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1.
Name:  Glen Alan Satten, PhD
2.
Office Address:  Woodruff Memorial Research Building Room 4137

                                 101 Woodruff Circle

                                 Atlanta GA 30322

Telephone:  404-727-5512
3. 
E-mail Address:  GSatten@emory.edu

4.
Citizenship:  USA


5.
Current Titles and Affiliations:  
a. Primary Academic Appointment:

Professor, Division of Research, Department of Gynecology and Obstetrics, Emory University School of Medicine, 2020 – present.
6.
Previous Academic and Professional Appointments: 
Mathematical Statistician, Division of HIV/AIDS Prevention: Surveillance and Epidemiology, National Center for HIV, STD and TB Prevention, Centers for Disease Control and Prevention, Atlanta, Georgia (1990 –2000)

Adjunct Assistant Professor, Department of Biostatistics and Bioinformatics, School of Public Health, Emory University (1991 – 1994) 

Adjunct Associate Professor, Department of Biostatistics and Bioinformatics, Rollins School of Public Health, Emory University (1994 – 2002)

Mathematical Statistician, Molecular Biology Branch, Division Laboratory Sciences, National Center for Environmental Health, Centers for Disease Control and Prevention, Atlanta, Georgia (2001 –2006)

Adjunct Professor, Department of Biostatistics and Bioinformatics, Rollins School of Public Health, Emory University (August 2002 – present)  

Senior Statistician, Maternal and Infant Health Branch, Division of Reproductive Health, Centers for Disease Control and Prevention, Atlanta Georgia (2006 – 2020)

Adjunct Professor, Department of Human Genetics, School of Medicine, Emory University (2007 – 2020)

Adjunct Professor, Department of Environmental Health, Rollins School of Public Health, Emory University (2017 – 2020)

7.
Education:
       1974-1979 
Bachelor of Arts, Oberlin College, Oberlin OH
       1979-1981 
Master’s Degree, Harvard University, Cambridge MA
       1981-1985 
PhD, Harvard University, Cambridge MA


8.

Postgraduate Training:
1988-1990 Department of Biostatistics, School of Public Health, University of North Carolina at Chapel Hill.  Larry Kupper PhD, supervisor.
9.

Military or Government Service:

1985 – 1987  
US Peace Corps Volunteer (Kenya) 

1990 – 1997  
Civil Service, Centers for Disease Control and Prevention
1997 – 2020
Senior Biomedical Research Service, Centers for Disease Control and Prevention 
10. 
Committee Memberships: 
11. National and International:
1. American Statistical Association Outstanding Statistical Application Award Committee (1995 - 1998, 2000)

2. Representative to Council of Sections, American Statistical Association Biometrics Section (1996 - 1998)

3. Chair, American Statistical Association Section on Statistics in Epidemiology (1999)

4. International Biometrics Society Eastern North American Region (ENAR) Program Committee (1999-2000) 

5. American Public Health Association Mortimer Spiegelman Award Committee (2000)

6. American Statistical Association Section on Statistics in Epidemiology Nathan Mantel Award for Outstanding Achievement in Statistics in Epidemiology Committee  (2002)
7. Vice Chair, Statistical Advisory Group, Centers for Disease Control and Prevention (CDC) (2012-2013)
b.  Regional
President, American Statistical Association Atlanta Chapter (1994 - 2005)

c.  Institutional

Member, Search Committee for Chair/Endowed Professor, Emory University Department of Biostatistics (2002-2003)

11. Peer Review Activities
a. Grants
i. National and International:

1. Subcommittee Statistician for Charles C. Shepard Award for Excellence in Science, Centers for Disease Control and Prevention (CDC) and Agency for Toxic Substances and Disease Registry (ATSDR)(2010-2013)


2. Chief Statistician for Charles C. Shepard Award for Excellence in Science, Centers for Disease Control and Prevention (CDC) and Agency for Toxic Substances and Disease Registry (ATSDR)(2014 –2016)


12. Consultantships/Advisory Boards: 
1. Member, American Cancer Society Biologic Specimen Advisory Group (2002-2007)
2. Advisory Board Member, Emory Center for Children’s Health, the Environment, the Microbiome and Metabolomics (C-CHEM2) (2015-present)
13. Editorships and Editorial Boards: 
1. Associate Editor, Biometrics (1997 - 2005)

2. Associate Editor, American Journal of Epidemiology (1998 - 2019)

3. Associate Editor, Lifetime Data Analysis (1999 - present)
14. Honors and Awards:
1. Best theoretical statistics paper by a CDC author, Centers for Disease Control and Prevention (CDC) (1994, 1996, 1998, 1999, 2000, 2003, 2004, 2005, 2010, 2017, 2018)

2. Best applied statistics paper by a CDC author, Centers for Disease Control and Prevention (CDC) (1994, 1996, 2001, 2004, 2009)

3. Outstanding Statistical Application Award, American Statistical Association (1999) 

4. Charles C. Shepard award for scientific excellence, Agency for Toxic Substances and Disease Registry (ATSDR)/Centers for Disease Control and Prevention (CDC) (1999)

5. Department of Health and Human Services Secretary’s Award for Distinguished Service (Early HIV Infection Detection Team), May 2000.

6. Centers for Disease Control and Prevention (CDC)  and Agency for Toxic Substance and Disease Registry (ATSDR) Honor Award for Statistical Research and Services (2002) 

7. Elected Fellow, American Statistical Association (2003)

8. Emory University Millipub Club Member (2013) 

15. Society Memberships

1. American Statistical Association (1990-2007, 2017-2018, 2020-present)

2. International Biometrics Society (1990-2007)

3. International Genetic Epidemiology Society (2003-2014)

16. Organization of Conferences

a.   National and International

i.      Administrative Positions:

1.   International Biometrics Society Eastern North American Region (ENAR) Program Committee (1999-2000)  Plans the program for the ENAR meeting of the International Biometrics Society.

2.   Co-organizer and Workshop Chair, Banff International Research Station Workshop on Emerging Statistical Challenges & Methods for Analysis of Human Microbiomeme Data, Banff BC Canada (2019)

17. Clinical Service Contributions

I developed the Serologic Testing Algorithm for Recent HIV Seroconversion (STARHS), the first RITA (recent incidence testing algorithm) for estimating HIV incidence using cross-sectional serosurvey data that could be applied nationally. STARHS gave the first reliable data on HIV incidence in the US. I also developed methods for estimating the time between seroconversion on various different HIV tests, which allowed for the first reliable estimates of the risk of HIV transmission from screened blood.

I developed a way of processing mass spectrometry data for ‘white powder’ samples that could be used to identify the presence of anthrax or other biologically active elements. This algorithm is still used by the CDC laboratory.

I developed a novel and numerically simple way of detecting copy number variants in genetic data. I collaborated with geneticists at Emory who used this approach to detect the 3q29 deletion, which confers a large increase in the risk of schizophrenia, autism and other neurologic traits. In ongoing work with this group, I will be helping to estimate the lifelong risk of these conditions among people who have the 3q29 deletion.

I developed the first method for analyzing microbiome data that can control the false discovery rate of detected bacterial taxa. I also developed the first statistical method for performing inference on the bias in microbiome experiments, with ongoing efforts to optimize the performance of this method. With the successful development of this model, we could estimate the bias for each microbe we observe, and then normalize to eliminate bias. This research has implications well beyond the clinical practice obstetrics and gynecology.

I am also working in collaboration with the Division of Reproductive Health at CDC, on prioritizing medical conditions for developing an updated maternal mortality index. As a next step, we plan to consider a cost-benefit-informed ranking of these medical conditions that would be useful for hospitals seeking to reduce maternal mortality and morbidity.

I am working with the Division of Reproductive Health at CDC and clinical scientists at the University of Pennsylvania to determine if there is a difference in pregnancy rate between women who receive fresh or frozen egg transfers. I have developed an innovative method to model these data over several cycles to determine if there is unmeasured confounding that may bias these results.


18. Formal Teaching:
 

a. Graduate Programs: 
1. Introduction to Statistics in Human Genetics, Department of Biostatistics, Rollins School of Public Health, Emory University (BIOS 598R, 2.0 credit course)  (Fall semester, 2001)

2. Association Studies in Genetic Epidemiology, Department of Biostatistics, Rollins School of Public Health, Emory University (BIOS 760R, 2.0 credit course)  (Spring semester, 2003)

3. Statistics in Human Genetics, Department of Biostatistics, Rollins School of Public Health, Emory University (BIOS 598R, 2.0 credit course) (Spring semester, 2008)

19. Supervisory Teaching: 

a. PhD Students Directly Supervised (as co-advisor): 
Department of Biostatistics and Bioinformatics, Rollins School of Public Health at Emory University, Atlanta, GA
1. Maya Sternberg, PhD (1997), now Mathematical Statistician Centers for Disease Control and Prevention (CDC)  
2. Michael Hudgens, PhD (2000), now Professor, Dept. of Biostatistics, Gillings School of Global Public Health, University of North Carolina at Chapel Hill

3. Lydia Coulter Kwee, PhD (2008), now Senior Biostatistician, Duke Molecular Physiology Institute, Duke University.

4. Peizhou Liao (2017) now Data Scientist, Houzz

5. Yunxiao Li (2019) now Data Scientist, Google 
6. Yingtian Hu (current)

7. Zhengyi Zhu (current)
b. Postgraduate:

Andrew S. Allen, K25 award mentor (2004-2010), now Professor of Biostatistics and Bioinformatics and Director, Center for Statistical Genetics and Genomics, Duke University 

c. Thesis Committees:

Department of Biostatistics and Bioinformatics, Rollins School of Public Health at Emory University, Atlanta, GA

1. Yunchuan Kong, PhDc. (2015 - 2020) Department of Biostatistics and

Bioinformatics, Rollins School of Public Health at Emory University, Atlanta

Now 2020 PhD graduate 
2. Hesen Peng (2012), Master’s Thesis co-supervisor.  now Data Scientist, AirBnB

3. Xi (Fancy) Fang (2016-17), Master’s Thesis co-supervisor.  Now PhD candidate, Medical College of Wisconsin Division of Biostatistics

4. Ganzhong (Gavin) Tian (2016-2017) Master’s Thesis co-supervisor.  Now PhD candidate, Emory University Department of Biostatistics and Bioinformatics

d. Other: 
Paul Rathouz, Summer Intern, Association of Schools and Programs of Public Health (ASPHPH)/ Centers for Disease Control and Prevention (CDC)  (1992)

20. Lectureships, Seminar Invitations, and Visiting Professorships: 
a. National and International:
1. University of North Carolina at Chapel Hill, Department of Biostatistics, Chapel Hill NC (1993, 1998, 2000, 2005)

2. University of California at Berkeley, Department of Biostatistics, Berkeley CA (1994)

3. University of California at Los Angeles, Department of Biostatistics, Los Angeles CA (1995)

4. Columbia University, Department of Statistics, New York NY (1995)

5. Johns Hopkins University, Department of Biostatistics, Baltimore MD (1995)

6. Medical Research Council Biostatistics Unit, Cambridge UK (1995)

7. University College London, Department of Statistical Science, London UK (1995)

8. University of Washington, Department of Biostatistics, Seattle WA (1999)

9. Waterloo University, Department of Statistics and Actuarial Science, Waterloo Canada (1999)

10. Harvard University, Department of Biostatistics, Cambridge MA (2000)

11. Oslo University, School of Medicine Section for Medical Statistics, Oslo Norway (2001)

12. National Institute of Environmental Health Sciences, Durham NC (2002)

13. New York University, Department of Statistics, Operations Research & Actuarial Science, New York NY (2002)

14. University of Alabama Birmingham, Department of Biostatistics, Birmingham AB (2003, 2015)

15. University of California at San Francisco, Division of Biostatistics, San Francisco CA (2003)

16. Brown University, Center for Statistical Sciences, Providence RI (2003)

17. Memorial Sloan Kettering Cancer Center, New York NY (2004)

18. National Cancer Institute, Division of Cancer Epidemiology & Genetics, Shady Grove MD (2004, 2016)

19. Pennsylvania State University, Department of Statistics, College Station PA (2006)
20. University of Pennsylvania School of Medicine, Department of Biostatistics, Epidemiology and Informatics, Philadelphia PA (2008, 2015)

21. Columbia University, Department of Biostatistics, New York NY (2010)

22. National Institute of Allergy and Infectious Diseases, Bethesda MD (2010)

23. University of Southern California School of Medicine, Division of Biostatistics, Los Angeles CA (2010)

24. University of Louisville, Center for Genomics and Molecular Medicine, Louisville KY (2010)

25. University of Pittsburgh, Department of Biostatistics, Pittsburgh PA (2011)

26. University of Wisconsin at Madison, Department of Biostatistics, Madison WI (2012)

27. Yale University, Department of Biostatistics, New Haven CT (2016)

28. University of Montana at Helena, Department of Mathematical Sciences, Helena MT (2017)

29. Fred Hutchinson Cancer Research Center, Biostatistics Program, Seattle WA (2019)
b. Regional:
1. Georgia Institute of Technology, School of Industrial and Systems Engineering, Atlanta GA (1994)

2. University of Georgia, Department of Statistics, Athens GA (1994, 1995, 1998, 2005)
c. Institutional:
1. Invited speaker, Oberlin College, “How does the CDC know how many people are infected with HIV?”  Oberlin OH (1992)

2. Invited speaker, Oberlin College “The biomathematics of detecting early HIV infection,” Oberlin OH (1999)
3. Emory University, Department of Biostatistics and Bioinformatics, Atlanta GA (1991, 1992, 1993, 1995, 1998, 1999, 2004, 2013, 2016)

4. Emory University School of Medicine, Department of Human Genetics, Atlanta GA (2008)

5. Emory University School of Medicine, Department of Gyn/OB Grand Rounds, Atlanta GA (2018)

21. Invitations to National/International, Regional, and Institutional Conferences: 
a. National and International: 

1. “Conditional regression analysis of the odds ratio between two binary variables when one is not measured with certainty,” Joint Statistical Meetings, Anaheim, California (1990)

2. “Estimating the incidence of new HIV infections from cross-sectional prevalence surveys,” Joint Statistical Meetings, Atlanta, Georgia (1991)

3. “Analyzing trends in HIV seroprevalence surveys,” American Public Health Association, Atlanta, Georgia (1991)

4. Discussant of “Modeling the HIV Epidemic”, VIII International Conference on AIDS/III STD World Conference, Amsterdam, the Netherlands (1992)

5. “Estimating the incidence of HIV infection using cross-sectional marker surveys,” IVth E. C. Workshop on Quantitative Analyses of AIDS Modeling, Impact Assessment, Forecasting and Scenario-analysis, Bilthoven, the Netherlands (1992)

6. “High per-act probability of female-to-male HIV-1 transmission in an emerging epidemic,” First National Conference on Human Retroviruses and Related Infections, Washington, D. C. (1993)

7. “The use of immunologic and virologic markers in the prediction of HIV disease using staged Markov models,” Amsterdam Municipal Health Service, Amsterdam, The Netherlands (1993)

8. “Models for markers of disease progression and their use in estimating recent HIV incidence,” SIMS conference on Quantitative Methods for Studying AIDS, Blaubeuren, Germany (1993)

9. “Continuous-time Markov chains with measurement error:  estimating the ‘true’ course of a marker of HIV disease progression,” Human Diseases Workshop, Isaac Newton Institute for Mathematical Sciences, Cambridge University, Cambridge, UK (1993)

10. “Hidden Markov models for Markov chains observed with error,” Joint Statistical Meetings, Toronto, Canada (1994)

11. “Models for markers of disease progression and their use in estimating recent HIV infection,” XVIIth International Biometric Conference, Hamilton, Canada (1994)

12. “Markov chains with measurement error: Estimating the ‘true’ course of a marker of the progression of human immunodeficiency virus disease,” Royal Statistical Society (ordinary meeting), London, UK (1995)

13. “The proportional hazards model for interval censored data,” Joint Statistical Meetings, Orlando, Florida (1995)

14. “Hidden Markov models for Markov chains observed with error,” INFORMS Applied Probability Conference, Atlanta, Georgia (1995)

15. “Analyzing interval censored data from AIDS studies,” Workshop on Statistical Modeling and Inference for the Prediction of the AIDS Epidemic, Instituto per le Applicazioni del Calcolo Mauro Picone, Rome, Italy (1996)

16. “Analysis of the window periods between detectability of viral and serologic markers of HIV infection,” Amsterdam Municipal Health Service, Amsterdam, The Netherlands (1996)

17. Discussant, AIDS in the 1990s, XVIIIth International Biometrics Conference, Amsterdam, The Netherlands (1996)

18. “Staged models of early HIV infection, with application to estimation of HIV incidence,” Indian Statistical Institute and Bernoulli Society for Mathematical Statistics and Probability Joint Conference on Recent Advances in Statistics and Probability Calcutta, India (1997)
19. “Identification of persons with recent HIV infection, with application to estimating HIV incidence among U.S. blood donors,” SIMS conference on Quantitative Evaluation of HIV Prevention Programs, Domaine de Divone, France (1998)

20. “A mathematical model for the effect of a hold period on the number of potentially infectious units made by qualified plasma donors,” Blood Products Advisory Committee meeting, Food and Drug Administration, Bethesda, MD (1998)
21. “Estimating the extent of tracking in interval censored chain-of-events data,” International Biometric Society ENAR meeting Atlanta, GA (1999)

22. “Marginal estimation for multistage models,” International Biometric Society ENAR meeting, Chicago IL (2000)

23. “Models with dependent censoring,” NIAID Statistical Methodology Satellite Symposium, Bethesda, MD (2000)
24. Institute of Mathematical Statistics Fifth North American Meeting of New Researchers in Statistics and Probability, “How I became rich and famous through statistics (an inspirational yet technical talk),” Atlanta GA (2001)
25. “Marginal analyses of multistage models,” Nordic Network for Biostatistics Workshop on New Developments in Event History Analysis, Oslo Norway (2001)

26. “Informative missingness in statistical genetics,” Joint Statistical Meetings, New York NY (2002)

27. “Estimating haplotype effects in family-based association studies,” Joint Statistical Meetings, Toronto, Canada (2004)

28. “Inference on haplotype effects in case-control studies using unphased genotype data,” International Conference on Analysis of Genomic Data, Boston MA (2004)

29. “The fractional risk set approach to multistage data,” Norwegian Academy of Science and Letters Centre for Advance Study Meeting on Statistical Analysis of Complex Event History Data, Oslo, Norway (2005)

30. “The fractional risk set approach to multistage data,” International Biometric Society ENAR Conference Austin, TX (2005)

31. “Estimating haplotype effects in family-based association studies,” Leiden University Medical Center Minisymposium on Association Analysis of Candidate Genes:  From Single Point to Multipoint Methods. Leiden, the Netherlands (2005)

32. “Novel Haplotype Sharing Statistics for Case-Parent Trio Data,” German Cancer Research Center (DKFZ) Workshop on Application of Haplotype Sharing Methods in Gene Mapping of Complex Diseases, Heidelberg, Germany (2006)

33. “Standardization and Denoising Algorithms for Mass Spectra to Classify Whole-Organism Bacterial Specimens,” Leiden University Medical Center Minisymposium: Statistical analysis for mass spectrometric proteomics, Leiden, the Netherlands (2006) 

34. “Model selection for stratification scores,” Royal Statistical Society Conference on Genetic Association Studies and Public Health, York England (2007)

35. “New haplotype sharing method for genome-wide case-control association studies implicates gene for Parkinson’s disease,” DIMACS Workshop on Computational Issues in Genetic Epidemiology, New Brunswick NJ (2008)

36. “Controlling Confounding in (Genetic) Case-Control Studies using the Stratification Score,” Joint Statistical Meetings, Vancouver BC, Canada (2010)

37. Discussion Group Leader, Genetic Analysis Workshop (GAW) 18, Stevenson WA (2012)

38. “Testing Association without Calling Genotypes Allows for Systematic Differences in Read Depth and Sequencing Error Rate between Cases and Controls,” Workshop on Emerging Statistical Challenges and Methods for Analysis of Massive Genomic Data in Complex Human Disease Studies, Banff International Research Station, Banff BC Canada (2014)
39. “Testing Association without Calling Genotypes Allows for Systematic Differences in Read Depth and Sequencing Error Rate between Cases and Controls,” International Biometric Society ENAR meeting, Baltimore MD (2014)

40. “An Introduction to the Statistical Issues in Analyzing Microbiome Data,” NIH Workshop Infectious Disease Research: Quantitative Methods and Models in the era of Big Data, Bethesda MD (2015)

41. “Introduction to Statistical Methods for Analyzing Data from Microbiome Studies,” Joint Statistical Meetings, Seattle WA (2015)

42. “Cutting Through the Confusion of Bioinformatics,” Microbiome World Congress Americas, Washington DC (2017)

43. “Testing Hypotheses about the Microbiome using an Ordination-Based Linear Decomposition Model,” Joint Statistical Meetings, Baltimore MD (2017)

44. “Analyzing Presence-Absence Data using the Linear Decomposition Model,” Joint Statistical Meetings, Vancouver BC (2018)

45. “Science and Statistics:  Analyzing Data from 16S rRNA Microbiome Experiments,” International Indian Statistical Association, Gainesville FL (2018)

46. “Testing Hypotheses about Associations between Taxonomic Groupings and Traits using 16S rRNA Data:  A Bottom-up Approach,” International Biometrics Society ENAR meeting, Philadelphia PA (2019)
47. “Analyzing Model Communities Data using Log-Linear Models,” Workshop on Emerging Statistical Challenges & Methods for Analysis of Human Microbiome Data, Banff International Research Station, Banff BC Canada (2019)
48. “LOCOM:  A Logistic-Regression-Based Bias-Robust Compositional Method for Analyzing Microbiome Data,” Joint Statistical Meetings, Seattle WA (Online) (2021)
b. Regional:
1. “Inference on Haplotype effects in Case-Control Studies Using Unphased Genotype Data,” Piedmont Genetic Epidemiology Society, Durham, NC (2003)

2. “Haplotype sharing for genome-wide case-control association studies,” Conference on Haplotype Analysis of Population and Pedigree Data in Association Studies, Birmingham, AL (2008)
3. “Robust regression analysis of copy number variation data,” Southern Regional Council on Statistics Summer Research Conference, Jekyll Island, GA (2009)

4. “Testing Association without Calling Genotypes Allows for Systematic Differences in Read Depth and Sequencing Error Rate between Cases and Controls,” Georgia State University 3rd Workshop on Biostatistics and Bioinformatics Atlanta GA (2014)

c. Institutional:
“To Normalize, or Not to Normalize; That is the Question:  Some Statistical Issues in Analyzing Microbiome Data,” Emory Symposium on the Microbiome and Human Health, Atlanta, GA (2015)

22. Abstract Presentations at National/International, Regional, and Institutional Conferences: 
a. National and International (* indicates presenting author):

1. Allen AS, Satten GA* “Semiparametric estimation of haplotype-disease association with unphased genotype data in family-based studies,” International Genetic Epidemiology Society Meeting, Nordwijkerhout, the Netherlands (2004) (Oral)
2. Epstein MJ, Allen AS, Satten GA* “Simple Correction for Population Stratification in Case-Control Studies Using a Novel Confounder Score,” European Mathematical Genetics Meeting, Cardiff, Wales (2006) (Oral)
3. Satten GA*, Allen AS, Ikeda M, Mulle JG, Warren ST “Simple methods for high-density copy number variation data,” International Genetic Epidemiology Society Meeting, York, England (2007) (Oral)
4. Allen AS and Satten GA* “New haplotype sharing method for genome-wide case-control association studies implicates gene for Parkinson’s disease,” International Genetic Epidemiology Society Meeting, St. Louis MO (2008) (Oral)
5. Allen AS and Satten GA* “New haplotype sharing method for genome-wide case-control association studies implicates gene for Parkinson’s disease,” American Society of Human Genetics Meeting, Philadelphia PA (2008) (Oral)
6. Hu Y-J, Liao P, Johnson HR, Allen AS and Satten GA* “Testing Association without Calling Genotypes Allows for Systematic Differences in Read Depth and Sequencing Error Rate between Cases and Controls,” International Genetic Epidemiology Society meeting, Chicago IL (2013) (Oral)
7. Satten GA*, Tyx RE, Rivera AJ “Testing Hypotheses about Bias Factors in a Log-Linear Model,” National Institute of Standards and Technology (NIST) Microbiome Standards Workshop, Gaithersburg MD (2019) (Oral and poster) 
8. Joseph NT, Satten GA, Williams R, Badell M, Sheth A. “The effect of antiretroviral therapy regimens on gestational weight gain in pregnant women with HIV.”   Society for Maternal-Fetal Medicine Meeting 2021 Las Vegas NV (online) (Poster)
23. Research Focus:

I develop statistical methods for analyzing data from epidemiologic and observational studies.  My current focus is data from microbiome studies, with emphasis on complex studies and bias correction.  I also work on methods for analyzing genetic association studies, mediation analyses of epidemiologic studies, development of maternal mortality indices and the success of assisted reproductive technology.

24. Grant Support: 


a. Active Support: 
i. Federally Funded:                                                 

NIH/NICHD grant UH3OD023318-Phase2                            09/01/2016 – 08/31/2023

PI Anne Dunlop                                                                     $1,109,801.00
The Impact of the Intrauterine and Early Childhood Environments on Neurocognitive and Metabolic Development in African American Youth: Focus on the Gut-Brain Axis.  Role:  Co-Investigator 20% effort.
CDC 20IPA2002826 (Satten)


                    09/01/2020-08/31/2021 

                  PI Glen Satten                                


         $35,000 

      The purpose of this IPA is to conduct analyses of complex data sets with the goal of improving maternal and infant health, especially as it relates to maternal mortality and assisted reproductive technology.
                              NIH grant R21DE029698-01 (Epstein, M)                                04/01/2020-03/31/2022

      PI Michael Epstein                                                                     $234,000 

      Improved Mediation Analyses in Case-Control Studies 

This project will develop improved tools for mediation analyses in case-control studies. This project will further apply these tools to a case-control genome-wide association study of orofacial clefting to elucidate the genetic mechanisms underlying this debilitating disorder. We will also create public software that will facilitate wide dissemination of these tools, thereby enabling their use by the scientific community at large.
Role:  Co-Investigator 

b. Previous Support: None (federal employee)



25. Bibliography:
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13. Satten GA, Kupper L (1993).  Conditional regression analysis of the odds ratio between two binary variables when one is not measured with certainty:  a method for epidemiologic studies.  Biometrics 49, 429-440

14. Satten GA, Kupper L (1993).  Inferences about exposure-disease associations using probability-of-exposure information. Journal of the American Statistical Association 88, 200-208

15. Schwartländer B, Janssen RS, Satten GA, Critchley SE, Petersen LR, Dondero TJ (1994).  Guidelines for designing rapid assessment surveys of HIV seroprevalence among hospitalized patients.  Public Health Reports 109, 53-59

16. Mastro TD, Satten GA, Nopkesorn T, Sangkharomya S, Longini IM Jr (1994).  Probability of female-to-male transmission of HIV-1 in Thailand.  The Lancet 343, 204-207

17. Johnson ES, Doll LS, Satten GA, Lenes B, Molinaris J, Shafer AW, Kamel H, Petersen LR (1994).  The impact of direct oral questions on blood donor screening for HIV. Transfusion 34, 769-774

18. Satten GA, Longini IM Jr (1994).  Estimation of incidence of HIV infection using cross-sectional marker surveys.  Biometrics 50, 675-688

19. Petersen LR, Satten GA, Dodd R, Bush MP, Kleinman S, Grindon A, Lenes B, Karon JM, and the HIV Lookback Study Group (1994).  Duration of time from HIV-1 infectiousness to detectable antibody. Transfusion 34, 283-289

20. Satten GA, Mastro TD, Longini IM (1994).  Modeling the female-to-male per-act HIV transmission probability in an emerging epidemic.  Statistics in Medicine 13, 2097-2106

21. Multicohort Analysis Project Workshop (1994).  Part I:  Immunologic markers of AIDS progression: consistency across five HIV-infected cohorts. AIDS 8:911-921

22. Multicohort Analysis Project Workshop (1994).  Part II:  Immunologic marker paths for seroconversion:  single determinations of immunoglobulin A and :  Immunologic marker paths for seroconversion:  single determinations of immunoglobulin A and β2-microglobulin are not adequate to estimate time of HIV infection.  AIDS 8:923-933

23. Busch MP, Lee LLL, Satten GA, Henrard DR, Farzadegan H, Nelson KE, Read S, Dodd RY, Petersen LR (1995).  Time course of detection of viral and serological markers preceding HIV-1 seroconversion:  Implications for blood and tissue donor screening.   Transfusion 35, 91-97

24. Lackritz EM, Satten GA, Aberle-Grasse J, Dodd RY, Raimondi VP, Janssen RS, Lewis WF, Notari EP, Petersen LR (1995).  Estimated risk of HIV transmission by screened blood in the United States.  The New England Journal of Medicine 333, 1721-1725

25. Satten GA (1995).  Upper and lower bound distributions which give simultaneous confidence intervals for quantiles.  Journal of the American Statistical Association 90, 747-752

26. Hendriks, JCM, Satten GA, Longini IM, van Druten HAM, Schellekens PTA, Coutinho RA, van Griensven GJP (1996).  Use of immunological markers and continuous-time Markov models to estimate progression of HIV infection among homosexual men in Amsterdam.  AIDS 10, 649-656

27. Satten GA, Longini IM (1996).  Markov chains with measurement error:  Estimating the ‘true’ course of a marker of HIV disease progression.  With discussion. Applied Statistics 45, 275-309

28. Satten GA (1996).  Rank-based inference in the proportional hazards model for interval censored data.  Biometrika 83, 355-370

29. Satten GA (1997).  Steady-state calculation of the risk of HIV infection from transfusion of screened blood from repeat donors. Mathematical Biosciences 141, 101-113

30. Ekpini ER, Wiktor SZ, Satten GA, Adjorlolo-Johnson GT, Sibailly TS, Ou C-Y, Karon JM, Brattegaard K, Whitaker JP, Gnaore E, De Cock KM, Greenberg AE (1997).  Late postnatal mother-to-child transmission of HIV-1 in Abidjan, Côte d'Ivoire.  The Lancet 349, 1054

31. Busch MP, Satten GA (1997).  Time course of viremia and antibody seroconversion following HIV exposure.  The American Journal of Medicine 102 (5B), 117-124

32. Satten GA, Datta S, Williamson J (1998).  Inference based on imputed failure times for the proportional hazards model with interval-censored data.  Journal of the American Statistical Association 93, 318-327

33. Palella FJ Jr, Delaney KM, Moorman AC, Loveless MO, Fuhrer J, Satten GA, Aschman R, Holmberg SD (1998).  Declining morbidity and mortality among patients with advanced Human Immunodeficiency Virus infection.  New England Journal of Medicine 338, 853-860

34. Janssen RS, Satten GA, Stramer S, Rawal BD, O’Brien TR, Weiblen BJ, Hecht FM, Jack N, Cleghorn FR, Kahn JO, Chesney MA, Busch MP (1998).  New testing strategy to detect early HIV-1 infection for use in incidence estimates and for clinical and prevention purposes.  Journal of the American Medical Association 280, 42-48
35. Hendriks, JCM, Satten GA, van Ameijden EJ, van Druten HAM, Coutinho RA, van Griensven GJP (1998).  The incubation period to AIDS among injecting drug users estimated from a CD4-staged Markov model including death.  AIDS 12, 1537-1544

36. Weinstock H, Sweeney S, Satten GA, et al. (1998).  HIV Seroincidence and risk factors among patients repeatedly tested for HIV attending sexually transmitted disease clinics in the United States, 1991-1996.  Journal of Acquired Immune Deficiency Syndromes and Human Retrovirology 19, 506-512

37. Satten GA, Sternberg M (1999).  Fitting semi-Markov models to interval-censored data with unknown initiation times. Biometrics 55, 507-513

38. Sternberg M, Satten GA (1999).  Discrete-time nonparametric estimation for semi-Markov models of chain-of-events data with interval censoring and truncation. Biometrics 55, 514-522

39. Satten GA, Datta S (1999).  A Kaplan-Meier form for the competing risk estimators.  Statistics and Probability Letters 42, 299-304

40. Kaplan EH, Satten GA (1999).  Hold Everything!  Holding policies for protecting plasma supplies.  Mathematical Biosciences 160, 159-173

41. Satten GA (1999).  Estimating the extent of tracking in interval-censored chain-of-events data.  Biometrics 55, 1228-1231

42. Satten GA, Janssen RS, Busch MP, Datta S (1999).  Validating marker-based incidence estimates in repeatedly screened populations.  Biometrics 55, 254-257

43. McFarland W, Busch MP, Kellogg TA, Rawal B, Satten GA, Katz MH, Dilley J, Janssen RS  (1999).  Detection of recent infection and estimation of HIV incidence at anonymous HIV counseling and testing sites in San Francisco using a
Sensitive/Less Sensitive Testing Strategy.  Journal of Acquired Immune Deficiency Syndromes and Human Retrovirology 22, 484-489

44. Datta S, Satten GA, Williamson JM (2000).  Consistency and asymptotic normality of estimators in a proportional hazards model for interval censored data.  Annals of the Institute of Statistical Mathematics 52, 160-172

45. Satten GA, Carroll R (2000).  Conditional and Unconditional Categorical Regression Models with Missing Covariates.  Biometrics 56, 384-388

46. Kaplan EH, Satten GA (2000).  Repeat Screening for HIV: When to Test and Why.  Journal of Acquired Immune Deficiency Syndromes and Human Retrovirology 23, 339-345

47. Satten GA, Datta S (2000).  The S-U algorithm for missing data problems. Computational Statistics 15, 243-277

48. Datta S, Satten GA, Datta S (2000).  Nonparametric estimation of the stage occupation probabilities for the three-stage irreversible illness-death model.  Biometrics 56, 841-847

49. Datta S, Satten GA (2000).  Estimating future stage entry and occupation probabilities in a multistage model based on randomly right-censored data.  Statistics and Probability Letters 50, 89-95

50. Satten GA, Flanders D, Yang Q (2001).  Accounting for Unmeasured Population Substructure in Case - Control Studies of Genetic Association using a Novel Latent Class Model.  The American Journal of Human Genetics 68, 466-477

51. Parekh BS, Hu DJ, Vanichseni S, Satten GA, et al.  (2001).  Evaluation of a Sensitive/Less-Sensitive Testing Algorithm Using the 3A11-LS Assay for Detecting Recent HIV Seroconversion Among Individuals With HIV-1 Subtype B or E Infection in Thailand. AIDS Research and Human Retroviruses 17, 453-458

52. Hudgens MG, Satten GA, Longini IM Jr.  (2001).  Nonparametric maximum likelihood estimation for competing risks survival data subject to interval censoring and truncation.  Biometrics 57, 74-80

53. Satten GA, Datta S (2001).  The Kaplan-Meier estimator as an inverse-probability-of-censoring weighted average.  The American Statistician 55, 207-210

54. Williamson JM, Satten GA, Hanson JA, Weinstock H, Datta S (2001).  Analysis of dynamic cohort data.  American Journal of Epidemiology 154, 366-372

55. Ghys PD, Diallo MO, Ettiegne-Traore V, Satten GA, Anoma CK, Maurice C, Kadjo J-C, Coulibaly I-M, Wiktor SZ, Greenberg AE, Laga M (2001).  Effect of interventions to control sexually transmitted disease on the incidence of HIV infection in female sex workers.  AIDS 15, 1421-31 

56. Satten GA, Datta S, Robins J (2001).  Estimating the marginal survival function in the presence of time dependent covariates.  Statistics and Probability Letters 54, 397-403

57. Datta S, Satten GA (2001).  Validity of the Aalen-Johansen estimators of stage occupation probabilities and Nelson-Aalen estimators of integrated transition hazards for non-Markov models.  Statistics and Probability Letters 55, 403-411 

58. Satten GA, Datta S (2002).  Marginal estimation for multistage models:  Waiting time distributions and competing risks analyses.   Statistics in Medicine 21, 3-19

59. Schreiber GB, Glynn SA, Satten GA, Kong F, Wright D, Busch MP, Tu Y,  Kleinman SH (2002).  HIV Seroconverting Donors Delay their Return: Screening Test Implications.   Transfusion 42, 414-21 
60. Weinstock H, Dale M, Gwinn M, Satten GA, Kothe D, Mei J, Royalty J, Linley L, Fridlund C, Parekh B, Rawal BD, Busch MP, Janssen RS (2002).  HIV seroincidence among patients at clinics for sexually transmitted diseases in nine cities in the United States.  Journal of Acquired Immune Deficiency Syndromes 29: 478-483

61. Hudgens MG, Longini IM Jr, Vanichseni S, Hu DJ, Kitayaporn D, Mock PA, Halloran ME, Satten GA, Choopanya K, Mastro TD (2002).  HIV-1 subtype-specific transmission probabilities among injecting drug users in Bangkok, Thailand.  American Journal of Epidemiology 155: 159-168

62.  Hudgens MG, Satten GA (2002).  Midrank unification of rank tests for exact, tied and censored data.  Journal of Nonparametric Statistics 14: 569-581

63. Datta S, Satten GA (2002).  Estimation of integrated transition hazards and stage occupation probabilities for non-Markov systems under dependent censoring.  Biometrics 58:792-802

64. Rathouz PJ, Satten GA, Carroll, RJ (2002).  Semiparametric inference in matched case-control studies with missing covariate data.  Biometrika 89:905-916

65.  Allen AS, Rathouz PJ, Satten GA (2003).  Informative missingness in genetic association studies: case-parent designs.  The American Journal of Human Genetics 72:671-680

66. Williamson JW, Datta S, Satten GA (2003).  Marginal analyses of clustered data when cluster size is informative.  Biometrics 59:36-42
67.  Cogswell ME, Gallagher ML, Steinberg KK, Caudill SP, Looker AC, Bowman BA, Gunter EW, Franks AL, Satten GA, Khoury MJ, Grummer-Strawn LM (2003).  HFE genotype and iron status in the U.S. population. Genetics in Medicine 5: 304-10
68.  Kothe D, Byers RH, Caudill SP, Satten GA, Janssen RS, Hannon WH, Mei JV (2003).  Performance characteristics of a New Less Sensitive HIV-1 EIA for Use in Estimating HIV Seroincidence.  Journal of Acquired Immune Deficiency Syndromes and Human Retrovirology 33:625-634
69.  Epstein MP, Satten GA (2003).  Inference on haplotype effects in case-control studies using unphased genotype data.  American Journal of Human Genetics 73: 1316-1329

70.  Correa-Villaseñor A, Satten GA, Rolka H, Langlois P, Devine O (2003).  Random error and undercounting in birth defects surveillance data:  Implications for inference.  Birth Defects Research (Part A) 67:610-616

71. Li Y, Ryan L, Bellamy S, Satten GA (2003).  Inference on clustered survival data using imputed frailties.  Journal of Computational and Graphical Statistics 12:640-662
72.  Allen AS, Collins, JS, Rathouz PJ, Selander CL, Satten GA (2003).  Bootstrap calibration of TRANSMIT for informative missingness of parental genotype data.  BMC Genetics 4(Suppl 1):S39

73.  Satten GA, Kong F, Wright DJ, Glynn SA, Schreiber GB (2004).  How special is a “special” interval:  Modeling departure from length-biased sampling in renewal processes.  Biostatistics 5:145-151

74.  Datta S, Satten GA, Benos DJ, Xia J, Heslin MJ, Datta S (2004).   An empirical Bayes adjustment to increase the true discovery rate of detecting differentially expressed genes in microarray experiments.  Bioinformatics 20:235-242

75.  Satten GA, Epstein MP (2004).  Comparison of Prospective and Retrospective Methods for Haplotype Inference in Case-Control Studies.  Genetic Epidemiology 27:192-201

76.  Satten GA, Datta S, Moura H, Woolfitt AR, Carvalho M da G, Carlone GM, De BK, Pavlopoulos A, Barr JR (2004).  Standardization and Denoising Algorithms for Mass Spectra to Classify Whole-Organism Bacterial Specimens.  Bioinformatics 20:3128-3136

77.  Epstein MP, Veal CD, Trembath RC, Barker JNWN, Li C, Satten GA (2005).  Genetic association analysis using data from nuclear families and unrelated subjects.  American Journal of Human Genetics 76: 592-608

78.  Datta S, Satten GA (2005).  Rank sum tests for clustered data.  Journal of the American Statistical Association 100:908-915

79.  Allen AS, Satten GA, Tsiatis AA (2005).  Locally-efficient robust estimation of haplotype-disease association in family-based studies.  Biometrika 92:559-571

80.  Allen AS, Satten GA (2005).  Robust testing of haplotype/disease association.  BMC Genetics 6(Suppl 1):S69

81.  Epstein MP, Waldman ID, and Satten GA (2006).  Improved association analyses of disease subtypes in case-parent triads.  Genetic Epidemiology 30:209-219

82.  Rubin CS, Holmes AK, Belson MG, Jones RL, Flanders WD, Kieszak SM, Osterloh, J, Luber GE, Blount BC, Barr DB, Steinberg KK, Satten GA, McGeehin MA, Todd RL (2007).  Investigating childhood leukemia in Churchill County, Nevada.  Environmental Health Perspectives 115:151-157

83.  Steinberg KK, Relling MV, Gallagher ML, Greene CN, Rubin CS, French D, Holmes AK, Carroll WL, Sampson EJ, Satten GA (2007).  Genetic studies of a cluster of acute lymphoblastic leukemia in Churchill County, Nevada.  Environmental Health Perspectives 115:158-164

84.  Kwee LC, Epstein MP, Manatunga AK, Duncan R, Allen AS, Satten GA (2007).  Simple methods for assessing haplotype-environment interactions in case-only and case-control studies.  Genetic Epidemiology 31:75-90

85.  Allen AS, Satten GA (2007).  Inference on haplotype/disease association using parent-affected-child data: the projection conditional on parental haplotypes method.  Genetic Epidemiology 31: 211-223

86.  Allen AS, Satten GA (2007).  Statistical Models for Haplotype Sharing in Case-Parent Trio Data.  Human Heredity 64: 35-44

87.  Epstein MP, Allen AS, Satten GA (2007).  A simple and improved correction for population stratification in case-control studies.  American Journal of Human Genetics 80: 921-930

88.  Allen AS, Satten GA (2007).  Association mapping via a class of haplotype sharing statistics.  BMC Proceedings 1(Suppl 1):S123

89.  Allen AS, Satten GA (2008).  Robust estimation and testing of haplotype effects in case-control studies.  Genetic Epidemiology 32:29-40
90.  Datta S, Satten GA (2008).  A signed-rank test for clustered data.   Biometrics 64:501-7

91.  Epstein MP, Allen AS and Satten GA (2008).  Response to Lee et al.  American Journal of Human Genetics 82:526-8

92.  Moura H, Woolfitt AR, Carvalho MG, Pavlopoulos A, Teixeira LM, Satten GA, Barr JR (2008).  MALDI-TOFF mass spectrometry as a tool for differentiation of invasive and non-invasive Streptococcus Pyogenes ioslates.  FEMS Immunology and Medical Microbiology 53:333-342

93.  Allen AS, Satten GA (2009).  A novel haplotype sharing approach for genome-wide case-control association studies implicates the Calpastatin gene in Parkinson's disease.  Genetic Epidemiology 33:657-667

94.  Sarasua S, Collins JS, Williamson DM, Satten GA, Allen AS (2009).  Effect of population stratification on the identification of significant SNPs in genome-wide association studies.  BMC Proceedings 3(Suppl 7):S13

95.  Allen AS, Satten GA (2009).  Genome-wide association analysis of rheumatoid arthritis data via haplotype sharing.  BMC Proceedings 3(Suppl 7):S30

96.  Liu Y, Li Y-J, Satten GA, Allen AS, Tzeng J-Y (2009).  A regression-based association test for case-control studies that uses inferred ancestral haplotype similarity.  Annals of Human Genetics 73: 520-526

97.  Kim SY, England L, Wilson HG, Bish C, Satten GA, Dietz P (2010).  Fraction of gestational diabetes mellitus attributable to overweight and obesity.  American Journal of Public Health 100:1047-1052

98.  Allen AS, Epstein MP, Satten GA (2010).  Score-based adjustment for confounding by population stratification in genetic association studies.  Genetic Epidemiology 34:383-385

99.  Allen AS, Satten GA (2010).  SNPs in CAST are associated with Parkinson disease: A confirmation study.  American Journal of Medical Genetics Part B 153B:973-979

100.  Abe K, Shapiro-Mendoza CK, Hall LR, Satten GA (2010).  Late preterm birth and the risk of developing asthma.  J Pediatrics 157:74-78

101.  Datta S, Bandyopadhyay D, Satten GA (2010).  Inverse probability of censoring weighted U-Statistics for right censored data with an application to testing hypotheses.  Scan J Statistics 37:680-700

102.  Satten GA, Allen AS, Bray SL, Dudbridge F, Epstein MP (2010).  Fast and robust tests for untyped SNPs in case-control studies.  Human Heredity 70:167-176

103.  Mulle JG, Dodd AF,  McGrath JA, Wolyniec PS, Mitchell AA, Shetty AC, Sobreira NL, Valle D, Rudd MK, Satten GA, Cutler DJ, Pulver AE, Warren ST (2010).  Microdeletions in 3q29 confer high risk of schizophrenia.  Am J Hum Genet 87:229-236

104.  Allen AS, Satten GA (2011).  Control for confounding in case-control studies using the stratification score, a retrospective balancing score.  Am J Epidemiol 173:752-760
105.  Xing C, Satten GA, Allen AS (2011).  A weighted accumulation test for associating rare genetic variation with quantitative phenotypes.  BMC Proceedings 5(suppl 9):S6

106.  England LJ, Kim SY, Shapiro-Mendoza CK, Wilson HG, Kendrick JS, Satten GA, Lewis C, Whittern P, Tucker MJ, Callaghan WM (2012).  Maternal smokeless tobacco use in Alaska Native women and singleton infant birth size.  Acta Obstetricia et Gynecologica Scandinavica 91(1):93-103

107.  Kharrazi M, Pearl M, Yang J, DeLorenze GN, Bean CJ, Callaghan WM, Grant A, Lackritz E, Romero R, Satten GA, Simhan H, Torres AR, Westover JB, Yolken R, Williamson DM (2012).  California Very Preterm Birth Study: Design and characteristics of a population- and biospecimen-bank-based nested case-control study.  Paediatric and Perinatal Epidemiology 26:250-263

108.  Epstein MP, Duncan R, Broadaway KA, He M, Allen AS, Satten GA (2012).  Stratification score matching improves correction for confounding by population stratification in case-control association studies.  Genetic Epidemiology 36(3):195-205

109.  Alisch RS, Barwick BG, Chopra P, Myrick LK, Satten GA, Conneely KN, Warren ST (2012).  Age-associated DNA methylation in pediatric populations. Genome Research 22(4):623-32

110. Satten GA, and Datta S (2012).  Minimum distance estimation of transformation parameters.  Journal of the Indian Statistical Association (Golden Jubilee Issue) 50:219‐239
111.  Epstein MP, Duncan R, Jiang Y, Conneelly KN, Allen AS, Satten GA (2012).  A novel permutation procedure to correct for confounders in case-control studies, including tests of rare variation.  The American Journal of Human Genetics 91(2):215-223

112.  Williamson DM, Marrie RA, Ashley-Koch A, Satten GA (2013).  Interaction of HLA-DRB1*1501 and TNF-alpha in a population-based case-control study of multiple sclerosis.  Immunology and Infectious Diseases 1(1):10-17
113.  Satten GA, Allen AS, Ikeda M, Mulle JG, Warren ST (2014).  Robust regression analysis of copy number variation data based on a univariate score.  PLoS ONE 9(2): e86272. doi:10.1371/journal.pone.0086272

114.  Jiang Y, Satten GA, Han, Y, Epstein MP, Heinzen EL, Goldstein DB, Allen AS (2014).  Utilizing population controls in rare-variant case-parent association tests.  The American Journal of Human Genetics 94: 845-853

115.  Epstein MP, Duncan R, Ware EB, Jhun MA, Bielak LF, Zhao W, Smith JA, Peyser PA, Kardia SLR,  Satten GA. (2015).  A statistical approach for rare-variant association testing in affected sibships.  American Journal of Human Genetics 96(4) 543-554

116.  Olaiya O, Sharma AJ, Tong VT, Dee D., Quinn C, Agaku I, Conrey EJ, Kuiper NM, Satten GA.  (2015).  Impact of the 5As brief counseling on smoking cessation among pregnant clients of special supplemental nutrition program for women, infants and children (WIC) clinics in Ohio.  Preventative Medicine 81 438-443

117.  Napier MD, Poole C, Satten GA, Ashley-Koch A, Marrie RA, Williamson DM (2016).  Heavy metals, organic solvents and multiple sclerosis: an exploratory look at gene-environment interactions.  Archives of Environmental & Occupational Health 71(1) 26-34

118.  Tyx RE, Stanfill SAB, Keong LM, Rivera AJ, Satten GA and Watson CH (2016).  Characterization of bacterial communities in selected smokeless tobacco products.  PLoS ONE 11(1):e0146939

119.  Hu Y-J, Liao P, Johnson HR, Allen AS and Satten GA (2016).  Testing rare-variant association without calling genotypes allows for systematic differences in sequencing between cases and controls. Plos Genetics 12(5):e1006040. DOI:10.1371/journal. pgen.1006040

120.  Shaw KA, Bertha M, Hofmekler T, Chopra P, Vatanen T, Srivatsa A, Prince J, Kumar A, Sauer C, Zwick ME, Satten GA, Kostic AD, Mulle JG, Xavier RJ, Kugathasan S (2016).  Dysbiosis, inflammation, and response to treatment: a longitudinal study of pediatric subjects with newly diagnosed inflammatory bowel disease.  Genome Medicine 8(1) DOI10.1186/s13073-016-0331-y

121.  Satten GA, Tyx RE, Rivera AJ, Stanfill S (2017).   Restoring the duality between principal components of a distance matrix and linear combinations of predictors, with application to studies of the microbiome.  PloS ONE 12(1):e0168131 DOI:10.1372/journal.pone. 0168131

122.  Brooks JP, Buck GA, Chen G, Diao L, Edwards DJ, Fettweis JM, Huzurbazar S, Rakitin A, Satten GA, Smirnova E, Waks Z, Wright ML, Yanover C, Zhou Y-H  (2017).   Changes in vaginal community state types reflect major shifts in the microbiome.  Microbial Ecology in Health & Disease 28 1303265, DOI:10.1080/16512235.2017.1303265

123.  Liao P, Satten GA, Hu Y (2017).   PhredEM: A Phred-score-informed genotype-calling approach for next-generation sequencing studies.  Genetic Epidemiology 41(5) 375-387
124.  Liao P, Satten GA, Hu Y (2017).   Robust inference of population structure from next-generation sequencing data with systematic differences in sequencing.  Bioinformatics 34(7) 1157-1163

125.  Satten GA, Kong M, Datta S (2018).  Multi-Sample Adjusted U-Statistics that Account for Confounding Covariates.  Statistics in Medicine 37(22) 3357-72

126.  Dunlop AL, Knight AK, Satten GA, Cutler A, Wright M, Mitchell R, Read T, Mulle J, Hertzberg VS, Hill C, Smith AK, Corwin EJ (2019) Stability of the vaginal, oral and gut microbiota across pregnancy among African American women:  the effect of socioeconomic status and antibiotic exposure.  PeerJ  7:e8004 http://doi.org/10.7717/peerj.8004
127.  Hu Y-J, Satten GA (2020) Testing hypotheses about the microbiome using the linear decomposition model (LDM).  Bioinformatics Aug 15;36(14):4106-4115. DOI: 10.1093/bioinformatics/btaa260. PMID: 32315393
128.  Li Y, Hu Y-J, Satten GA (2020) A Bottom-Up Approach to Testing Hypotheses That Have a Branching Tree Dependence Structure,With Error Rate Control.  Journal of the American Statistical Association epub Sept 16.  DOI: https://doi.org/10.1080/ 01621459.2020.1799811 

129.  Joseph NT, Satten GA, Williams R, Badell M, Sheth A (2021).  The effect of antiretroviral therapy regimens on gestational weight gain in pregnant women with HIV.  American Journal of Obstetrics and Gynecology  Feb 2021 224(2)SupplS231 DOI: https://doi.org/10.1016/j.ajog.2020.12.253
130.  Zhu Z, Satten GA, Mitchell C, Hu Y-J (2021).  Constraining PERMANOVA and LDM to Within-Set Comparisons by Projection Improves the Efficiency of Analyses of Matched Sets of Microbiome Data.  Microbiome  Jun 9;9(1):133 DOI: https://doi.org/10.1186/s40168-021-01034-9 PMID: 34108046
131. Dunlop AL, Satten GA, Hu Y-J, Knight AK, Hill CC, Wright ML, Smith AK, Read TD, Pearce BD, Corwin EJ (2021).  Vaginal Microbiome Composition in Early Pregnancy and Risk of Spontaneous Preterm and Early Term Birth among African American Women.  Frontiers in Cellular and Infection Microbiology Apr 29;11:641005.  DOI: 10.3389/fcimb.2021.641005 eCollection 2021.  PMID: 33996627
132.  Hu Y-J, Lane A, Satten GA (2021).  A Rarefaction-Based Extension of the LDM for Testing Presence-Absence Associations in the Microbiome.  Bioinformatics Jan 21;37(12):1652-7 DOI: 10.1093/bioinformatics/btab012 PMID: 33479757
b. Manuscripts Submitted 

Hu Y-J, Lane A, Satten GA.  A rarefaction-without-resampling extension of PERMANOVA for testing presence-absence associations in the microbiome.  Under review at Microbiome
Satten GA, Curtis SW, Solis-Lemus C, Leslie EJ, Epstein MP.  Efficient estimation of indirect effects in case-control studies using a unified likelihood framework.  Under review at Statistics in Medicine
Joseph NT, Satten GA, Williams RE, Haddad LB, Jamieson DJ, Sheth AN, Badell ML.  The Effect of Antiretroviral Therapy for the Treatment of HIV-1 in Pregnancy on Gestational Weight Gain.  Under review at Clinical Infectious Diseases
c. Review Articles:

 1.  Bailey-Wilson JE, Almasy L, de Andrade M, Bailey J, Bickeböllers H, Cordell HJ, Daw W, Goldin L, Goode EL, Gray-McGuire C, Hening W, Jarvik G, Maher BS, Mendell N, Paterson AD, Rice J, Satten GA, Suarez B, Vieland V, Wilcox M, Zhang H, Ziegler A, and MacCluer JW (2005).  Genetic Analysis Workshop 14: Microsatellite and single-nucleotide polymorphism marker loci for genome-wide scans.  BMC Genetics 6   (Suppl 1): S1

2.  Satten GA, Biswas S, Papachristou C, Turkmen A, König IR (2014).  Population-based association and gene by environment interactions in the Genetic Analysis Workshop 18.  Genetic Epidemiology 38(S1) S49-56

3.  Bickeböller H, Bailey JN, Beyene J, Cantor RM, Cordell HJ, Culverhouse RC, Engelman CD, Fardo DW, Ghosh S, Sun L, Tintle NL, Ziegler A, MacCluer JW, Almasy L (2014).  Genetic Analysis Workshop 18:  Methods and strategies for analyzing human sequence and phenotype data in members of extended pedigrees.  BMC Proceedings 8(Suppl 1): S1
d.  Symposium Contributions: 
1.  Satten GA (1994).  Models for markers of disease progression and their use in estimating recent HIV infection. In, Proceedings of the XVIIth International Biometric Conference
2.  Datta S, Satten GA, Datta S (2000).  Stage occupation probabilities in multistage models.  In IISA Conference Proceedings Volume.  Gordon and Breach  

e. Book Chapters:
1.  Longini IM, Clark WS, Satten GA, Byers RH, Karon JM (1996).  Staged Markov models based on CD4+ T-lymphocytes for the natural history of HIV infection. In Models for Infectious Human Diseases:  Their Structure and Relation to Data (V. Isham, G. Medley ed.s) Cambridge University Press, 429-449
2.  Satten GA, Grummer-Strawn L (1998).  Cross-Sectional Study.  In, The Encyclopedia of Biostatistics, pp. 1028-1031.  John Wiley:  Chichester, UK
3.  Satten GA, Janssen RA, Stramer S et al. (2001).  Development and validation of a serologic testing algorithm for recent HIV seroconversion.  In Quantitative evaluation of HIV prevention programs (ed.s EH Kaplan, R Brookmeyer).  Yale University Press 
4.  Datta S, Satten GA, Datta S (2002).  Estimation of stage occupation probabilities in multistage models. In Advances on Theoretical and Methodological Aspects of Probability and Statistics, (N. Balakrishnan, ed.), 493-506, Taylor & Francis, New York, NY
5.  Satten GA, Datta S (2004).  Marginal analyses of multistage data.  In, Handbook of Statistics Vol. 23:  Advances in Survival Analysis.  N. Balakrishnan and C. R. Rao, Eds. Elsevier B.V.  pp 559-574
6.  Zhao N, Satten GA (2021).  A log-linear model for inference on bias in microbiome studies.  In, Statistical Analysis of Microbiome Data.  S. Datta and S. Guha, Eds.  Springer-Verlag (in press).

f.  Books Edited and Written:  
1.  Risk Assessment and Evaluation of Predictions (Lecture Notes in Statistics Book 215).  Lee M-LT, Gail M, Pfeiffer R, Satten G, Cai T, Gandy A (eds).  Springer Verlag:  New York 2013. 

      Glen A. Satten, PhD

                  18 August 2021

13

