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2. Suzuki K, Hatzikotoulas K, Southam L, Yin X, Lorenz K, Mandla R, Taylor H, Huerta A, Rayner N, DIAMANTE Consortium, VA Million Veterans’ Program, Meigs J, McCarthy M, Mahajan A, Spracklen CN, Boehnke M, Vujkovic M, Rotter J, Voight B, Zeggini E, Morris A, Mercader J, T2DGGI. Multi-ancestry genome-wide association study reveals distinct biological pathways and cell types driving type 2 diabetes risk with heterogeneous effects across diverse populations. American Diabetes Association Annual Meeting, San Diego, CA, June 2023.

3. Mandla R, Lorenz K, Yin X, Southam L, Suzuki K, Hatzikotoulas K, Taylor H, Huerta A, Rayner N, DIAMANTE Consortium, VA Million Veterans’ Program, Meigs J, McCarthy M, Mahajan A, Spracklen CN, Boehnke M, Vujkovic M, Rotter J, Voight B, Zeggini E, Morris A, Mercader J, T2DGGI. Identification of 489 type 2 diabetes shared and tissue specific effector genes by integrating eQTL data with a multi-ancestry GWAS of 2.5 million individuals. CHARGE Consortium Annual Meeting, Boston, MA, May 2023.

4. Bhuiyan RMTr, Kursawe R, Spracklen CN, Ucar D, Stitzel ML. Integrated ca/eQTL analyses uncover diabetes GWAS variants modulating human islet proinflammatory cytokine responses. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022. 

5. Sarsani VTr, Brotman S, Spracklen CN. Multi-ancestry meta-analysis, fine-mapping, and target gene prioritization to characterize the genetic architecture of adiponectin. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022.

6. Hatzikotoulas K, Southam L, Suzuki K, Yin X, Spracklen CN, Rayner NW, DIAMANTE Consortium, Million Veterans’ Program, Vujkovic M, Mahajan A, Rotter JI, Voight BF, Zeggini E, Morris AP. Multi-ancestry genome-wide association study in >2.5 million individuals reveals distinct biological pathways driving type 2 diabetes susceptibility with heterogeneous effects across diverse population groups. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022. 

7. Tai ES, Spracklen CN, Horikoshi M, Kim YJ, Sim X, on behalf of the AGEN and DIAMANTE consortia. Ethnically determined diabetes variants (Asian Diabetes). Keystone Symposium, March 2019. 

8. Spracklen CN, Horikoshi M, Kim YJ, Iyengar A, Lim VJY, AGEN consortium, DIAMANTE consortium, Mohlke KL, Sim X. Genetic architecture of type 2 diabetes in non-European populations: genome-wide meta-analysis in 283,422 East Asians identifies 32 new loci associated with type 2 diabetes. Quantitative Genetics and Genomics Gordon Research Seminar, Lucca, Italy, February 2019. [Travel award winner]

9. Spracklen CN, Sim X, Kim YJ, Horikoshi M, on behalf of the AGEN and DIAMANTE consortia. Meta-analysis in 283,579 East Asians identifies 28 new loci associated with type 2 diabetes. American Society for Human Genetics Annual Meeting, San Diego, CA, October 2018. [ASHG Charles J. Epstein Trainee Award for Excellence in Human Genetics Award, Finalist]

10. Spracklen CN, Jackson AU, Stringham HM, Wu Y, Civelek M, Fuchsburger C, Locke AE, Welch R, Chines PS, Narisu N, Lusis AJ, Kuusisto JK, Collins FS, Boehnke M, Laakso M, Mohlke KL. Fine-mapping GWAS loci containing extensive allelic heterogeneity reveals complex patterns of association. American Society for Human Genetics Annual Meeting, Baltimore, MD, 2015.

11. Spracklen CN, Harland KK, Stegmann BJ, Saftlas AF. Cervical surgery for cervical intraepithelial neoplasia and prolonged time to conception of a live birth: a case-control study. Society for Epidemiological Research Annual Meeting, Boston, MA, 2013.

Poster presentations

1. Zhao CTr, Spracklen CN. Genome-wide association study of lipids in the China Health and Nutrition Survey. American Society for Human Genetics Annual Meeting, Washington DC, Nov 2023 (Upcoming).

2. Walters RG, Siderenko J, Lin K, Pozarickij A, Young K, Berndt S, Lu Y, Vedantam S, Yengo L, Spracklen CN, on behalf of the GIANT Consortium. Comparative analysis of fine-mapping methods at loci with multiple association signals. American Society for Human Genetics Annual Meeting, Washington DC, Nov 2023 (Upcoming).

3. Mandla R, Lorenz K, Yin X, Bocher O, Southam L, Suzuki K, Hatzikotoulas K, Taylor H, Huerta A, Arrua AL, Rayner N, DIAMANTE Consortium, VA Million Veterans’ Program, Meigs J, McCarthy M, Mahajan A, Spracklen CN, Boehnke M, Vujkovic M, Rotter J, Voight B, Zeggini E, Morris A, Mercader J, T2DGGI. Integrative analysis of multi-ancestry GWAS of 2.5 million individuals with multiple omics and quantitative trait datasets identifies effector transcripts, proteins, and metabolites for 528 type 2 diabetes loci. American Society for Human Genetics Annual Meeting, Washington DC, Nov 2023 (Upcoming).

4. Zhao CTr, Spracklen CN. Genome-wide association study of lipids in the China Health and Nutrition Survey. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 14, 2023.

5. Rahalkar NTr, Holman-Vittone ATr, Gagnon ATr, D’Agata A, Saquib N, Schnatz PF, Sullivan M, Wallace R, Spracklen CN. Preterm birth, maternal birthweight, and subsequent risk for depression. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 14, 2023.

6. Wacks RTr, Fieldman STr, Spracklen CN. Early age of menarche increases a woman’s risk for adverse pregnancy and reproductive outcomes in the Women’s Health Initiative. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 14, 2023.

7. Daniele CPTr, Ryckman KK, Spracklen CN. Association of maternal birthweight and preterm birth with subsequent risk for hypertension in women from the Women’s Health Initiative. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 14, 2023.

8. Suzuki K, Southam L, Hatzikotoulas K, Yin X, Spracklen CN, Rayner NW, DIAMANTE Consortium, Million Veterans’ Program, Vujkovic M, Mahajan A, Rotter JI, Voight BF, Zeggini E, Morris AP. Integrative analysis of large-scale multi-ancestry genome-wide association study and single-cell omics data provides high-resolution insight of cell-types in the pathogenesis of type 2 diabetes. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022. 

9. Bhuiyan RMTr, Kursawe R, Spracklen CN, Ucar D, Stitzel ML. Integrated ca/eQTL analyses uncover diabetes GWAS variants modulating human islet proinflammatory cytokine responses. MD PhD National Student Conference, Copper Mountain, CO, July 2022.

10. Daniele CPTr, Smoller SW, Spracklen CN. Associations between maternal birthweight and preterm birth and subsequent reproductive and pregnancy outcomes. Massachusetts Undergraduate Research Conference, April 22, 2022.

11. Holman-Vittone ATr, LeBlanc ES, Liu S, Nassir R, Saquib N, Schnatz PF, Shadyab AH, Sinkey R, Wactawski-Wende J, Wild RA, Chasan-Taber L, Spracklen CN. Preterm birth and subsequent risk of type 2 diabetes among postmenopausal women in the Women’s Health Initiative. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 6, 2022.

12. Fields CTr and Spracklen CN. The effect of the microbiome on rheumatoid arthritis risk: literature review and steps for the future. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 6, 2022.

13. Daniele CPTr, Smoller SW, Spracklen CN. Associations between maternal birthweight and preterm birth and subsequent reproductive and pregnancy outcomes. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, April 6, 2022.

14. Spracklen CN, on behalf of the Meta-Analysis of Glucose and Insulin-related traits Consortium (MAGIC) Investigators. Trans-ancestral genomic architecture of glycemic traits. CHARGE Consortium Annual Meeting, Virtual, May 2021.

15. Salo NTr and Spracklen CN. An analysis of the relationship between maternal depression and preterm birth risk among racial and ethnic groups. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, Virtual, April 2021.

16. Monahan BTr, Farland LV, Shadyab AH, Manson JE, Spracklen CN. Birthweight and subsequent risk of autoimmune and thyroid conditions. University of Massachusetts Amherst School of Public Health and Health Sciences Research Day, Virtual, April 2021.

17. Spracklen CN, Horikoshi M, Kim YJ, Lin K, on behalf of the AGEN and DIAMANTE constorita. Meta-analysis in 433,530 East Asians identifies 49 new loci associated with type 2 diabetes. American Society for Human Genetics Annual Meeting, Houston, TX, October 2019. [Reviewer’s Choice Abstract]. 

18. Wittemans LBL, Lu Y, Yaghootkar H, Preuss MH, Erzurumluoglu AM, Hemerich D, Ji Y, Karaderi T, Schurmann C, Spracklen CN, Huang LO, Day FR, Zilikens MC, Frayling T, Kutalik Z, Kilpelainen TO, Langenberg C, Mohlke KL, Lindgren CM, Loos RJF, on the Genetics of Body Composition Consortium. Integration of body fat and lean mass loci reveals genetic clusters with distinct cardiometabolic effects. American Society for Human Genetics Annual Meeting, Houston, TX, October 2019.

19. Spracklen CN, Horikoshi M, Kim YJ, Iyengar A, Lim VJY, AGEN consortium, DIAMANTE consortium, Mohlke KL, Sim X. Genetic architecture of type 2 diabetes in non-European populations: genome-wide meta-analysis in 283,422 East Asians identifies 32 new loci associated with type 2 diabetes. Quantitative Genetics and Genomics Gordon Research Conference, Lucca, Italy, February 2019.

20. Spracklen CN, Jackson AU, Iyengar A, Vadlamudi S, Stringham HM, Raulerson CK, Cannon ME, Currin K, Wu Y, Fuchsburger C, Welch R, Chines PS, Narisu N, Kuusisto JK, Pajukanta P, Collins FS, Boehnke M, Laakso M, Mohlke KL. Fine-mapping and characterization of adiponectin GWAS loci harboring extensive allelic heterogeneity. American Heart Association Epi/Lifestyle Annual Meeting, New Orleans, LA, March 2018 [Moderated Poster Session].

21. Spracklen CN, Jackson AU, Iyengar A, Vadlamudi S, Stringham HM, Wu Y, Cannon ME, Civelek M, Currin K, Fuchsburger C, Locke AE, Welch R, Chines PS, Narisu N, Lusis AJ, Kuusisto JK, Collins FS, Boehnke M, Laakso M, Mohlke KL. Fine-mapping and characterization of GWAS loci harboring extensive allelic heterogeneity. American Society for Human Genetics Annual Meeting, Orlando, FL, October 2017 [Reviewer’s Choice Abstract].

22. Sim X, Horikoshi M, Spracklen CN, Kim YJ, AGEN DIAMANTE Consortium. Meta-analysis in 93,701 East Asians identifies new loci associated with type 2 diabetes. American Society for Human Genetics Annual Meeting, Orlando, FL, October 2017. [Reviewer’s Choice Abstract]

23. Spracklen CN, Sim X, Chen P, Kim YJ, Wang X, Cai H, Li S, Long J, Wu Y, Wang YX, Takeuchi F, Wu JY, Jung KJ, Akiyama K, Zhang Y, Hou X, Hiu C, Moon S, Johnson TA, Li H, Dorajoo R, He M, Mohlke KL, AGEN Consortium. Association analyses of up to 72,043 East Asian individuals and trans-ancestry analyses with up to 186,265 European individuals reveal new loci associated with cholesterol and triglyceride levels. American Society for Human Genetics Annual Meeting, Vancouver, BC, October 2016.

24. Spracklen CN, Ryckman KK, Harland KK, Saftlas AF. Effects of smoking and preeclampsia on birth weight for gestational age. Society for Pediatric and Perinatal Epidemiologic Research Annual Meeting, Seattle, WA, June 2014.

25. Spracklen CN, Sealy-Jefferson S, Wallace RB, Robinson JG, Freudenheim JL, Wellons MF, Saftlas AF, Snetselaar LG, Manson JE, Hou L, Qi L, Chlebowski RT, Ryckman KK. Birth weight and subsequent risk of cancer in postmenopausal women. University of Iowa Holden Comprehensive Cancer Center Scientific Retreat, Coralville, IA, June 2014.

26. Spracklen CN, Sealy-Jefferson S, Wallace RB, Robinson JG, Freudenheim JL, Wellons MF, Saftlas AF, Snetselaar LG, Manson JE, Hou L, Qi L, Chlebowski RT, Ryckman KK. Birth weight and subsequent risk of cancer. University of Iowa Epidemiology Departmental Poster Session, Iowa City, IA, May 2014.
     
27. Spracklen CN, Sealy-Jefferson S, Wallace RB, Robinson JG, Freudenheim JL, Wellons MF, Saftlas AF, Snetselaar LG, Manson JE, Hou L, Qi L, Chlebowski RT, Ryckman KK. Birth weight and subsequent risk of cancer. Pediatric Academic Societies Annual Research Meeting, Vancouver, BC, May 2014.

28. Spracklen CN, Ryckman KK, Wallace RB, Garcia L, Tylavsky FA, Howard BV, Liu S, Song Y, Rillamas-Sun E, LeBlanc ES, White MV, Parikh NI, Robinson JG. Birth weight and the risk of type 2 diabetes mellitus in postmenopausal women. University of Iowa Health Sciences Research Week, Iowa City, IA, April 2014.

29. Spracklen CN, Ryckman KK, Wallace RB, Garcia L, Tylavsky FA, Howard BV, Liu S, Song Y, Rillamas-Sun E, LeBlanc ES, White MV, Parikh NI, , Robinson JG. Birth weight and the risk of type 2 diabetes mellitus in postmenopausal women. University of Iowa International Cardiovascular Research Center Symposium, Iowa City, IA, October 2013.

30. Spracklen CN, Gryzlak BM, Rubenstein LM, Chrischilles EA.  Computer and Health IT Use Among Older Iowa Adults. University of Iowa Epidemiology Departmental Poster Session, May 2011.

Oral and poster presentations (banner authorship from ongoing consortia work)

1. Josyula NS, Chittoor G, Graff M, Wilson W, Wang Z, Lin M, Chin HH, Linchangco G, Justice AE, on behalf of the GIANT Waist Traits Working Group. Phenome-wide association study of polygenic risk for central adiposity. International Genetic Epidemiology Society Annual Meeting, Nashville, TN November 2023 (Upcoming).

2. Wilson EP, Kim D, Diez-Obrero V, Vedantam S, Bartell E, Pozarickij A, Fairhurst-Hunter Z, Marouli E, Young KL, Graff M, Arias JD, Chittoor G, Berndt SI, Winkler TW, Lingren CM, Loos R, North K, Walters RG, Mohlke KL, Justice AE, on behalf of the GIANT Consortium. Multi-population GWAS meta-analysis detects potential genes for central obesity. American Society for Human Genetics Annual Meeting, Washington DC, November 2023 (Upcoming). 

3. Zeggini E, Hatzikotoulas K, Southam L, Suzuki K, Yin X, Lorenz KM, DIAMANTE Consortium, Million Veterans’ Program. Multi-ancestry genome-wide association study in 2.5 million individuals reveals distinct biological pathways driving type 2 diabetes susceptibility with heterogeneous effects across diverse population groups. International Congress of Human Genetics Annual Meeting, Cape Town, South Africa February 2023.

4. Suzuki K, Southam L, Hatzikotoulas K, Yin X, Vujkovic M, DIAMANTE Consortium, Million Veterans’ Program. Integrative analysis of genetic and single-cell omics data reveals cell-types in the pathogenesis of type 2 diabetes. International Diabetes Federation Annual Meeting, Lisbon, Portugal, December 2022. 

5. Morris AP, Hatzikotoulas K, Southam L, Suzuki K, Yin X, Vujkovic M, DIAMANTE Consortium, Million Veterans’ Program. Multi-ancestry genome-wide association study reveals distinct biological pathways driving type 2 diabetes susceptibility. International Diabetes Federation Annual Meeting, Lisbon, Portugal, December 2022. 

6. Li X, Li Z, Brody J, Ferrier K, Hirschhorn J, Liu CT Lange L, Lin X, on behalf of the TOPMed Anthropometry-Adiposity Working Group. Whole genome sequencing analyses of 87,652 individuals reveal rare variants in promoter of HMGA1 associated with height. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022. 

7. Wilson EP, Vedantam S, Fairhurst-Hunter A, Marouli E, Arias JD, Chittoor G, Berndt SI, Winkler TW, Young KL, Graff M, Liu CT, Lindgren CM, Mohlke KL, Justice AE, on behalf of the Gentic Investigation of Anthropometric Traits (GIANT) Consortium. GWAS meta-analysis of WHRadjBMI identifies differences across sexes and populations. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022. 

8. Josyula NS, Chittoor G, Graff M, Wilson E, North KE, eMERGE, GIANT consortium, Mohlke KL, Justice AE, on behalf of the GIANT Waist Traits Working Group. Phenome-wide association study of polygenic risk for central adiposity. American Society for Human Genetics Annual Meeting, Los Angeles, CA, October 2022. 

9. Morris AP, Hatzikotoulas K, Southam L, Suzuki K, Yin X, Lorenz KM, DIAMANTE Consortium, VA Million Veteran Program. Multi-ancestry genome-wide association study in >2.5 million individuals reveals distinct biological pathways driving type 2 diabetes susceptibility with heterogeneous effects across diverse population groups. CHARGE Consortium Annual Meeting, Seattle, October 2022. 

10. Li Z, Li X, Zhou H, Brody J, Graff M, Lange L, North K, Lin X, on behalf of the TOPMed Anthropometry-Adiposity Working Group. Whole genome sequence association analysis of body mass index in 45,159 individuals of the TOPMed program. American Society for Human Genetics Annual Meeting, Houston, TX, October 2019.

11. Raffield LM, Vuckovic D, Bao EL, Lareau CA, Jiang T, Chen MH, Akbari P, Mousas A, Reiner A, Johnson AD, Auer P, Lettre G, Sankaran VG, Soranzo N, on behalf of the BCX consortium. Large scale GWAS identifies clinically relevant rare variation for blood cell traits. American Society for Human Genetics Annual Meeting, Houston, TX, October 2019. 

12. Chen J. on behalf of the MAGIC consortium. Leveraging ancestry differences for glycaemic trait locus discovery and fine-mapping. EASD Study Group on the Genetics of Diabetes, May 2019.

13. Vedantam S, Locke AE, Marouli E, Berndt S, Yengo L, Wood AR, Ferreira T, Graham S, on behalf of the GIANT consortium. Large scale meta-analysis of genome-wide association studies for height in multipke ancestries. American Society for Human Genetics Annual Meeting, San Diego, CA, October 2018.

14. Locke AE, Vedantam S, Marouli E, Berndt S, Yengo L, Wood AR, Ferreira T, Graham S, on behalf of the GIANT consortium. Global, multi-ethnic genome-wide association meta-analysis of body mass index. American Society for Human Genetics Annual Meeting, San Diego, CA, October 2018. 

15. Chen J, on behalf of the MAGIC Consortium Investigators. Large trans-ethnic discovery identifies distinct genomic and expression signatures in glycemic traits. American Society for Human Genetics Annual Meeting, San Diego, CA, October 2018.

16. Mahajan A, Kitajima H, Sim X, Ng MCY, Zhang W, Below JE, Payne A, Gaulton KJ, and Morris AP on behalf of the DIAMANTE Consortium. Discovery and fine-mapping of type 2 diabetes susceptibility loci in diverse populations using more than a million individuals. American Diabetes Association Annual Meeting, Orlando, FL, June 2018. 

17. Mahajan A on behalf of the DIAMANTE Consortium. Expandng the spectrum of type 2 diabetes predisposing alleles through genome-wide association study imputed up to Haplotype Reference Consortium reference panel. European Society for Human Genetics Annual Meeting, Milan, Italy, June 2018. 

18. Morris AP on behalf of the DIAMANTE Consortium. Discovery and fine-mapping of type 2 diabetes susceptibility loci in diverse populations. CHARGE Annual Meeting 2018.

19. Marenne G on behalf of the MAGIC Investigators. Trans-ethnic analyses using densely imputed genetic data: novel loci discoveru for glycemic traits. French Conference of Human and Medical Genetics Meeting, Nantes, France, January 2018. 

20. Langenberg C on behalf of the MAGIC Investigators. Trans-ethnic discovery analyses of the genetic architecture of glycaemic control. American Society for Human Genetics Annual Meeting, Orlando, FL, October 2017. [Reviewer’s Choice Abstract]

21. Mahajan A, Kitajima H, Sim X, Ng M, Zhang W, Below JE, Taliun D, Gaulton KJ, Morris AP, DIAMANTE Consortium. Discovery and fine-mapping of type 2 diabetes susceptibility loci across ethnically diverse populations. American Society for Human Genetics Annual Meeting, Orlando, FL, October 2017.

22. Chen J. on behalf of the MAGIC Investigators. Exploring the use of Fuzzy clustering approaches to classify HbA1c associated signals into glycaemic and/or erythrocyte pathways. International Genetic Epidemiology Society Annual Meeting, Cambridge, UK, September 2017.

23. Below, JE on behalf of the DIAMANTE Consortium. Discovery and fine mapping of type 2 diabetes susceptibility loci across diverse populations. International Genetic Epidemiology Society Annual Meeting, Cambridge, UK, September 2017.

24. Morris A, on behalf of the DIAMANTE Consortium. Discovery and fine-mapping of type 2 diabetes susceptibility loci in diverse populations. Genomics of Complex Diseases Annual Meeting, Cambridge, UK, September 2017.

25. Locke AE on behalf of GIANT Consortium. Global GWAS meta-analysis of anthropometric traits in >1 million individuals. Genomics of Complex Diseases Annual Meeting, Cambridge, UK, September 2017.

26. Kitajima H, Mahajan A, Sim X, Ng M, Zhang W, Below JE, Taliun D, Gaulton KJ, Morris AP, DIAMANTE Consortium. Discovery and fine-mapping of type 2 diabetes susceptibility loci across diverse populations. American Diabetes Association Annual Meeting, San Diego, CA, June 2017.

27. Sim X, Horikoshi M, AGEN Consortium. Meta-analysis of 93,838 East Asians identifies new loci associated with type 2 diabetes. American Diabetes Association Annual Meeting, San Diego, CA, June 2017.

RESEARCH GRANTS AND FELLOWSHIPS


Active grants

Jan 2023-Dec 2023        2023 Quantitative Genetics and Genomics Gordon Research Conference and
Role: PI                                            Seminar
R13HG012696 (Cassandra N. Spracklen, PI)
			NIH/NHGRI R13 Scientific Meeting Grant
Project description: The major goal of this proposal is to seek partial support for the Gordon Research Conference and Gordon Research Seminar on Quantitative Genetics and Genomics: Leveraging High-Throughput Phenotyping Techniques to Study Complex Traits to be held in Ventura, California on February 11-17, 2023
			Direct costs: $10,000 (total); $0 (UMass)
			Impact score: 21 (no percentile provided)

July 2022-June 2024     Trans-ethnic genetic architecture of obesity and glycemic traits
Role: PI                             2L30DK126146-02 (Cassandra Spracklen, PI)
                                           NIH/NIDDK Loan Repayment Program (LRP) Renewal
Project description: The major research goals during the LRP period are:1) to use trans-ancestry approaches to identify comprehensive sets of plausible candidate variants at established and novel loci for glycemic traits and obesity. From the list of candidate variants, 2) identify potentially causal metabolic disease variants and elements that exhibit functional regulatory elements.
                                           Direct cost: $38,250 total; $0 (UMass)
                                           Impact score: not provided

Mar 2022-Mar 2024       Dissecting the Roles of Type 2 Diabetes-associated SNPs and Effector Genes in
Role: Co-mentor                       Islet Endoplasmic Reticulum Stress Response
                                            F30DK130582-01A1 (Redwan Bhuiyan, PI, Jackson Labs)
                                            NIH/NIDDK Predoctoral Fellowship for MD/PhD
 Project description: The major goal of this proposal is to identify type 2 diabetes-associated variants that alter pancreatic islet and/or beta-cell stress-responsive cis-regulatory element activity and to assess the effects of the stress responsive effector genes on islet function and resilience.
                                            Direct costs: $169,096 (total); $0 (UMass)
                                            Impact score: 20 (no percentile provided)

Dec 2020-Nov 2024        Genetic Programming on Human Islet Metabolic and Endoplasmic Reticulum (ER)
Role: Co-Inv                               Stress Responses in Diabetes
                                            R01DK118011-01A1 (Michael Stitzel, PI, Jackson Labs)
                                            NIH/NIDDK R01 Research Project Grant
Project description: The major goal of this proposal is to dissect the genetic regulation of human islet metabolic and ER stress responses and to determine how genetic variants associated with type 2 diabetes modulate the responses to contribute to islet dysfunction and type 2 diabetes pathogenesis.
                                            Direct costs: $2,614,367 (total); $232,850 (UMass)
                                            Impact score: 24 (8%)

Nov 2022-Nov 2025      Using the genetic architecture of glycemic traits and obesity to elucidate the
Role: PI                                      mechanisms underlying type 2 diabetes development and predict personal
                                                   T2D risk
                                           11-22-JDFPM-06 (Cassandra N. Spracklen, PI)
			ADA Precision Medicine and Diabetes Jr. Faculty Development Award
Project description: The major research goals of this project are: 1) to use trans-ancestry approaches to identify comprehensive sets of plausible candidate variants at established and novel loci for glycemic traits and obesity. From the list of candidate variants, 2) identify potentially causal metabolic disease variants and elements that exhibit functional regulatory elements, and 3) create and fine-tune polygenic/genetic risk scores for predicting T2D risk.
			Direct costs: $414,000 (total; UMass)
			Impact score: not provided

July 2023-June 2027      Type 2 diabetes risk variant effects on mitochondrial (patho)physiology
Role: Co-Inv                     R01DK136671-01 (Scott Soleimanpour and Michael Stitzel, MPIs)
                                           NIH/NIDDK R01 Research Project Grant
Project description: The major goal of this proposal is to identify type 2 diabetes-associated variants that alter pancreatic islet and/or beta-cell stress-responsive cis-regulatory element activity and to assess the effects of the stress responsive effector genes on islet function and resilience.
                                            Direct costs: $2,99,166 (total); $71,839 (UMass)
                                            Impact score: 21 (5%)

Pending grants

Submitted Feb 2023      Analysis, interpretation, and fine-mapping of genetic and genomic data from
Role: PI                                       single- and multi-ancestry populations
                                           R01HG013324 (Cassandra N. Spracklen, PI)
                                           NIH/NHGRI R01 Research Project Grant
Project description: The major goal of this project is to establish the most feasible and robust analytical pipelines for performing genetic analyses in ancestrally diverse populations through rigorous simulations, benchmarking, and methods optimization.
 Direct costs: $2,297,566 (total); $1,768,903 (UMass)
                                            Impact score: 40 (32%) – Awaiting council decision

Previous funding

July 2020-June 2022      Single- and trans-ethnic genetic architecture of obesity and glycemic traits
Role: PI                             1L30DK126146-01 (Cassandra Spracklen, PI)
                                           NIH/NIDDK Loan Repayment Program (LRP)
Project description: The major research goals during the LRP period are:1) to use single- and trans-ethnic approaches to identify comprehensive sets of plausible candidate variants at established and novel loci for glycemic traits and obesity. From the list of candidate variants, 2) identify potentially causal metabolic disease variants and elements that exhibit functional regulatory elements.
                                           Direct cost: $59,332.58 total; $0 (UMass)
                                           Impact score: not provided

July 2017-June 2019      Single- and trans-ethnic genetic architecture of obesity and glycemic traits
Role: PI                             17POST33650016 (Cassandra N. Spracklen, PI)
                                           American Heart Association Postdoctoral Fellowship
Project description: The major goal of this postdoctoral fellowship is to use trans-ancestry genotype and phenotype data from large consortia to identify and fine-map loci associated with cardiometabolic traits and guide laboratory assays to identify allelic effects on gene expression at prioritized loci.
                                           Direct cost: $106,532 (total; UNC)
                                           Impact score: not provided

July 2015-June 2017      Trans-ancestry Genetic Architecture of Circulating Lipid and C-reactive Protein
Role: PI                                      Levels
                                           15POST24470131 (Cassandra N. Spracklen, PI)
                                           American Heart Association Postdoctoral Fellowship
Project description: The major goal of this postdoctoral fellowship is to use trans-ancestry genotype and phenotype data from large consortia to identify and fine-map loci associated with cardiometabolic traits and guide laboratory assays to identify allelic effects on gene expression at prioritized loci.
                                           Direct cost: $86,000 (total; UNC)
                                           Impact score: not provided

Submitted grant proposals

Submitted June 2022      Characterization of sarcomere variants of unknown significance in health and
Role: Collaborator                    disease
                                            R01HL167727-01 (J. Travis Hinton, Hesham Sadek, Mark Mercola, MPI)
                                            NIH/NHLBI R01 Research Project Grant
 Project description: The major goal of this project is to use a combination of genomics and 3D microtissue models to both functionally interrogate sarcomere variants of unknown significance and study the role of sex-dependent genetic modifiers.
                                            Direct costs: $2,477,238 (total); $42,215 (UMass)
                                            Impact score: Not discussed

Submitted Mar 2022      Analysis, interpretation, and fine-mapping of genetic and genomic data from Role: PI 	single- and trans-ancestry populations
                                            R01HG012879 (Cassandra N. Spracklen, PI)
                                            NIH/NHGRI R01 Supporting Talented Early Career Researchers in Genomics
 Project description: The major goal of this project is to establish the most feasible and robust analytical pipelines for performing genetic analyses in ancestrally diverse populations through rigorous simulations, benchmarking, and methods optimization.                                            
Direct costs: $3,388,704 (total); $2,802,079 (UMass)
                                            Impact score: 37

Submitted Mar 2022      Genetic regulation of islet mitochondrial health and dysfunction in T2D
Role: Co-Inv                     R01DK132534-01A1 (Scott Soleimanpour and Michael Stitzel, MPIs)
                                           NIH/NIDDK R01 Research Project Grant
Project description: The major goal of this proposal is to identify type 2 diabetes-associated variants that alter pancreatic islet and/or beta-cell stress-responsive cis-regulatory element activity and to assess the effects of the stress responsive effector genes on islet function and resilience.
                                            Direct costs: $2,499,428 (total); $42,215 (UMass)
                                            Impact score: 35 (28%)
Submitted Jan 2022       Gene expression in visceral adipose tissues and functional validation of T2D loci
Role: Collaborator          OFIRG21nov-0048 (Xueling Sim, PI, National Univ. of Singapore)
                                           National Medical Research Council Individual Research Grant, Singapore
Project description: The major goal of this project is to generate visceral adipose eQTLs in East Asian individuals to identify target genes for downstream candidate gene regulation in the relevant cell type for T2D pathogenesis.
                                            Direct costs: Singapore Dollars $1,000,000 (total); $0 (UMass)
                                            Impact score: not provided

Submitted Dec 2021       Trans-Ancestry Genetic Architecture of Adiponectin and Its Role in Coronary
Role: PI	                                       Heart Disease
                                           AHA ID: 931672 (Cassandra N. Spracklen, PI)
                                           American Heart Association Career Development Award
Project description: The major goals of this project are: 1) to use single- and trans-ethnic approaches to identify comprehensive sets of plausible candidate variants at established and novel loci for adiponectin. From the list of candidate variants: 2) identify potentially causal metabolic disease variants and elements that exhibit functional regulatory elements, and 3) use genetic risk scores for prediction of CHD and Mendelian randomization to assess for causality between adiponectin and CHD                                            
Direct costs: $231,000 (total; UMass)
                                           Impact score: 32.96%

Submitted Dec 2021       Using the genetic architecture of glycemic traits and obesity to elucidate the Role: PI                                       mechanisms underlying type 2 diabetes development and predict personal
                                                    T2D risk	                                       
                                           ADA ID: 123357 (Cassandra N. Spracklen, PI)
                                           American Diabetes Association Precision Medicine & Diabetes Jr. Faculty Award
Project description: The major research goals of this project are: 1) to use trans-ancestry approaches to identify comprehensive sets of plausible candidate variants at established and novel loci for glycemic traits and obesity. From the list of candidate variants, 2) identify potentially causal metabolic disease variants and elements that exhibit functional regulatory elements, and 3) create and fine-tune polygenic/genetic risk scores for predicting T2D risk.                                         
Direct costs: $414,000 (total; UMass)
                                           Impact score: not provided

Submitted Aug 2021      Genetic mechanisms underlying type 2 diabetes and obesity risk
Role: PI                              Application ID: 4954 (Cassandra Spracklen, PI)
Smith Family Awards Program for Excellence in Biomedical Research
Project description: The major goals of this project are: 1) to use single- and trans-ethnic approaches to identify comprehensive sets of plausible candidate variants at established and novel loci for glycemic traits and obesity. From the list of candidate variants: 2) identify potentially causal metabolic disease variants and elements that exhibit functional regulatory elements, and 3) assess the effects of the stress responsive effector genes on islet function and resilience.
Direct costs: $300,000 (total; UMass)
Impact score: not provided

Submitted June 2021      Genetic regulation of islet mitochondrial health and dysfunction in type 2 
Role: Consultant                       diabetes
R01DK132534-01 (Scott Soleimanpour and Michael Stitzel, co-PIs)
NIH/NIDDK R01 Research Project Grant
Project description: The major goal of this proposal is to identify type 2 diabetes-associated variants that alter pancreatic islet and/or beta-cell stress-responsive cis-regulatory element activity and to assess the effects of the stress responsive effector genes on islet function and resilience.
Direct costs: $2,439,198 (total); $0 (UMass)
Impact score: 30 (21%)

Submitted Mar 2021      Advancing methodologies for genetic association studies in diverse populations Role: Co-applicant                    to unravel the architecture of aging 
PLM23023 (Dr. Karoline Kuchenbaeker, PI)
Wellcome Trust Collaborative Awards in Science 
Project description: The major goal of this project is to develop the most feasible and robust analytical pipelines for performing genetic analyses in ancestrally diverse populations through rigorous simulations and empirical data analysis. Aging-related outcomes are used as model traits.
Direct costs: $3,256,788 (total); $ 622,355 (UMass)
Impact score: not provided

Submitted Dec 2020       Dissecting the roles of type 2 diabetes-associated SNPs and effector genes in islet Role: Co-mentor                    endoplasmic reticulum stress response 
F30DK130582-01 (Redwan Bhuiyan, PI)
NIH/NIDDK Predoctoral Fellowship for MD/PhD 
Project description: The major goal of this proposal is to identify type 2 diabetes-associated variants that alter pancreatic islet and/or beta-cell stress-responsive cis-regulatory element activity and to assess the effects of the stress responsive effector genes on islet function and resilience
Direct costs: $169,096 (total); $0 (UMass)
Impact score: Not discussed

Submitted Oct 2020      Analysis, interpretation, and fine-mapping of genetic and genomic data from Role: PI 	single- and trans-ancestry populations
                                            R35HG011962-01 (Cassandra N. Spracklen, PI)
                                            NIH/NHGRI R35 Genomic Innovator Award
 Project description: The major goal of this project is to establish the most feasible and robust analytical pipelines for performing genetic analyses in ancestrally diverse populations through rigorous simulations, benchmarking, and methods optimization.
Direct costs: $1,489,218 (total; UMass)
                                            Impact score: Not discussed

Submitted Sept 2020     Gene expression in visceral adipose tissues and functional validation of T2D loci
Role: Collaborator          MOET2EP3-02-2020 (Xueling Sim, PI, National Univ. of Singapore)
                                           Ministry of Education Academic Research Fund Tier 2, Singapore
Project description: The major goal of this project is to generate visceral adipose eQTLs in East Asian individuals to identify target genes for downstream candidate gene regulation in the relevant cell type for T2D pathogenesis.
                                            Direct costs: Singapore Dollars $1,000,000 (total); $0 (UMass)
                                            Impact score: not provided

Submitted Mar 2020       2023 Quantitative Genetics and Genomics Gordon Research Conference and
                                                    Seminar
R13HG011541-01 (Cassandra N. Spracklen, PI)
			NIH/NHGRI R13 Scientific Meeting Grant
Project description: The major goal of this proposal is to seek partial support for the Gordon Research Conference and Gordon Research Seminar on Quantitative Genetics and Genomics: Leveraging High-Throughput Phenotyping Techniques to Study Complex Traits to be held in Ventura, California on February 13-19, 2021
			Direct costs: $10,000 (total); $0 (UMass)
			Impact score: 29 (no percentile provided)
** WITHDRAWN ** (conference postponed due to COVID-19)

Submitted Mar 2015      Trans-ancestry genetic architecture of circulating lipid and c-reactive protein Role: PI                                            levels
F32HL131224-01 (Cassandra N. Spracklen, PI)
			NIH/NHLBI Postdoctoral Fellowship
Project description: The major goal of this postdoctoral fellowship is to combine genetic data from several existing cohorts of different ancestries to perform trans-ancestry fine-mapping of DNA variants that function to influence lipid and C-reactive protein levels
			Direct costs: $10,000 (total; UNC)
			Impact score: 46 (48%)

TEACHING EXPERIENCE


Instructor

Epidemiology 737: Intermediate Epidemiology Methods, Graduate Public Health 	    Fall 2023
Majors, University of Massachusetts Amherst
Epidemiology 690G: Genetic Epidemiology, Graduate Pubic Health Majors, 	  Spring 2023
University of Massachusetts Amherst, 
Epidemiology 737: Intermediate Epidemiology Methods, Graduate Public Health 	Fall 2022
Majors, University of Massachusetts Amherst
Public Health 224: Epidemiology in Public Health, Undergraduate Public Health	Spring 2022
Majors, University of Massachusetts Amherst
Epidemiology 690G: Genetic Epidemiology, Graduate Pubic Health Majors,	   Spring 2021
University of Massachusetts Amherst
Public Health 224 Section 1: Epidemiology in Public Health, Undergraduate Public 	Fall 2020
Health Majors, University of Massachusetts Amherst
Public Health 224 Section 2: Epidemiology in Public Health, Undergraduate Public 	Fall 2020 
Health Majors, University of Massachusetts Amherst
Public Health 224: Epidemiology in Public Health, Undergraduate Public Health 	Spring 2020
Majors, University of Massachusetts Amherst
Public Health 224: Epidemiology in Public Health, Undergraduate Public Health 	Fall 2019
Majors, University of Massachusetts Amherst

Independent studies

Epidemiology 896: Independent Study, Lichen Hao, Epidemiology PhD Student, 	Fall 2022
University of Massachusetts Amherst
Epidemiology 696: Independent Study, Neha Rahalkar, Epidemiology MS	Fall 2022
Student, University of Massachusetts
Epidemiology 696: Independent Study, Christian Daniele, Epidemiology MS	Fall 2022
Student, University of Massachusetts
Epidemiology 696: Independent Study, Aaron Holman-Vittone, Epidemiology	Spring 2022
MS Student, University of Massachusetts
Public Health 396: Independent Study, Bella Triolo, Undergraduate Microbiology 	Spring 2021
Major, University of Massachusetts Amherst
Public Health 396: Independent Study, Autumn Gagnon, Undergraduate Public 	Spring 2021
Health Major, University of Massachusetts Amherst, Spring 2021
Public Health HI224: Epidemiology/Public Health Honors Independent Study, Kara 	Spring 2021
Chuang, Undergraduate Public Health Major, University of Massachusetts Amherst
Public Health HI224: Epidemiology/Public Health Honors Independent Study, Suzanne	Fall 2020
Wilson, Undergraduate Public Health Major, University of Massachusetts Amherst
Public Health HI224: Epidemiology/Public Health Honors Independent Study, Jacob 	Spring 2020
Bear and Vera Rodic, Undergraduate Public Health Majors, University of 
Massachusetts Amherst
Epidemiology 896: Independent Study, Kathryn Wagner, Epidemiology PhD Student, 	Spring 2020
University of Massachusetts Amherst
Public Health 396: Independent Study, Christina Ziogas, Undergraduate Public 	Spring 2020
Health Major, University of Massachusetts Amherst, Spring 2020

Guest lectures

Microbiology 639: Microbiology Honors Colloquium, “Genetic Epidemiology”, 	Spring 2022
Undergraduate students, University of Massachusetts Amherst
Epidemiology 639: Cancer Epidemiology, “Introduction to Genetic Epidemiology”	Fall 2019
Graduate Public Health majors, University of Massachusetts Amherst
Epidemiology 743: Genetic Epidemiology: Methods and Applications, “Post-GWAS:	Spring 2019
Fine-mapping, annotation, and variant function, Epidemiology Graduate 
students, University of North Carolina 
Epidemiology 743: Genetic Epidemiology: Methods and Applications, “Post-GWAS:	Spring 2018
Fine-mapping, annotation, and variant function, Epidemiology Graduate 
students, University of North Carolina 
Genetics 647: Human Genetics and Genomics, “Linkage Disequilibrium”, Genetics 	Spring 2018
and Bioinformatics Graduate students, University of North Carolina
Genetics 647: Human Genetics and Genomics, “Linkage Disequilibrium”, Genetics 	Spring 2017
and Bioinformatics Graduate students, University of North Carolina
Epidemiology 6400: Epidemiology II: Advanced Methods Ecological Studies, 	Spring 2013
Epidemiology Graduate students, University of Iowa

Teaching Assistant

Epidemiology 6400: Epidemiology II: Advanced Methods, Epidemiology Graduate 	Spring 2014
students, University of Iowa
Epidemiology 5241: Statistical Methods in Epidemiology, Epidemiology Graduate 	Fall 2013
students, University of Iowa
Epidemiology 6400: Epidemiology II: Advanced Methods, Epidemiology Graduate 	Spring 2013
students, University of Iowa
Biology 2210: Foundations of Modern Biology, Undergraduate biology majors, 	Fall 2008
Anderson University
Biology 4050: Genetics, Undergraduate biology majors, Anderson University	 Fall 2008
Biology 1000: Principles of Modern Biology, Undergraduate biology majors, 	Spring 2007
Anderson University
Biology 2210: Foundations of Modern Biology, Undergraduate biology majors, 	Fall 2007
Anderson University
Biology 1000: Principles of Modern Biology, Undergraduate biology majors, 	Spring 2007
Anderson University
Biology 2210: Foundations of Modern Biology, Undergraduate biology majors, 	Fall 2006
Anderson University

International Workshops

“The Michigan Imputation Server: Data Preparation, Genotype Imputation, and Data             Fall 2020
        Analysis” Workshop, American Society for Human Genetics, Annual Meeting
“The Michigan Imputation Server: Data Preparation, Genotype Imputation, and Data             Fall 2019
        Analysis” Workshop, American Society for Human Genetics, Annual Meeting

MENTORING EXPERIENCE


Ph.D. Dissertation Chair (University of Massachusetts Amherst)
	Rachel Wacks, PhD Student, Epidemiology		    2023-
		Title: To be determined

	Lichen Hao, PhD Student, Epidemiology		    2021-
		Title: To be determined

	Chi Zhao, PhD Student, Epidemiology		    2021-
		Title: To be determined

Ph.D. Dissertation Committee Member (University of Massachusetts Amherst)

	Teah Snyder, PhD student, Epidemiology	  2022-2023
	        Title: Epidemiologic analysis of infectious disease data  
		Current position: Pennsylvania Department of Public Health

Ph.D. Dissertation Committee Member (Other Institutions)

	Eric Bartell, PhD student, Bioinformatics and Integrated Genomics, Harvard University	            2023
	        Title: Polygenic architecture of human body size and proportion

MS Thesis Chair (University of Massachusetts Amherst)
	
	Godness Biney, MS student, Epidemiology	           2023-
	        Title: Earlier age of type 2 diabetes onset is associated with an increased risk for 
	  depression

	Emily Nyhan, MS student, Epidemiology	           2023-
	        Title: Birth weight, preterm birth and subsequent risk of dementia and Alzheimer’s 
                         in postmenopausal women

	Christian Daniele, MS student, Epidemiology	  2022-2023
	        Title: Birth weight, preterm birth and subsequent risk of hypertension in 
                          postmenopausal women
		Current position: Research Scientist, Sanofi

	Aaron Holman-Vittone, MS Student, Epidemiology	  2021-2022
	         Title: Preterm birth and subsequent risk of type 2 diabetes in 
                        postmenopausal women
		Current position: Research Scientist, Sanofi

      Brian Monahan, MS student, Epidemiology	  2020-2021
	        Title: Birth weight and subsequent risk of autoimmune and thyroid conditions 
		Current position: Associate Researcher, Ichan School of Medicine at Mount Sinai

MS Thesis Committee Member (University of Massachusetts Amherst)

	Ashely Moineau, MS student, Epidemiology	  2019-2020
	        Title: The association between dengue virus infection and liver and kidney
                          function among Cambodian children 
		Current position: General Supervisor; QA/QC Manager, IALS Testing Center,
   		         University of Massachusetts Amherst

MPH Project Advisor (University of Massachusetts Amherst)

	Caitlin Fields, MPH student, Epidemiology	  2021-2022
	        Title: The effect of the microbiome on rheumatoid arthritis risk: a literature 
	    review and steps for the future
		Current position: Epidemiologist, Massachusetts Department of Public Health

	Savannah Kangas, MPH student, Epidemiology	  2021-2022
	        Title: Incidence of congenital heart defects in newborns born to 
	    mothers with pregestational diabetes
		Current position: Research assistant, Baystate Health

	Nora Salo, MPH student, Epidemiology	  2020-2021
	        Title: Racial and ethnic disparities in the association between maternal
	   depression and preterm birth risk among women in the US
		Current position: Pediatric Global Health Clinical Research Coordinator, 
		          Massachusetts General Hospital

	Isabella Gleckman, MPH student, Epidemiology	  2019-2020
	        Title: Patterns of smoking cessation and the risk of preterm birth
		Current position: Data Quality Control Biostatistician, Foundation Medicine

Undergraduate Honors Thesis Advisor (University of Massachusetts Amherst)

	Jillian Hughes, BS student, Public Health	  2022-2023
	        Title: The portrayal and intersection of savior siblings and human clones in fiction
	       novels
		Current position: Genetic counselor assistant 

Research Advisor (University of Massachusetts Amherst)

	Spencer Friedman, BS student, Math/Computer Science		    2022
        Research project: Data Management in the UK Biobank

	Christian Daniele, MS student, Epidemiology 	  2021-2023
        Research project: Lifecourse etiologies of women’s health and reproductive
	   outcomes
		Current position: Research Scientist, Sanofi

	Vishal Sarsani, PhD student, Statistics	  2021-2023
	        Research project: Multi-ancestry genome-wide association study meta-analysis
		    of circulating adiponectin levels
		Current position: Postdoc, Liming Liang Lab, Harvard University

	Christina Ziogas, Undergraduate, Public Health Sciences	  2020-2021
        Research project: Validation of birth characteristics from maternal self-report and
                          birth certificates with medical record data
		Current position: Marketing Science Statistician, iMarketResearch

Academic Advisor (University of Massachusetts Amherst)

	Emily Nyhan, MS student, Epidemiology		    2023-	
	Godness Biney, MS student, Epidemiology		    2023-	
	Anoushka Shrestha, MPH student, Epidemiology		    2023-
Samual Danso, MPH student, Epidemiology		    2023-
	Rachel Wacks, PhD student, Epidemiology		    2023-
	Erin Daley, MPH 4+1 student, Epidemiology		    2022- 
	Maira Lima, MPH 4+1 student, Epidemiology		    2022-	
	Lichen Hao, PhD student, Epidemiology		    2021-
	Chi Zhao, PhD student, Epidemiology		    2021-
	Alivia Rinaldi, MPH student, Epidemiology		    2021-
	Sruthi Tanikella, MS 4+1 student, Epidemiology		    2021-
	Nicole Kim, MPH student, Epidemiology	  2021-2023
	Christian Daniele, MS 4+1 student, Epidemiology	  2021-2023
	Aaron Holman-Vittone, MS student, Epidemiology	  2021-2022
	Savannah Kangas, MPH student, Epidemiology	  2020-2022
	Caitlin Fields, MPH student, Epidemiology	  2020-2022
	Nora Salo, MPH student, Epidemiology	  2020-2021
	Brian Monahan, MS student, Epidemiology	  2020-2021
       Ramisa Rahman, MPH student, Epidemiology	  2019-2021
	Lucas Schildbach, MPH student, Epidemiology	  2019-2020
	Isabella Gleckman, MPH student, Epidemiology	  2019-2020

Mentor
	Redwan Bhuiyan, MD/Ph.D. student, Biostatistics and Bioinformatics, University of		    2020-
      Connecticut	     	              
Apoorva Iyengar, Ph.D. student, Biostatistics and Bioinformatics, Duke University	           2019-	     
	Victoria Parsons, Ph.D. student, Genetics and Molecular Biology, University of North 		    2019-
      Carolina at Chapel Hill	     	              
	K. Alaine Broadaway, Postdoctoral Research Associate University of North Carolina at        2018-2019
     Chapel Hill		      
	Apoorva Iyengar, Undergraduate and Postbaccalaureate scholar, University of North	  2017-2019
      Carolina at Chapel Hill	            
	Chelsea K. Raulerson, Ph.D. student, Bioinformatics and Computational Biology, 	  2014-2019
       University of North Carolina at Chapel Hill
	Maren E. Cannon, Ph.D. student, Genetics and Molecular Biology, University of North        2014-2017
        Carolina at Chapel Hill	     	      
	Kayla Jackson, Undergraduate student, SOLAR program, University of North Carolina 	  2015-2016 
         at Chapel Hill
	J. Caitlin Smith, Ph.D. student, Epidemiology, University of Iowa	  2013-2014	

SERVICE AND OUTREACH


SERVICE TO DIVISION AND DEPARTMENT

Member, Admissions Committee, Department of Biostatistics and Epidemiology,         	    2019-
University of Massachusetts Amherst
Member, PhD Comprehensive Exam Committee, Department of Biostatistics and 		    2019-
Epidemiology, University of Massachusetts Amherst
Chair, Non-Tenure Track Faculty Search Committee, Department of Biostatistics and	         2023-2024
Epidemiology, University of Massachusetts Amherst
Member, Tenure Track Faculty Search Committee, Department of Biostatistics and	         2023-2024
Epidemiology, University of Massachusetts Amherst
Coordinator, PhD Comprehensive Exam, Department of Biostatistics and Epidemiology,     2022-2023
University of Massachusetts Amherst
Member, Faculty Search Committee, Department of Biostatistics and Epidemiology, 	         2021-2022
University of Massachusetts Amherst
Co-chair, Epidemiology Seminar Series, Department of Biostatistics and Epidemiology,       2019-2021
University of Massachusetts Amherst
Coordinator, Time Management Workshop, Department of Biostatistics and Epidemiology,         2020 University of Massachusetts Amherst
Coordinator, Epidemiology Masters Students “Speed Dating” for Thesis Advisors, 		     2020
Department of Biostatistics and Epidemiology, University of Massachusetts Amherst
Ambassador, Ocracoke School, Ocracoke, NC, North Carolina DNA Day			     2015
Treasurer, Epidemiology Student Association, University of Iowa			         2010-2011

SERVICE TO SCHOOL /COLLEGE

Member, Faculty Assembly Organizing Committee, School of Public Health and Health,      2022-2023
Sciences, University of Massachusetts Amherst
Administrative Affairs/Communications Chair, College of Public Health Student 	         2010-2011
Association, University of Iowa, 2010-2011

SERVICE TO UNIVERSITY

Member, Academic Honesty Board, University of Massachusetts Amherst			    2022-
Panelist, New Faculty Orientation “Navigating Your First Year: Advice from Colleagues”,	     2022
 University of Massachusetts Amherst
Guest Speaker, Career Paths in Genetic Epidemiology, BioTap Honors Program Seminar,               2020	    
University of Massachusetts Amherst
Judge, Initiative for Maximizing Student Diversity Annual Research Symposium, 		     2016
University of North Carolina
Judge, Undergraduate Summer Research Symposium, University of North Carolina 	         2015-2016
Judge, Fall Undergraduate Research Festival, University of Iowa				     2013

PROFESSIONAL SERVICE

Service to national societies

Conference Chair, Gordon Research Conference, Quantitative Genetics and Genomics        2025-2027
Conference Vice Chair, Gordon Research Conference, Quantitative Genetics and 	         2023-2025
Genomics
Program Committee Member, American Society for Human Genetics			         2022-2024
Judge, American Society for Human Genetics DNA Day Essay Contest 		         2016-2023
Session Moderator, “Multi-ancestry and Longitudinal Type 2 Diabetes Genetic Risk”,	                   2023
American Diabetes Association Annual Meeting
Council on Genomic and Precision Medicine Membership Committee Member, 	         2022-2024
American Heart Association
Genetics Subcommittee Member, American Diabetes Association, Scientific Sessions         2022-2023
Conference Co-Chair, Gordon Research Seminar, Quantitative Genetics and Genomics        2019-2023
Abstract Reviewer, American Diabetes Association						     2023
Session Moderator, “Applying Mendelian Randomization to Complex Traits”, 		     2022
American Society for Human Genetics Annual Meeting
Abstract Reviewer, American Society for Human Genetics 				         2020-2022
Council on Genomic and Precision Medicine Membership and Communications 	         2020-2022
Committee Member, American Heart Association
Session Moderator, “Genetics of Cardiac and Vascular Disorders”, American 			     2019
Society for Human Genetics Annual Meeting
Abstract Reviewer, Society for Epidemiologic Research				         2015-2019
Abstract Reviewer, Society for Pediatric and Perinatal Epidemiologic Research	         2014-2016

Reviewer, grants

Ad hoc, Dutch Diabetes Research Foundation, Fellowship					     2023
Ad hoc, Wellcome Trust, GW4 Clinical Academic Training Program				     2023
Ad hoc, American Heart Association, Institutional Undergraduate Student Awards		     2022 
Ad hoc, Trans-Omics for Precision Medicine (TOPMed) Fellowship				     2022
Ad hoc, Research Council of Norway								     2022
Ad hoc, Kidney, Nutrition, Obesity, and Diabetes, National Institutes of Health		     2022
Ad hoc, Infectious Diseases, Reproductive Health, and Asthma/Pulmonary Conditions 	     2021
Study Section, National Institutes of Health
Ad hoc, Genetics of Health and Disease Study Section, National Institutes of Health		     2021
Ad hoc, Executive Council of Graduate and Professional Students, University of Iowa 	         2011-2014
Ad hoc, Division of Tobacco Use, Prevention, and Control, Iowa Department of Public Health       2010

Editorial service, journals

Academic Editor, Public Library of Science (PLoS) One				         2016-2022 

Ad hoc reviewer, journals

American Journal of Epidemiology, American Journal of Human Genetics, American Journal of Reproductive Immunology, Biomedical and Environmental Sciences, BMC Medical Genomics, BMC Pregnancy and Childbirth, British Medical Journal, Communications Biology, Diabetes, Diabetes Care, Diabetes/Metabolism Research and Review, Diabetologia, Epidemiology, Environmental Health Perspectives, European Journal of Human Genetics, Frontiers in Cardiovascular Medicine, Human Molecular Genetics, International Journal of Epidemiology, International Journal of Obesity, Journal of Lipid Research, Journal of Women’s Health, Medicine and Science in Sports and Exercise, Molecular Genetics and Genomic Medicine, Nature Genetics, Nutrition and Metabolism, Public Library of Science (PLoS) Genetics, PLoS One, Women’s Health Issues

Ad hoc reviewer, book

Senie, RT. Epidemiology of Women’s Health. 1ed. Jones and Bartlett Learning.		     2014

Other

Session Chair, Massachusetts Undergraduate Research Conference				     2022

MEMBERSHIP TO PROFESSIONAL SOCIETIES

American Society for Human Genetics 						                  2015-
American Heart Association								   2014-
Society for Pediatric and Perinatal Epidemiologic Research			         2014-2017
Society for Epidemiological Research					            2013-2017; 2022
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