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Curriculum Vitae

Christine Elsik
Department of Biology

406 Reiss Science Building

37th & O Streets, NW

Georgetown University

Washington, DC 20057, USA

Phone: 1-202-687-4485

Fax: 1-202-687-5662

email: ce75@georgetown.edu

faculty web page: http://explore.georgetown.edu/people/ce75/?PageTemplateID=195 
lab web page: http://genomes.arc.georgetown.edu/elsiklab/

EDUCATION

2000
Ph.D.
(Genetics) Texas A&M University, College Station, TX

1992
M.S.
(Forestry) Texas A&M University, College Station, TX

1986
B.S.
(Biochemistry) Virginia Polytechnic Institute, Blacksburg, VA

PROFESSIONAL EXPERIENCE

· Associate Professor (secondary appointment) Computer Science, Georgetown University, Washington, DC, January 2011 – present.

· Associate Professor (primary appointment), Biology, Georgetown University, Washington, DC, August 2010 – present.

· Assistant Professor, Biology, Georgetown University, Washington, DC, August 2007 – July 2010.

· Assistant Professor, Animal Science, Texas A&M University, College Station, TX, 2002-July 2007.

· Postdoc, Biochem. & Molecular Genetics, University of Virginia, Charlottesville, VA, 2000-2002.

· Postdoctoral Researcher, Department of Animal Science, TAMU, College Station, TX, 2000.

· Research Assistant, Depts. of Forest Science and Animal Science, TAMU, 1992-2000.

SELECTED HONORS AND PROFESSIONAL ACTIVITIES
· Invited Speaker, Beijing Genomics Institute International Social Insects Genomics Conference, Shenzhen, China, June 29 – July 2, 2011.

· Invited Participant, USDA-NIFA Animal Genome and Bioinformatics Meeting, Washington, DC, September 9-10, 2010.

· Scientific Advisory Board for the GenomeCanada project to sequence the spider mite genome. 2010-present.

· Invited Speaker, Heliconius Genome Meeting, St. Johns College, Cambridge, UK, March 25-26, 2010.

· Swiss National Science Foundation, Computational Biology Panel, June 29, 2010.

· Reviewer for U.S.-Israel Binational Science Foundation, February, 2010.

· Invited Participant, EC-US Bioinformatics Workshop, Cambridge, UK, November 4-6, 2009.

· Invited Speaker, Asian Pacific Congress of Entomology, Beijing, China, October 18-22, 2009.

· Invited Participant, Gene Nomenclature Across Species Meeting, Hinxton, UK, October 12-13, 2009

· Organizer of Bovine Genome Consortium Meeting, Cold Spring Harbor Laboratory, May 9-11, 2009

· GenomeCanada Grant Panel, Applied Genomics Research in Bioproducts and Crops, January 2009

· Invited Speaker, Workshop on Integration of Genomic Information Related to Crop Diseases and Pests, European Bioinformatics Institute, Hinxton, UK, October 20-21, 2008

· Invited Symposium Speaker and Annotation Tutorial Lecturer, Arthropod Genomics Symposium, Kansas City, MO, June 2007.

· Invited participant, Workshop on International Collaborations in Cyber Infrastructure Enabled Genomics, Universidad Peruana Cayetano Heredia, Lima Peru, January 2008  
· GenomeCanada Grant Panel, Technology Development, November 2007

· USDA CSREES/NIFA Animal Genome Review Panel, 2007, 2010.

· Genome Canada Technology Development Panel, November 2007

· Editorial Board, Insect Molecular Biology, August 2007 - present

· Organizer of Honey Bee Genomics & Biology Workshop, Cold Spring Harbor Laboratory, May 6-8, 2007

· Organizer of Bovine Genome Annotation Workshop, Plant & Animal Genome Conference, San Diego, CA, January 15, 2007.

· NIH Study Sections, GGG-J (Genes, Genomes, and Genetics Special Emphasis) and F08, 2005-present

· Ad Hoc Reviewer – Genome Research, Bioinformatics, BMC Genomics, BMC Bioinformatics, Trends in Genetics, Animal Genetics
· Invited Lecture, “Identifying Protein Interdomain Linkers using Hidden Markov Models,” Workshop on the Definition of Protein Domains and Their Likelihood of Crystallization, University of Vienna, Vienna, Austria, June 28-30, 2006

RESEARCH SUPPORT WHILE AT GEORGETOWN

· USDA NIFA, subcontract with USDA ARS Bee Research Lab, “Genome characterization of the mite varroa destructor”, Jay D. Evans (Lead PI), C. Elsik (Subcontract PI), Georgetown amount: 124,067.00, 5/2/2011-11/1/2013.
· USDA NIFA 2010-65205-20407, “Mining Hymenoptera Genomes for Functional Sequences”, C. Elsik (Sole PI), $704,000, 1/15/2010-1/14/2013.

· NIH 2R01GM080203-03, subcontract with Lawrence Berkeley National Laboratory, University of California “Novel Web based Tools for Collaborative Community-Driven Genome Feature Annotation”, Suzanna Lewis (Lead PI), C. Elsik (Subcontract PI), Georgetown amount: $304,126, 5/10/2010 – 6/30/2014. 

· USDA NIFA 2010-65205-20407, “The Next Generation Bovine Genome Database”, C. Elsik (Lead PI), Co-Principal Investigator: David Adelson (University of Adelaide, Australia), $999,492, 1/15/2010-1/14/2014.

· NIH 1R21AI081041A, “Massively parallel sequencing of the diapause transcriptome in Aedes albopictus”, Peter Armbruster (PI), Co-Principal Investigators: C. Elsik, D. Denlinger, $432,889. 7/1/2009-6/30/2011.

· NIH R24RR014214, Subcontract with Texas A&M Research Foundation, “Analyzing the Opossum Transcriptome”, Paul Samollow (Lead PI), C. Elsik (Subcontract PI), Georgetown amount: $106,197, 7/1/2009 – 6/31/2010.

· USDA NRI 2008-35302-18804, “Genome Informatics for Agriculturally Important Hymenoptera Species and their Pathogens”, C. Elsik (Sole PI). $410,158. 1/15/2008-1/14/2010.
· USDA NRI 2007-35616-17882, “Bovine Genome Database: A Community Informatics Resource”, C. Elsik (Lead PI), Co-principal Investigators: Scott Fahrenkrug (University of Minnesota), Brian Dalrymple (CSIRO Livestock Industries, Australia), $999,595, 1/15/2007 – 1/14/2010. ($962,396 was transferred from TAMU to Georgetown on 7/1/2007).

TEACHING

· Georgetown University:

· Graduate course: Biol-511, Bioinformatics Programming, 3 credit

· Undergraduate course: Biol-379, Genomics and Bioinformatics, 3 credit

· Texas A&M University:

· Graduate course: Databases and Programming for Biologists, 3 credit

· Guest Lecturer in: Special Topics in Applied Animal Genomics, Analysis of Complex Genomes, Quantitative Genetics I, Genomics of Immunity

PUBLICATIONS (2008 to present)
Smith, C.D., Zimin, A., Holt, C., Abouheif, E., Benton, R., Cash, E.,  Crosete, V., Currie, C.R., Elhaik, E., Elsik, C.G., Fave, M.J., Fernandes, V., Gadau, J., Gibson, J.D., Graur, D., Grubbs, K.J., Hagen, D.E., Helmkampf, M., Holley, J.A., Hu, H., Viniegra, A.S., Johnson, B.R., Johnson, R.M., Khila, A., Kim, J.W., Laird, J., Mathis, K.A., Moeller, J.A., Muñoz-Torres, M.C., Murphy, M.C., Nakamura, R., Nigam, S., Overson, R.P., Placek, J.E., Rajakumar, R., Reese, J.T., Robertson, H.M., Smith, C.R., Suarez, A.V., Suen, G., Suhr, E.L., Tao, S., Torres, C.W., van Wilgenburg, E., Viljakainen, L., Walden, K.K., Wild, A.L., Yandell, M., Yorke, J.A. and Tsutsui, N.D. 2011. Draft genome of the globally widespread and invasive Argentine ant (Linepithema humile). Proceedings of the National Academy of Sciences USA 108:5673-5678.

Smith, C.R., Smith, C.D., Robertson, H.M., Helmkampf, M., Zimin, A., Yandell, M., Holt, C., Hu, H., Abouheif, E., Benton, R., Cash, E., Croset, V., Currie, C.R., Elhaik, E., Elsik, C.G., Favé, M.J., Fernandes, V., Gibson, J.D., Graur, D., Gronenberg, W., Grubbs, K.J., Hagen, D.E., Viniegra, A.S., Johnson, B.R., Johnson, R.M., Khila, A., Kim, J.W., Mathis, K.A., Munoz-Torres, M.C., Murphy, M.C., Mustard, J.A., Nakamura, R., Niehuis, O., Nigam, S., Overson, R.P., Placek, J.E., Rajakumar, R., Reese, J.T., Suen, G., Tao, S., Torres, C.W., Tsutsui, N.D., Viljakainen, L., Wolschin, F. and Gadau, J. 2011. A draft genome of the red harvester ant, Pogonomyrmex barbatus: a model for reproductive division of labor and social complexity. Proceedings of the National Academy of Sciences USA 108:5667-5672.

Suen, G., Teiling, C., Li, L., Holt, C., Abouheif, E., Bornberg-Bauer, E., Bouffard, P., Caldera, E.J., Cash, E., Cavanaugh, A., Denas, O., Elhaik, E., Favé, M.J., Gadau, J., Gibson, J.D., Graur, D., Grubbs, K.J., Hagen, D.E., Harkins, T.T., Helmkamp, M., Hu, H., Johnson, B.R., Kim, J., Marsh, S.E., Moeller, J.A., Muñoz-Torres, M.C., Murphy, M.C., Naughton, M.C., Nigam, S., Overson, R., Rajakumar, R., Reese, J.T., Scott, J.J., Smith, C.R., Tao, S., Tsutsui, N.D., Viljakainen, L., Wissler, L., Yandell, M.D., Zimmer, F., Taylor, J., Slater, S.C., Clifton, S.W., Warren, W.C., Elsik, C.G., Smith, C.D., Weinstock, G.M., Gerardo, N.M. and Currie, C.R. 2011. The Genome Sequence of the Leaf-cutter Ant Atta cephalotes Reveals Insights into its Obligate Symbiotic Lifestyle. Plos Genetics 7: e1002007.

Childers, C.P., Reese, J.T., Sundaram, J.P., Vile, D.C., Dickens, C.M., Childs, K.L., Salih, H., Bennett, A.K., Hagen, D.E., Adelson, D.L. and Elsik, C.G. 2011. Bovine Genome Database: Integrated Tools for Genome Annotation and Discovery. Nucleic Acids Research 39:D830-D834.

Munoz-Torres, M.C., Reese, J.T., Childers, C.P., Bennett, A.K., Sundaram, J.P., Childs, K.L., Anzola, J.M., Milshina, N.V. and Elsik, C.G. 2011. Hymenoptera Genome Database: integrated community resources for insect species of the order Hymenoptera. Nucleic Acids Research 39:D658-D662.

Reese, J.T, Childers, C.P., Sundaram, J.P., Dickens, C.M., Childs, K.L., Vile, D.C. and Elsik, C.G. 2010. Bovine Genome Database: Supporting Community Annotation and Analysis of the Bos taurus Genome. BMC Genomics 11:645.

Garbe, J.R., Elsik, C.G., Antoniou, E., Reecy, J,M., Clark, K.J., Venkatraman, A., Kim, J.W., Schnabel, R.D., Dickens, C.M., Wolfinger, R.D. Fahrenkrug, S.C. and Taylor, J.F. 2010. Development and Application of Bovine and Porcine Oligonucleotide Arrays with Protein Based Annotation. Journal of Biomedicine and Biotechnology 2010:453638.

Cornman, R.S., Schatz, M.C., Johnston, J.S., Chen, Y. P., Pettis, J., Hunt, G., Bourgeois, L., Elsik, C.G., Anderson, D., Grozinger, C.M. and Evans, J.D. 2010. Genomic survey of the ectoparasitic mite Varroa destructor, a major pest of the honey bee Apis mellifera. BMC Genomics 11:602. 

Elsik, C.G. 2010. The pea aphid genome sequence brings theories of insect defense into question. Genome Biology 11: 106. (Invited review, not peer-reviewed)

Kirkness, E.F., Haas, B.J., Sun, W., Braig, H.R., Perotti, M.A., Clark, J.M., Lee, S.H., Robertson, H.M., Kennedy, R.C., Elhaik, E., Gerlach, D., Kriventseva, E.V., Elsik, C.G., Graur, D., Hill. C.A., Veenstra, J.A., Walenz, B., Tubío, J.M., Ribeiro, J.M., Rozas, J., Johnston, J.S., Reese, J.T., Popadic, A., Tojo, M., Raoult, D., Reed, D.L., Tomoyasu, Y., Kraus, E., Mittapalli, O., Margam, V.M., Li, H.M., Meyer, J.M., Johnson, R.M., Romero-Severson, J., Vanzee, J.P., Alvarez-Ponce, D., Vieira, F.G., Aguadé, M., Guirao-Rico, S., Anzola, J.M., Yoon, K.S., Strycharz, J.P., Unger, M.F., Christley, S., Lobo, N.F., Seufferheld, M.J., Wang, N., Dasch, G.A., Struchiner, C.J., Madey, G., Hannick, L.I., Bidwell, S., Joardar, V., Caler, E., Shao, R., Barker, S.C., Cameron, S., Bruggner, R.V., Regier, A., Johnson, J., Viswanathan, L., Utterback, TR., Sutton, G.G., Lawson D,, Waterhouse, R.M., Venter, J.C., Strausberg, R.L., Berenbaum, M.R., Collins, F.H., Zdobnov, E.M. and Pittendrigh, B.R.  2010. Genome sequences of the human body louse and its primary endosymbiont provide insights into the permanent parasitic lifestyle. Proceedings of the National Academy of Science USA 107: 12168-12173.

Werren, J.H., Richards, S., Desjardins, C.A., Niehuis, O., Gadau, J., Colbourne, J.K., Beukeboom, L.W., Desplan, C., Elsik, C.G., et al. 2010. Functional and evolutionary insights from the genomes of three parasitoid Nasonia species. Science 327: 343-348.

Elsik, C. G., Tellam, R.L., Worley, K.C. et al.. 2009. The Genome Sequence of Taurine Cattle: A window to ruminant biology and evolution. Science 24:522-528.
Satterfield, M.C., Song, G., Kochan, K.J., Riggs, P.K., Simmons, R.M., Elsik, C.G., Adelson, D.L., Bazer, F.W., Zhou, H. and Spencer, T.E. 2009. Discovery of candidate genes and pathways in the endometrium regulating ovine blastocyst growth and conceptus elongation. Physiological Genomics 39:85-99.

Tellam, R.L., Lemay, D.G., Van Tassell, C.P., Lewin, H.A., Worley, K.C. and Elsik, C.G. 2009. Unlocking the bovine genome. BMC Genomics 10:193.

Bae, K., Mallick, B.K. and Elsik, C.G. 2008. Prediction of protein inter-domain linker regions by a non-stationary hidden Markov model. Journal of the American Statistical Society 103:1085-1099.
Golovan, S.P., Hakimov, H.A., Verschoor, C.P., Walters, S., Gadish, M., Elsik, C., Schenkel, F., Chiu, D.K.Y. and Forsberg, C.W. 2008. Analysis of Sus scrofa liver proteome and identification of proteins differentially expressed between genders, and conventional and genetically enhanced lines. Comparative Biochemistry and Physiology, Part D 3:234-242.

Tribolium Genome Sequencing Consortium. 2008. The genome of the model beetle and pest Tribolium castaneum. Nature 452:949-955.
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