E. D., Weng, S., Miyasato, S. R., Sherlock, G., Cherry, J. M.
2024

• Updates to the Alliance of Genome Resources central infrastructure GENETICS
Aleksander, S. A., Anagnostopoulos, A. V., Antonazzo, G., Arnaboldi, V., Attrill, H., Becerra, A., Bello, S. M., Blodgett, O., Bradford, Y. M., Bult, C. J.,
Cain, S., Calvi, B. R., Carbon, et al
2024; 227 (1)

• Annotating and prioritizing human non-coding variants with RegulomeDB v.2. Nature genetics
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Dong, S., Zhao, N., Spragins, E., Kagda, M. S., Li, M., Assis, P., Jolanki, O., Luo, Y., Cherry, J. M., Boyle, A. P., Hitz, B. C.
2023; 55 (5): 724-726

• The Gene Ontology Knowledgebase in 2023. Genetics
Gene Ontology Consortium, Aleksander, S. A., Balhoff, J., Carbon, S., Cherry, J. M., Drabkin, H. J., Ebert, D., Feuermann, M., Gaudet, P., Harris, N.
L., Hill, D. P., Lee, R., Mi, H., et al
2023

• Dive into Epigenetics and Gene Regulation - Navigation using the ENCODE Portal
Au, J. N., Gabdank, I., Luo, Y., Kagda, M., Lam, B., Youngworth, I., Adenekan, P., Baymuradov, U. K., Miyasato, S., Simison, M., Graham, K., Jolanki,
O., Jou, et al
SPRINGERNATURE.2020: 744

• Incorporation of a unified protein abundance dataset into the Saccharomyces genome database. Database : the journal of biological
databases and curation
Nash, R. S., Weng, S. n., Karra, K. n., Wong, E. D., Engel, S. R., Cherry, J. M.
2020; 2020

• The ENCODE Portal as an Epigenomics Resource. Current protocols in bioinformatics
Jou, J., Gabdank, I., Luo, Y., Lin, K., Sud, P., Myers, Z., Hilton, J. A., Kagda, M. S., Lam, B., O'Neill, E., Adenekan, P., Graham, K., Baymuradov, et al
2019; 68 (1): e89

• Integration of macromolecular complex data into the Saccharomyces Genome Database. Database : the journal of biological databases and
curation
Wong, E. D., Skrzypek, M. S., Weng, S., Binkley, G., Meldal, B. H., Perfetto, L., Orchard, S. E., Engel, S. R., Cherry, J. M., SGD Project
2019; 2019

• Curated protein information in the Saccharomyces genome database DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES AND
CURATION
Hellerstedt, S. T., Nash, R. S., Weng, S., Paskov, K. M., Wong, E. D., Karra, K., Engel, S. R., Cherry, J. M.
2017

• Saccharomyces genome database informs human biology. Nucleic acids research
Skrzypek, M. S., Nash, R. S., Wong, E. D., MacPherson, K. A., Hellerstedt, S. T., Engel, S. R., Karra, K. n., Weng, S. n., Sheppard, T. K., Binkley, G.
n., Simison, M. n., Miyasato, S. R., Cherry, et al
2017

• ENCODE data at the ENCODE portal. Nucleic acids research
Sloan, C. A., Chan, E. T., Davidson, J. M., Malladi, V. S., Strattan, J. S., Hitz, B. C., Gabdank, I., Narayanan, A. K., Ho, M., Lee, B. T., Rowe, L. D.,
Dreszer, T. R., Roe, et al
2016; 44 (D1): D726-32

• From one to many: expanding the Saccharomyces cerevisiae reference genome panel. Database : the journal of biological databases and
curation
Engel, S. R., Weng, S., Binkley, G., Paskov, K., Song, G., Cherry, J. M.
2016; 2016

• Principles of metadata organization at the ENCODE data coordination center. Database : the journal of biological databases and curation
Hong, E. L., Sloan, C. A., Chan, E. T., Davidson, J. M., Malladi, V. S., Strattan, J. S., Hitz, B. C., Gabdank, I., Narayanan, A. K., Ho, M., Lee, B. T.,
Rowe, L. D., Dreszer, et al
2016; 2016

• The Saccharomyces Genome Database: Advanced Searching Methods and Data Mining. Cold Spring Harbor protocols
Cherry, J. M.
2015; 2015 (12): pdb.prot088906

• Integrative chromatin state annotation of 234 human ENCODE4 cell types using Segway. Genome research
Farahbod, M., Diab, A., Sud, P., Kagda, M. S., Whaling, I., Foroozandeh, M., Goel, I., Daneshpajouh, H., Hitz, B., Cherry, J. M., Libbrecht, M. W.
2025

• Deciphering the impact of genomic variation on function. Nature

Page 4 of 15



Mike Cherry
http://cap.stanford.edu/profiles/J. Michael_Cherry/

2024; 633 (8028): 47-57

• The ENCODE Uniform Analysis Pipelines. Research square
Hitz, B. C., Lee, J. W., Jolanki, O., Kagda, M. S., Graham, K., Sud, P., Gabdank, I., Strattan, J. S., Sloan, C. A., Dreszer, T., Rowe, L. D., Podduturi,
N. R., Malladi, et al
2023

• The EN-TEx resource of multi-tissue personal epigenomes & variant-impact models. Cell
Rozowsky, J., Gao, J., Borsari, B., Yang, Y. T., Galeev, T., Gürsoy, G., Epstein, C. B., Xiong, K., Xu, J., Li, T., Liu, J., Yu, K., Berthel, et al
2023; 186 (7): 1493-1511.e40

• Saccharomyces Genome Database Update: Server Architecture, Pan-Genome Nomenclature, and External Resources. Genetics
Wong, E. D., Miyasato, S. R., Aleksander, S., Karra, K., Nash, R. S., Skrzypek, M. S., Weng, S., Engel, S. R., Cherry, J. M.
2023

• Describing the Impact of Genomic Variation on Function (IGVF) Consortium submitted on behalf of the IGVF Consortium members
Fulton, L., Wang, T., Yue, F., Hitz, B., Cherry, J.
ELSEVIER SCIENCE INC.2022: S219

• ClinGen Variant Curation Interface: a variant classification platform for the application of evidence criteria from ACMG/AMP
guidelines. Genome medicine
Preston, C. G., Wright, M. W., Madhavrao, R., Harrison, S. M., Goldstein, J. L., Luo, X., Wand, H., Wulf, B., Cheung, G., Mandell, M. E., Tong, H.,
Cheng, S., Iacocca, et al
1800; 14 (1): 6

• New Data and Collaborations at the Saccharomyces Genome Database: Updated reference genome, alleles, and the Alliance of Genome
Resources. Genetics
Engel, S. R., Wong, E. D., Nash, R. S., Aleksander, S., Alexander, M., Douglass, E., Karra, K., Miyasato, S. R., Simison, M., Skrzypek, M. S., Weng,
S., Cherry, J. M.
1800

• The Gene Ontology resource: enriching a GOld mine NUCLEIC ACIDS RESEARCH
Carbon, S., Douglass, E., Good, B. M., Unni, D. R., Harris, N. L., Mungall, C. J., Basu, S., Chisholm, R. L., Dodson, R. J., Hartline, E., Fey, P.,
Thomas, P. D., Albou, et al
2021; 49 (D1): D325–D334

• Data Sanitization to Reduce Private Information Leakage from Functional Genomics. Cell
Gursoy, G., Emani, P., Brannon, C. M., Jolanki, O. A., Harmanci, A., Strattan, J. S., Cherry, J. M., Miranker, A. D., Gerstein, M.
2020; 183 (4): 905

• Perspectives on ENCODE. Nature
ENCODE Project Consortium, Snyder, M. P., Gingeras, T. R., Moore, J. E., Weng, Z., Gerstein, M. B., Ren, B., Hardison, R. C., Stamatoyannopoulos,
J. A., Graveley, B. R., Feingold, E. A., Pazin, M. J., Pagan, M., et al
2020; 583 (7818): 693–98

• An atlas of dynamic chromatin landscapes in mouse fetal development. Nature
Gorkin, D. U., Barozzi, I., Zhao, Y., Zhang, Y., Huang, H., Lee, A. Y., Li, B., Chiou, J., Wildberg, A., Ding, B., Zhang, B., Wang, M., Strattan, et al
2020; 583 (7818): 744–51

• CNN-Peaks: ChIP-Seq peak detection pipeline using convolutional neural networks that imitate human visual inspection. Scientific reports
Oh, D., Strattan, J. S., Hur, J. K., Bento, J., Urban, A. E., Song, G., Cherry, J. M.
2020; 10 (1): 7933

• Expanded encyclopaedias of DNA elements in the human and mouse genomes. Nature
Moore, J. E., Purcaro, M. J., Pratt, H. E., Epstein, C. B., Shoresh, N. n., Adrian, J. n., Kawli, T. n., Davis, C. A., Dobin, A. n., Kaul, R. n., Halow, J. n.,
Van Nostrand, E. L., Freese, et al
2020; 583 (7818): 699–710

• The Alliance of Genome Resources: Building a Modern Data Ecosystem for Model Organism Databases GENETICS
Bult, C. J., Blake, J. A., Calvi, B. R., Cherry, J., DiFrancesco, V., Fullem, R., Howe, K. L., Kaufman, T., Mungall, C., Perrimon, N., Shimoyama, M.,
Sternberg, P. W., Thomas, et al
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2019; 213 (4): 1189–96

• Transcriptome visualization and data availability at the Saccharomyces Genome Database. Nucleic acids research
Ng, P. C., Wong, E. D., MacPherson, K. A., Aleksander, S., Argasinska, J., Dunn, B., Nash, R. S., Skrzypek, M. S., Gondwe, F., Jha, S., Karra, K.,
Weng, S., Miyasato, et al
2019

• RNAcentral: a hub of information for non-coding RNA sequences (vol 47, pg D221, 2019) NUCLEIC ACIDS RESEARCH
Sweeney, B. A., Petrov, A. I., Burkov, B., Finn, R. D., Bateman, A., Szymanski, M., Karlowski, W. M., Gorodkin, J., Seemann, S. E., Cannone, J. J.,
Gutell, R. R., Fey, P., Basu, et al
2019; 47 (D1): D1250–D1251

• The Gene Ontology Resource: 20 years and still GOing strong NUCLEIC ACIDS RESEARCH
Carbon, S., Douglass, E., Dunn, N., Good, B., Harris, N. L., Lewis, S. E., Mungall, C. J., Basu, S., Chisholm, R. L., Dodson, R. J., Hartline, E., Fey,
P., Thomas, et al
2019; 47 (D1): D330–D338

• New developments on the Encyclopedia of DNA Elements (ENCODE) data portal. Nucleic acids research
Luo, Y. n., Hitz, B. C., Gabdank, I. n., Hilton, J. A., Kagda, M. S., Lam, B. n., Myers, Z. n., Sud, P. n., Jou, J. n., Lin, K. n., Baymuradov, U. K.,
Graham, K. n., Litton, et al
2019

• Integrative Meta-Assembly Pipeline (IMAP): Chromosome-level genome assembler combining multiple de novo assemblies. PloS one
Song, G. n., Lee, J. n., Kim, J. n., Kang, S. n., Lee, H. n., Kwon, D. n., Lee, D. n., Lang, G. I., Cherry, J. M., Kim, J. n.
2019; 14 (8): e0221858

• Prevention of data duplication for high throughput sequencing repositories DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES AND
CURATION
Gabdank, I., Chan, E. T., Davidson, J. M., Hilton, J. A., Davis, C. A., Baymuradov, U. K., Narayanan, A., Onate, K. C., Graham, K., Miyasato, S. R.,
Dreszer, T. R., Strattan, J., Jolanki, et al
2018

• Updated regulation curation model at the Saccharomyces Genome Database DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES AND
CURATION
Engel, S. R., Skrzypek, M. S., Hellerstedt, S. T., Wong, E. D., Nash, R. S., Weng, S., Binkley, G., Sheppard, T. K., Karra, K., Cherry, J.
2018

• Evaluating the Clinical Validity of Gene-Disease Associations: An Evidence-Based Framework Developed by the Clinical Genome
Resource. American journal of human genetics
Strande, N. T., Riggs, E. R., Buchanan, A. H., Ceyhan-Birsoy, O., DiStefano, M., Dwight, S. S., Goldstein, J., Ghosh, R., Seifert, B. A., Sneddon, T.
P., Wright, M. W., Milko, L. V., Cherry, et al
2017; 100 (6): 895-906

• SnoVault and encodeD: A novel object-based storage system and applications to ENCODE metadata PLOS ONE
Hitz, B. C., Rowe, L. D., Podduturi, N. R., Glick, D. I., Baymuradov, U. K., Malladi, V. S., Chan, E. T., Davidson, J. M., Gabdank, I., Narayana, A. K.,
Onate, K. C., Hilton, J., Ho, et al
2017; 12 (4)

• Outreach and online training services at the Saccharomyces Genome Database DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES
AND CURATION
MacPherson, K. A., Starr, B., Wong, E. D., Dalusag, K. S., Hellerstedt, S. T., Lang, O., Nash, R. S., Skrzypek, M. S., Engel, S. R., Cherry, J. M.
2017

• Active Interaction Mapping Reveals the Hierarchical Organization of Autophagy. Molecular cell
Kramer, M. H., Farré, J., Mitra, K., Yu, M. K., Ono, K., Demchak, B., Licon, K., Flagg, M., Balakrishnan, R., Cherry, J. M., Subramani, S., Ideker, T.
2017; 65 (4): 761-774 e5

• Expansion of the Gene Ontology knowledgebase and resources NUCLEIC ACIDS RESEARCH
CARBON, S., Dietze, H., Lewis, S. E., Mungall, C. J., Munoz-Torres, M. C., Basu, S., Chisholm, R. L., Dodson, R. J., Fey, P., Thomas, P. D., Mi, H.,
Muruganujan, A., Huang, et al
2017; 45 (D1): D331-D338
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• RNAcentral: a comprehensive database of non-coding RNA sequences NUCLEIC ACIDS RESEARCH
Petrov, A. I., Kay, S. J., Kalvari, I., Howe, K. L., Gray, K. A., Bruford, E. A., Kersey, P. J., Cochrane, G., Finn, R. D., Bateman, A., Kozomara, A.,
Griffiths-Jones, S., Frankish, et al
2017; 45 (D1): D128-D134

• The Encyclopedia of DNA elements (ENCODE): data portal update. Nucleic acids research
Davis, C. A., Hitz, B. C., Sloan, C. A., Chan, E. T., Davidson, J. M., Gabdank, I. n., Hilton, J. A., Jain, K. n., Baymuradov, U. K., Narayanan, A. K.,
Onate, K. C., Graham, K. n., Miyasato, et al
2017

• XenMine: A genomic interaction tool for the Xenopus community. Developmental biology
Reid, C. D., Karra, K., Chang, J., Piskol, R., Li, Q., Li, J. B., Cherry, J. M., Baker, J. C.
2016

• The Saccharomyces Genome Database Variant Viewer. Nucleic acids research
Sheppard, T. K., Hitz, B. C., Engel, S. R., Song, G., Balakrishnan, R., Binkley, G., Costanzo, M. C., Dalusag, K. S., Demeter, J., Hellerstedt, S. T.,
Karra, K., Nash, R. S., Paskov, et al
2016; 44 (D1): D698-702

• Integration of new alternative reference strain genome sequences into the Saccharomyces genome database. Database : the journal of
biological databases and curation
Song, G., Balakrishnan, R., Binkley, G., Costanzo, M. C., Dalusag, K., Demeter, J., Engel, S., Hellerstedt, S. T., Karra, K., Hitz, B. C., Nash, R. S.,
Paskov, K., Sheppard, et al
2016; 2016

• Providing Access to Genomic Variant Knowledge in a Healthcare Setting: A Vision for the ClinGen Electronic Health Records
Workgroup. Clinical pharmacology and therapeutics
Overby, C. L., Heale, B. n., Aronson, S. n., Cherry, J. M., Dwight, S. n., Milosavljevic, A. n., Nelson, T. n., Niehaus, A. n., Weaver, M. A., Ramos, E.
M., Williams, M. S.
2016; 99 (2): 157–60

• The Saccharomyces Genome Database: A Tool for Discovery. Cold Spring Harbor protocols
Cherry, J. M.
2015; 2015 (12): pdb.top083840

• The Saccharomyces Genome Database: Exploring Biochemical Pathways and Mutant Phenotypes. Cold Spring Harbor protocols
Cherry, J. M.
2015; 2015 (12): pdb.prot088898

• The Saccharomyces Genome Database: Gene Product Annotation of Function, Process, and Component. Cold Spring Harbor protocols
Cherry, J. M.
2015; 2015 (12): pdb.prot088914

• The Saccharomyces Genome Database: Exploring Genome Features and Their Annotations. Cold Spring Harbor protocols
Cherry, J. M.
2015; 2015 (12): pdb.prot088922

• Gene Ontology Consortium: going forward NUCLEIC ACIDS RESEARCH
Blake, J. A., Christie, K. R., Dolan, M. E., Drabkin, H. J., Hill, D. P., Ni, L., Sitnikov, D., Burgess, S., Buza, T., Gresham, C., McCarthy, F., Pillai, L.,
Wang, et al
2015; 43 (D1): D1049-D1056

• RNAcentral: an international database of ncRNA sequences NUCLEIC ACIDS RESEARCH
Petrov, A. I., Kay, S. J., Gibson, R., Kulesha, E., Staines, D., Bruford, E. A., Wright, M. W., Burge, S., Finn, R. D., Kersey, P. J., Cochrane, G.,
Bateman, A., Griffiths-Jones, et al
2015; 43 (D1): D123-D129

• AGAPE (Automated Genome Analysis PipelinE) for pan-genome analysis of Saccharomyces cerevisiae. PloS one
Song, G., Dickins, B. J., Demeter, J., Engel, S., Gallagher, J., Choe, K., Dunn, B., Snyder, M., Cherry, J. M.
2015; 10 (3)
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• Ontology application and use at the ENCODE DCC. Database : the journal of biological databases and curation
Malladi, V. S., Erickson, D. T., Podduturi, N. R., Rowe, L. D., Chan, E. T., Davidson, J. M., Hitz, B. C., Ho, M., Lee, B. T., Miyasato, S., Roe, G. R.,
Simison, M., Sloan, et al
2015; 2015

• Saccharomyces genome database provides new regulation data. Nucleic acids research
Costanzo, M. C., Engel, S. R., Wong, E. D., Lloyd, P., Karra, K., Chan, E. T., Weng, S., Paskov, K. M., Roe, G. R., Binkley, G., Hitz, B. C., Cherry, J.
M.
2014; 42 (Database issue): D717-25

• The Reference Genome Sequence of Saccharomyces cerevisiae: Then and Now. G3 (Bethesda, Md.)
Engel, S. R., Dietrich, F. S., Fisk, D. G., Binkley, G., Balakrishnan, R., Costanzo, M. C., Dwight, S. S., Hitz, B. C., Karra, K., Nash, R. S., Weng, S.,
Wong, E. D., Lloyd, et al
2014; 4 (3): 389-398

• DATABASE, The Journal of Biological Databases and Curation, is now the official journal of the International Society for
Biocuration. Database : the journal of biological databases and curation
Gaudet, P., Munoz-Torres, M., Robinson-Rechavi, M., Attwood, T., Bateman, A., Cherry, J. M., Kania, R., O'Donovan, C., Yamasaki, C.
2013; 2013: bat077

• A guide to best practices for Gene Ontology (GO) manual annotation DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES AND
CURATION
Balakrishnan, R., Harris, M. A., Huntley, R., Van Auken, K., Cherry, J. M.
2013

• InterMOD: integrated data and tools for the unification of model organism research. Scientific reports
Sullivan, J., Karra, K., Moxon, S. A., Vallejos, A., Motenko, H., Wong, J. D., Aleksic, J., Balakrishnan, R., Binkley, G., Harris, T., Hitz, B., Jayaraman,
P., Lyne, et al
2013; 3: 1802-?

• The new modern era of yeast genomics: community sequencing and the resulting annotation of multiple Saccharomyces cerevisiae
strains at the Saccharomyces Genome Database DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES AND CURATION
Engel, S. R., Cherry, J. M.
2013

• The YeastGenome app: the Saccharomyces Genome Database at your fingertips DATABASE-THE JOURNAL OF BIOLOGICAL DATABASES
AND CURATION
Wong, E. D., Karra, K., Hitz, B. C., Hong, E. L., Cherry, J. M.
2013

• A gene ontology inferred from molecular networks NATURE BIOTECHNOLOGY
Dutkowski, J., Kramer, M., Surma, M. A., Balakrishnan, R., Cherry, J. M., Krogan, N. J., Ideker, T.
2013; 31 (1): 38-?

• Gene Ontology Annotations and Resources NUCLEIC ACIDS RESEARCH
Blake, J. A., Dolan, M., Drabkin, H., Hill, D. P., Ni, L., Sitnikov, D., Bridges, S., Burgess, S., Buza, T., McCarthy, F., Peddinti, D., Pillai, L., CARBON, et
al
2013; 41 (D1): D530-D535

• Annotation of functional variation in personal genomes using RegulomeDB GENOME RESEARCH
Boyle, A. P., Hong, E. L., Hariharan, M., Cheng, Y., Schaub, M. A., Kasowski, M., Karczewski, K. J., Park, J., Hitz, B. C., Weng, S., Cherry, J. M.,
Snyder, M.
2012; 22 (9): 1790-1797

• In the beginning there was babble ... AUTOPHAGY
Klionsky, D. J., Bruford, E. A., Cherry, J. M., Hodgkin, J., Laulederkind, S. J., Singer, A. G.
2012; 8 (8): 1165-1167

• YeastMine-an integrated data warehouse for Saccharomyces cerevisiae data as a multipurpose tool-kit DATABASE-THE JOURNAL OF
BIOLOGICAL DATABASES AND CURATION
Balakrishnan, R., Park, J., Karra, K., Hitz, B. C., Binkley, G., Hong, E. L., Sullivan, J., Micklem, G., Cherry, J. M.
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2012

• Considerations for creating and annotating the budding yeast Genome Map at SGD: a progress report DATABASE-THE JOURNAL OF
BIOLOGICAL DATABASES AND CURATION
Chan, E. T., Cherry, J. M.
2012

• CvManGO, a method for leveraging computational predictions to improve literature-based Gene Ontology annotations DATABASE-THE
JOURNAL OF BIOLOGICAL DATABASES AND CURATION
Park, J., Costanzo, M. C., Balakrishnan, R., Cherry, J. M., Hong, E. L.
2012

• Saccharomyces Genome Database: the genomics resource of budding yeast. Nucleic acids research
Cherry, J. M., Hong, E. L., Amundsen, C., Balakrishnan, R., Binkley, G., Chan, E. T., Christie, K. R., Costanzo, M. C., Dwight, S. S., Engel, S. R.,
Fisk, D. G., Hirschman, J. E., Hitz, et al
2012; 40 (Database issue): D700-5

• The Gene Ontology: enhancements for 2011 NUCLEIC ACIDS RESEARCH
Blake, J. A., Dolan, M., Drabkin, H., Hill, D. P., Ni, L., Sitnikov, D., Burgess, S., Buza, T., Gresham, C., McCarthy, F., Pillai, L., Wang, H., CARBON, et
al
2012; 40 (D1): D559-D564

• Toward an interactive article: integrating journals and biological databases BMC BIOINFORMATICS
Rangarajan, A., Schedl, T., Yook, K., Chan, J., Haenel, S., Otis, L., Faelten, S., DePellegrin-Connelly, T., Isaacson, R., Skrzypek, M. S., Marygold, S.
J., Stefancsik, R., Cherry, et al
2011; 12

• Using computational predictions to improve literature-based Gene Ontology annotations: a feasibility study DATABASE-THE JOURNAL OF
BIOLOGICAL DATABASES AND CURATION
Costanzo, M. C., Park, J., Balakrishnan, R., Cherry, J. M., Hong, E. L.
2011

• Towards BioDBcore: a community-defined information specification for biological databases NUCLEIC ACIDS RESEARCH
Gaudet, P., Bairoch, A., Field, D., Sansone, S., Taylor, C., Attwood, T. K., Bateman, A., Blake, J. A., Bult, C. J., Cherry, J. M., Chisholm, R. L.,
Cochrane, G., Cook, et al
2011; 39: D7-D10

• Saccharomyces Genome Database provides mutant phenotype data NUCLEIC ACIDS RESEARCH
Engel, S. R., Balakrishnan, R., Binkley, G., Christie, K. R., Costanzo, M. C., Dwight, S. S., Fisk, D. G., Hirschman, J. E., Hitz, B. C., Hong, E. L.,
Krieger, C. J., Livstone, M. S., Miyasato, et al
2010; 38: D433-D436

• The Gene Ontology in 2010: extensions and refinements The Gene Ontology Consortium NUCLEIC ACIDS RESEARCH
Berardini, T. Z., Li, D., Huala, E., Bridges, S., Burgess, S., McCarthy, F., Carbon, S., Lewis, S. E., Mungall, C. J., Abdulla, A., Wood, V., Feltrin, E.,
Valle, et al
2010; 38: D331-D335

• The Gene Ontology's Reference Genome Project: A Unified Framework for Functional Annotation across Species PLOS COMPUTATIONAL
BIOLOGY
Gaudet, P., Chisholm, R., Berardini, T., Dimmer, E., Engel, S. R., Fey, P., Hill, D. P., Howe, D., Hu, J. C., Huntley, R., Khodiyar, V. K., Kishore, R., Li,
et al
2009; 5 (7)

• Functional annotations for the Saccharomyces cerevisiae genome: the knowns and the known unknowns TRENDS IN MICROBIOLOGY
Christie, K. R., Hong, E. L., Cherry, J. M.
2009; 17 (7): 286-294

• New mutant phenotype data curation system in the Saccharomyces Genome Database. Database : the journal of biological databases and
curation
Costanzo, M. C., Skrzypek, M. S., Nash, R., Wong, E., Binkley, G., Engel, S. R., Hitz, B., Hong, E. L., Cherry, J. M.
2009; 2009: bap001
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• New mutant phenotype data curation system in the Saccharomyces Genome Database DATABASE-THE JOURNAL OF BIOLOGICAL
DATABASES AND CURATION
Costanzo, M. C., Skrzypek, M. S., Nash, R., Wong, E., Binkley, G., Engel, S. R., Hitz, B., Hong, E. L., Cherry, J. M.
2009

• Gene Ontology annotations at SGD: new data sources and annotation methods NUCLEIC ACIDS RESEARCH
Hong, E. L., Balakrishnan, R., Dong, Q., Christie, K. R., Park, J., Binkley, G., Costanzo, M. C., Dwight, S. S., Engel, S. R., Fisk, D. G., Hirschman, J.
E., Hitz, B. C., Krieger, et al
2008; 36: D577-D581

• Combining guilt-by-association and guilt-by-profiling to predict Saccharomyces cerevisiae gene function GENOME BIOLOGY
Tian, W., Zhang, L. V., Tasan, M., Gibbons, F. D., King, O. D., Park, J., Wunderlich, Z., Cherry, J. M., Roth, F. P.
2008; 9

• The Gene Ontology project in 2008 NUCLEIC ACIDS RESEARCH
Harris, M. A., Deegan, J. I., Lomax, J., Ashburner, M., Tweedie, S., Carbon, S., Lewis, S., Mungall, C., Day-Richter, J., Eilbeck, K., Blake, J. A., Bult,
C., Diehl, et al
2008; 36: D440-D444

• Mining experimental evidence of molecular function claims from the literature BIOINFORMATICS
Crangle, C. E., Cherry, J. M., Hong, E. L., Zbyslaw, A.
2007; 23 (23): 3232-3240

• The Saccharomyces Genome Database provides comprehensive information about the biology of S-cerevisiae and tools for studies in
comparative genomics Experimental Biology 2007 Annual Meeting
Hirschman, J. E., Engel, S., Hong, E., Balakrishnan, R., Christie, K., Costanzo, M., Dwight, S., Fisk, D., Nash, R., Park, J., Skrzypek, M., Dolinski, K.,
Livstone, et al
FEDERATION AMER SOC EXP BIOL.2007: A264–A264

• Tetrahymena genome database (TGD): a resource for comparative studies with a model protist.
Stover, N. A., Krieger, C. J., Binkley, G., Dong, Q., Sethuraman, A., Weng, S., Cherry, J. M.
WILEY-BLACKWELL PUBLISHING, INC.2007: 54S–54S

• Expanded protein information at SGD: new pages and proteome browser NUCLEIC ACIDS RESEARCH
Nash, R., Weng, S., Hitz, B., Balakrishnan, R., Christie, K. R., Costanzo, M. C., Dwight, S. S., Engel, S. R., Fisk, D. G., Hirschman, J. E., Hong, E. L.,
Livstone, M. S., Oughtred, et al
2007; 35: D468-D471

• Saccharomyces cerevisiae S288C genome annotation: a working hypothesis YEAST
Fisk, D. G., Ball, C. A., Dolinski, K., Engel, S. R., Hong, E. L., Issel-Tarver, L., Schwartz, K., Sethuraman, A., Botstein, D., Cherry, J. M.
2006; 23 (12): 857-865

• Macronuclear genome sequence of the ciliate Tetrahymena thermophila, a model eukaryote PLOS BIOLOGY
Eisen, J. A., Coyne, R. S., Wu, M., Wu, D., Thiagarajan, M., Wortman, J. R., Badger, J. H., Ren, Q., Amedeo, P., Jones, K. M., Tallon, L. J., Delcher,
A. L., Salzberg, et al
2006; 4 (9): 1620-1642

• The Gene Ontology (GO) project in 2006 NUCLEIC ACIDS RESEARCH
Harris, M. A., Clark, J. I., Ireland, A., Lomax, J., Ashburner, M., Collins, R., Eilbeck, K., Lewis, S., Mungall, C., Richter, J., Rubin, G. M., Shu, S.,
Blake, et al
2006; 34: D322-D326

• Tetrahymena Genome Database (TGD): a new genomic resource for Tetrahymena thermophila research NUCLEIC ACIDS RESEARCH
Stover, N. A., Krieger, C. J., Binkley, G., Dong, Q., Fisk, D. G., Nash, R., Sethuraman, A., Weng, S., Cherry, J. M.
2006; 34: D500-D503

• Genome Snapshot: a new resource at the Saccharomyces Genome Database (SGD) presenting an overview of the Saccharomyces
cerevisiae genome NUCLEIC ACIDS RESEARCH
Hirschman, J. E., Balakrishnan, R., Christie, K. R., Costanzo, M. C., Dwight, S. S., Engel, S. R., Fisk, D. G., Hong, E. L., Livstone, M. S., Nash, R.,
Park, J., Oughtred, R., Skrzypek, et al
2006; 34: D442-D445
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• PatMatch: a program for finding patterns in peptide and nucleotide sequences NUCLEIC ACIDS RESEARCH
Yan, T., Yoo, D., Berardini, T. Z., Mueller, L. A., Weems, D. C., Weng, S., Cherry, J. M., Rhee, S. Y.
2005; 33: W262-W266

• Inference of combinatorial regulation in yeast transcriptional networks: A case study of sporulation PROCEEDINGS OF THE NATIONAL
ACADEMY OF SCIENCES OF THE UNITED STATES OF AMERICA
Wang, W., Cherry, J. M., Nochomovitz, Y., Jolly, E., Botstein, D., Li, H.
2005; 102 (6): 1998-2003

• Fungal BLAST and Model Organism BLASTP Best Hits: new comparison resources at the Saccharomyces Genome Database
(SGD) NUCLEIC ACIDS RESEARCH
Balakrishnan, R., Christie, K. R., Costanzo, M. C., Dolinski, K., Dwight, S. S., Engel, S. R., Fisk, D. G., Hirschman, J. E., Hong, E. L., Nash, R.,
Oughtred, R., Skrzypek, M., Theesfeld, et al
2005; 33: D374-D377

• GO::TermFinder - open source software for accessing Gene Ontology information and finding significantly enriched Gene Ontology terms
associated with a list of genes BIOINFORMATICS
Boyle, E. I., Weng, S. A., Gollub, J., Jin, H., Botstein, D., Cherry, J. M., Sherlock, G.
2004; 20 (18): 3710-3715

• Saccharomyces genome database: Underlying principles and organisation BRIEFINGS IN BIOINFORMATICS
Dwight, S. S., Balakrishnan, R., Christie, K. R., Costanzo, M. C., Dolinski, K., Engel, S. R., Feierbach, B., Fisk, D. G., Hirschman, J., Hong, E. L.,
Issel-Tarver, L., Nash, R. S., Sethuraman, et al
2004; 5 (1): 9-22

• The Gene Ontology (GO) database and informatics resource NUCLEIC ACIDS RESEARCH
Harris, M. A., Clark, J., Ireland, A., Lomax, J., Ashburner, M., Foulger, R., Eilbeck, K., Lewis, S., Marshall, B., Mungall, C., Richter, J., Rubin, G. M.,
Blake, et al
2004; 32: D258-D261

• Saccharomyces Genome Database (SGD) provides tools to identify and analyze sequences from Saccharomyces cerevisiae and related
sequences from other organisms NUCLEIC ACIDS RESEARCH
Christie, K. R., Weng, S., Balakrishnan, R., Costanzo, M. C., Dolinski, K., Dwight, S. S., Engel, S. R., Feierbach, B., Fisk, D. G., Hirschman, J. E.,
Hong, E. L., Issel-Tarver, L., Nash, et al
2004; 32: D311-D314

• Defining Saccharomyces genes. 21st International Conference on Yeast Genetics and Molecular Biology
Cherry, J. M., Theesfeld, C., Sethuraman, A., Fisk, D. G., Dolinski, K., Balakrishnan, R., Binkley, G., Christie, K. R., Costanzo, M., Dong, S., Dwight,
S. S., Engel, S., Hirschman, et al
WILEY-BLACKWELL.2003: S280–S280

• The Community Annotation system at the Saccharomyces genome database (SGD). 21st International Conference on Yeast Genetics and
Molecular Biology
Theesfeld, C. L., Dong, S., Fisk, D. G., Balakrishnan, R., Christie, K. R., Costanzo, M. C., Dolinski, K., Dwight, S. S., Engel, S. R., Hirschman, J. E.,
Hong, E. L., Issel-Tarver, L., Sethuraman, et al
WILEY-BLACKWELL.2003: S345–S345

• Saccharomyces Genome Database (SGD) provides biochemical and structural information for budding yeast proteins NUCLEIC ACIDS
RESEARCH
Weng, S., Dong, Q., Balakrishnan, R., Christie, K., Costanzo, M., Dolinski, K., Dwight, S. S., Engel, S., Fisk, D. G., Hong, E., Issel-Tarver, L.,
Sethuraman, A., Theesfeld, et al
2003; 31 (1): 216-218

• Gene function, metabolic pathways and comparative genomics in yeast 2nd International Computational Systems Bioinformatics Conference
Dong, Q., Balakrishnan, R., Binkley, G., Christie, K. R., Costanzo, M., Dolinski, K., Dwight, S. S., Engel, S., Fisk, D. G., Hirschman, J., Hong, E. L.,
Nash, R., Issel-Tarver, et al
IEEE COMPUTER SOC.2003: 437–438

• SOURCE: a unified genomic resource of functional annotations, ontologies, and gene expression data NUCLEIC ACIDS RESEARCH
Diehn, M., Sherlock, G., Binkley, G., Jin, H., Matese, J. C., Hernandez-Boussard, T., Rees, C. A., Cherry, J. M., Botstein, D., Brown, P. O., Alizadeh,
A. A.
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2003; 31 (1): 219-223

• A systematic approach to reconstructing transcription networks in Saccharomyces cerevisiae PROCEEDINGS OF THE NATIONAL
ACADEMY OF SCIENCES OF THE UNITED STATES OF AMERICA
Wang, W., Cherry, J. M., Botstein, D., Li, H.
2002; 99 (26): 16893-16898

• Identification of unstable transcripts in Arabidopsis by cDNA microarray analysis: Rapid decay is associated with a group of touch- and
specific clock-controlled genes PROCEEDINGS OF THE NATIONAL ACADEMY OF SCIENCES OF THE UNITED STATES OF AMERICA
Gutierrez, R. A., Ewing, R. M., Cherry, J. M., Green, P. J.
2002; 99 (17): 11513-11518

• Saccharomyces Genome Database (SGD) provides secondary gene annotation using the Gene Ontology (GO) NUCLEIC ACIDS
RESEARCH
Dwight, S. S., Harris, M. A., Dolinski, K., Ball, C. A., Binkley, G., Christie, K. R., Fisk, D. G., Issel-Tarver, L., Schroeder, M., Sherlock, G., Sethuraman,
A., Weng, S., Botstein, et al
2002; 30 (1): 69-72

• Saccharomyces genome database GUIDE TO YEAST GENETICS AND MOLECULAR AND CELL BIOLOGY, PT B
Issel-Tarver, L., Christie, K. R., Dolinski, K., Andrada, R., Balakrishnan, R., Ball, C. A., Binkley, G., Dong, S., Dwight, S. S., Fisk, D. G., Harris, M.,
Schroeder, M., Sethuraman, et al
2002; 350: 329-346

• Microarray data quality analysis: lessons from the AFGC project. Arabidopsis Functional Genomics Consortium. Plant molecular biology
Finkelstein, D., Ewing, R., Gollub, J., Sterky, F., Cherry, J. M., Somerville, S.
2002; 48 (1-2): 119-131

• Creating the gene ontology resource: Design and implementation GENOME RESEARCH
Ashburner, M., Ball, C. A., Blake, J. A., Butler, H., Cherry, J. M., Corradi, J., Dolinski, K., Eppig, J. T., Harris, M., Hill, D. P., Lewis, S., Marshall, B.,
Mungall, et al
2001; 11 (8): 1425-1433

• Information resources at SGD: Gene Ontology, Gene Summary Paragraphs, and the Literature Guide.
Fisk, D., Christie, K., Dolinski, K., Dwight, S., Issel-Tarver, L., Sethuraman, A., Cherry, J. M., Botstein, D.
WILEY-BLACKWELL.2001: S331–S331

• Visualization of expression clusters using Sammon's non-linear mapping BIOINFORMATICS
Ewing, R. M., Cherry, J. M.
2001; 17 (7): 658-659

• Computer manipulation of DNA and protein sequences. Current protocols in molecular biology / edited by Frederick M. Ausubel ... [et al.]
Cherry, J. M.
2001; Chapter 7: Unit7 7-?

• Characteristics of amino acids. Current protocols in molecular biology / edited by Frederick M. Ausubel ... [et al.]
Ellington, A., Cherry, J. M.
2001; Appendix 1: Appendix 1C-?

• Genome comparisons highlight similarity and diversity within the eukaryotic kingdoms CURRENT OPINION IN CHEMICAL BIOLOGY
Ball, C. A., Cherry, J. M.
2001; 5 (1): 86-89

• Saccharomyces Genome Database provides tools to survey gene expression and functional analysis data NUCLEIC ACIDS RESEARCH
Ball, C. A., Jin, H., Sherlock, G., Weng, S., Matese, J. C., Andrada, R., Binkley, G., Dolinski, K., Dwight, S. S., Harris, M. A., Issel-Tarver, L.,
SCHROEDER, R., Botstein, et al
2001; 29 (1): 80-81

• The Stanford Microarray Database NUCLEIC ACIDS RESEARCH
Sherlock, G., Hernandez-Boussard, T., Kasarskis, A., Binkley, G., Matese, J. C., Dwight, S. S., Kaloper, M., Weng, S., Jin, H., Ball, C. A., Eisen, M.
B., Spellman, P. T., Brown, et al
2001; 29 (1): 152-155
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• Gene Ontology: tool for the unification of biology NATURE GENETICS
Ashburner, M., Ball, C. A., Blake, J. A., Botstein, D., Butler, H., Cherry, J. M., Davis, A. P., Dolinski, K., Dwight, S. S., Eppig, J. T., Harris, M. A., Hill,
D. P., Issel-Tarver, et al
2000; 25 (1): 25-29

• Comparative genomics of the eukaryotes SCIENCE
Rubin, G. M., Yandell, M. D., Wortman, J. R., Miklos, G. L., Nelson, C. R., Hariharan, I. K., Fortini, M. E., Li, P. W., Apweiler, R., Fleischmann, W.,
Cherry, J. M., Henikoff, S., Skupski, et al
2000; 287 (5461): 2204-2215

• The genome sequence of Drosophila melanogaster SCIENCE
Adams, M. D., Celniker, S. E., Holt, R. A., Evans, C. A., Gocayne, J. D., Amanatides, P. G., Scherer, S. E., Li, P. W., Hoskins, R. A., Galle, R. F.,
George, R. A., Lewis, S. E., Richards, et al
2000; 287 (5461): 2185-2195

• Integrating functional genomic information into the Saccharomyces genome database NUCLEIC ACIDS RESEARCH
Ball, C. A., Dolinski, K., Dwight, S. S., Harris, M. A., Issel-Tarver, L., Kasarskis, A., Scafe, C. R., Sherlock, G., Binkley, G., Jin, H., Kaloper, M., Orr, S.
D., Schroeder, et al
2000; 28 (1): 77-80

• Gene Ontology: a controlled vocabulary to describe the function, biological process and cellular location of gene products in genome
databases.
Shaw, D. R., Ashbumer, M., Blake, J. A., Baldarelli, R. M., Botstein, D., Davis, A. P., Cherry, J. M., Lewis, S., Lutz, C. M., Richardson, J. E., Eppig, J.
T.
CELL PRESS.1999: A419–A419

• Unified display of Arabidopsis thaliana physical maps from AtDB, the A.thaliana database NUCLEIC ACIDS RESEARCH
Rhee, S. Y., Weng, S., Bongard-Pierce, D. K., Garcia-Hernandez, M., Malekian, A., Flanders, D. J., Cherry, J. M.
1999; 27 (1): 79-84

• Using the Saccharomyces Genome Database (SGD) for analysis of protein similarities and structure NUCLEIC ACIDS RESEARCH
Chervitz, S. A., Hester, E. T., Ball, C. A., Dolinski, K., Dwight, S. S., Harris, M. A., Juvik, G., Malekian, A., Roberts, S., Roe, T., Scafe, C., Schroeder,
M., Sherlock, et al
1999; 27 (1): 74-78

• Comparison of the complete protein sets of worm and yeast: Orthology and divergence SCIENCE
Chervitz, S. A., Aravind, L., Sherlock, G., Ball, C. A., Koonin, E. V., Dwight, S. S., Harris, M. A., Dolinski, K., Mohr, S., Smith, T., Weng, S., Cherry, J.
M., Botstein, et al
1998; 282 (5396): 2022-2028

• Expanding yeast knowledge online YEAST
Dolinski, K., Ball, C. A., Chervitz, S. A., Dwight, S. S., Harris, M. A., Roberts, S., Roe, T., Cherry, J. M., Botstein, D.
1998; 14 (16): 1453-1469

• Arabidopsis thaliana: A model plant for genome analysis SCIENCE
Meinke, D. W., Cherry, J. M., Dean, C., Rounsley, S. D., Koornneef, M.
1998; 282 (5389): 662-?

• Genome maps 9. Arabidopsis thaliana. Wall chart. Science
Rhee, S. Y., Weng, S., Flanders, D., Cherry, J. M., Dean, C., Lister, C., Anderson, M., Koornneef, M., Meinke, D. W., Nickle, T., Smith, K., Rounsley,
S. D.
1998; 282 (5389): 663-667

• AtDB, the Arabidopsis thaliana database, and graphical-web-display of progress by the Arabidopsis genome initiative NUCLEIC ACIDS
RESEARCH
Flanders, D. J., Weng, S. A., Petel, F. X., Cherry, J. M.
1998; 26 (1): 80-84

• SGD: Saccharomyces Genome Database NUCLEIC ACIDS RESEARCH
Cherry, J. M., Adler, C., Ball, C., Chervitz, S. A., Dwight, S. S., Hester, E. T., Jia, Y. K., Juvik, G., Roe, T., Schroeder, M., Weng, S. A., Botstein, D.
1998; 26 (1): 73-79
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• Genetics - Yeast as a model organism SCIENCE
Botstein, D., Chervitz, S. A., Cherry, J. M.
1997; 277 (5330): 1259-1260

• Arabidopsis genomic information from AtDB.
Cherry, J. M., Flanders, D. J., Petel, F. X., Weng, S.
AMER SOC PLANT BIOLOGISTS.1997: 11003–

• The nucleotide sequence of Saccharomyces cerevisiae chromosome XVI NATURE
Bussey, H., Storms, R. K., Ahmed, A., Albermann, K., Allen, E., Ansorge, W., Araujo, R., Aparicio, A., Barrell, B., Badcock, K., Benes, V., Botstein, D.,
Bowman, et al
1997; 387 (6632): 103-105

• The nucleotide sequence of Saccharomyces cerevisiae chromosome IV NATURE
Jacq, C., ALTMORBE, J., Andre, B., Arnold, W., Bahr, A., Ballesta, J. P., Bargues, M., Baron, L., Becker, A., Biteau, N., Blocker, H., Blugeon, C.,
Boskovic, et al
1997; 387 (6632): 75-78

• The nucleotide sequence of Saccharomyces cerevisiae chromosome V NATURE
Dietrich, F. S., Mulligan, J., Hennessy, K., Yelton, M. A., Allen, E., Araujo, R., Aviles, E., Berno, A., Brennan, T., Carpenter, J., Chen, E., Cherry, J. M.,
Chung, et al
1997; 387 (6632): 78-81

• Genetic and physical maps of Saccharomyces cerevisiae NATURE
Cherry, J. M., Ball, C., Weng, S., Juvik, G., Schmidt, R., Adler, C., Dunn, B., Dwight, S., Riles, L., Mortimer, R. K., Botstein, D.
1997; 387 (6632): 67-73

• Molecular linguistics: Extracting information from gene and protein sequences PROCEEDINGS OF THE NATIONAL ACADEMY OF
SCIENCES OF THE UNITED STATES OF AMERICA
Botstein, D., Cherry, J. M.
1997; 94 (11): 5506-5507

• Genetic nomenclature guide. Saccharomyces cerevisiae. Trends in genetics : TIG
Cherry, J. M.
1995: 11-12

• AN INTEGRATED GENETIC RFLP MAP OF THE ARABIDOPSIS-THALIANA GENOME PLANT JOURNAL
HAUGE, B. M., HANLEY, S. M., Cartinhour, S., Cherry, J. M., Goodman, H. M., Koornneef, M., Stam, P., Chang, C., Kempin, S., Medrano, L.,
Meyerowitz, E. M.
1993; 3 (5): 745-754

• DETECTION OF HERPES-SIMPLEX VIRUS THYMIDINE KINASE AND LATENCY-ASSOCIATED TRANSCRIPT GENE-SEQUENCES IN HUMAN
HERPETIC CORNEAS BY POLYMERASE CHAIN-REACTION AMPLIFICATION INVESTIGATIVE OPHTHALMOLOGY & VISUAL SCIENCE
RONG, B. L., PAVANLANGSTON, D., Weng, Q. P., Martinez, R., Cherry, J. M., Dunkel, E. C.
1991; 32 (6): 1808-1815

• CODON USAGE TABLE FOR XENOPUS-LAEVIS METHODS IN CELL BIOLOGY
Cherry, J. M.
1991; 36: 675-677

• SACCHAROMYCES-CEREVISIAE HOMOSERINE KINASE IS HOMOLOGOUS TO PROKARYOTIC HOMOSERINE KINASES GENE
Schultes, N. P., Ellington, A. D., Cherry, J. M., Szostak, J. W.
1990; 96 (2): 177-180

• MUTATIONAL ANALYSIS OF CONSERVED NUCLEOTIDES IN A SELF-SPLICING GROUP-I INTRON JOURNAL OF MOLECULAR BIOLOGY
COUTURE, S., Ellington, A. D., Gerber, A. S., Cherry, J. M., Doudna, J. A., Green, R., Hanna, M., Pace, U., Rajagopal, J., Szostak, J. W.
1990; 215 (3): 345-358

• GENETIC DISSECTION OF AN RNA ENZYME COLD SPRING HARBOR SYMPOSIA ON QUANTITATIVE BIOLOGY
Doudna, J. A., Gerber, A. S., Cherry, J. M., Szostak, J. W.
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• THE INTERNALLY LOCATED TELOMERIC SEQUENCES IN THE GERM-LINE CHROMOSOMES OF TETRAHYMENA ARE AT THE ENDS OF
TRANSPOSON-LIKE ELEMENTS CELL
Cherry, J. M., Blackburn, E. H.
1985; 43 (3): 747-758

• DNA termini in ciliate macronuclei. Cold Spring Harbor symposia on quantitative biology
Blackburn, E. H., Budarf, M. L., Challoner, P. B., Cherry, J. M., Howard, E. A., Katzen, A. L., Pan, W. C., Ryan, T.
1983; 47: 1195-1207

• DNA TERMINI IN CILIATE MACRONUCLEI COLD SPRING HARBOR SYMPOSIA ON QUANTITATIVE BIOLOGY
Blackburn, E. H., Budarf, M. L., Challoner, P. B., Cherry, J. M., Howard, E. A., Katzen, A. L., Pan, W. C., Ryan, T.
1982; 47: 1195-1207

• EVIDENCE FOR A PLASMA-MEMBRANE REDOX SYSTEM ON INTACT ASCITES TUMOR-CELLS WITH DIFFERENT METASTATIC
CAPACITY BIOCHIMICA ET BIOPHYSICA ACTA
Cherry, J. M., MACKELLAR, W., Morre, D. J., CRANE, F. L., Jacobsen, L. B., SCHIRRMACHER, V.
1981; 634 (1): 11-18

• ABSENCE OF GANGLIOSIDES IN A HIGHER PLANT EXPERIENTIA
Cherry, J. M., Buckhout, T. J., Morre, D. J.
1978; 34 (11): 1433-1434
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