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A. Personal Statement: 

I am a Professor in the Departments of Statistics and Horticulture and Associate Chair of Statistics.  My statistical research is in the area of statistical genomics. I collaborate extensively with investigators conducting biomedical research, in particular in the area of obesity and diabetes research; these collaborations often motivate research projects for predoctoral trainees. I serve on the Biostatistics Option Committee and chair the Admissions Committee for the Department of Statistics. I have mentored 6 predoctoral students and have worked with several trainees on their rotations.

B. Positions and Honors. 

1996—present
Professor, Departments of Statistics and Horticulture, University of Wisconsin, Madison, WI

1988-1996
Associate Professor, Departments of Statistics and Horticulture, University of Wisconsin, Madison, WI

1982-1988
Assistant Professor, Departments of Statistics and Horticulture, University of Wisconsin, Madison, WI

2006—present
Professor, Department of Biostatistics & Medical Informatics, 

2006—present
Comprehensive Cancer Center 

1996—present
Plant Breeding and Plant Genetics Program, 

1984—present 
Institute of Environmental Studies

1982—present
Biometry Program

1999-2005
Instructor, NC State U Summer Institute in Statistical Genetics

2006—present
Instructor, U WA Seattle Summer Institute in Statistical Genetics

2001—present 
Instructor, Mathematical Approaches to the Analysis of Complex Phenotypes, The Jackson Laboratory

Honors and awards

2001 
David P. Byar Young Investigator Award to student Fei Zou, ASA Biometrics Section

1990 
Anna M. Jackson Award to student Penelope Reynolds, Amer. Soc. Mammalogists

1982 
Evelyn Fix Memorial Medal, UC-Berkeley

1976-81 
NIH Traineeship, UC-Berkeley

1977-78, 75-76 
UC Regents Fellow, UC-Berkeley

1976 
Organization for Tropical Studies Program, U Costa Rica

1974-75 
Thomas J. Watson, Jr., Fellow, Caltech

Professional societies (throughout past ten years)

American Statistical Association (ASA): Chair, Consulting Section 2000; Gnome Club, Caltech; International 

Biometrics Society; Institute of Mathematical Statistics: Committee on Electronic Issues 2002-06; Biometrika Association; Royal Statistical Society.

Editorial boards and Professional Activities

Editor, Amstat Online (www.amstat.org), ASA, 1999-2002.

Trainer, UW-Madison: Computation and Informatics in Biology and Medicine Program (NLM) 2002-12; Genomic Sciences Training Program (NHGRI) 2003-08; Interdisciplinary Biostatistics (NIGMS) 2005-10; Interdisciplinary Biostatistics (NHLBI) 2007-12.

Grant Study Sections: Bioinformatics, U.S. Dept. of Agriculture, 2001; Metabolism, National Institutes of Health, 2003; NIH/NIAAA, 2005-6

C. 
Selected peer-reviewed publications (in chronological order). (Total: 89 refereed journal articles; 3 in review; 1 book; 11 book chapters)

1. Manichaikul A, Moon JY, Sen S, Yandell BS, Broman KW (2009) A model selection approach for the identification of quantitative trait loci in experimental crosses.  Genetics 181: 1077-1086. 

2. Banerjee S, Yandell BS, Yi N (2008) Bayesian QTL mapping for multiple traits. Genetics 179: 2275-2289.

3. Chaibub Neto E, Ferrara C, Attie AD, Yandell BS (2008) Inferring causal phenotype networks from segregating populations. Genetics 179: 1089-1100.

4. Ferrara CT, Wang P, Chaibub Neto E, Stevens RD, Bain JR, Wenner BR, Ilkayeva OR, Keller MP, Blasiole DA, Kendziorski C, Yandell BS, Newgard CB, Attie AD (2008) Genetic networks of liver metabolism revealed by integration of metabolic and transcriptomic profiling. PLoS Genet 4: e1000034.

5. Keller MP, Choi YJ, Wang P, Davis DB, Rabaglia ME, Oler AT, Stapleton DS, Argmann C, Schueler KL, Edwards S, Steinberg HA, Neto EC, Kleinhanz R, Turner S, Hellerstein MK, Schadt EE, Yandell BS, Kendziorski CM, Attie AD (2008) A gene expression network model of type 2 diabetes establishes a relationship between cell cycle regulation in islets and diabetes susceptibility. Genome Res 18: 706-716.

6. Jin C, Fine J, Yandell B (2007) A unified semiparametric framework for QTL analyses, with application to spike phenotypes. J Amer Statist Assoc 102: 56-67.

7. Goodarzi MO, Lehman DM, Taylor KD, Guo X, Cui J, Quiñones MJ, Clee SM, Yandell BS, Blangero J, Hsueh WA, Attie AD, Stern MP, Rotter JI (2007) SORCS1: A novel human type 2 diabetes susceptibility gene suggested by the mouse. Diabetes 56: 1922-1929.

8. Weber A, Clark R, Vaughn L, Snchez-Gonzalez JdeJ, Yu J, Yandell BS, Bradbury P, Liu K, Doebley J (2007) Association genetics in Balsas teosinte (Zea mays ssp. parviglumis). Genetics 177: 2349–2359.

9. Yandell BS, Bradbury P (2007) Computing strategies and software for gene mapping. Ch. 11, Principles & Practices of Plant Molecular Mapping & Breeding. Ed. by C Kole. Science Publishers, Inc., Enfield, NH, USA. 

10. Yandell BS, Mehta T, Banerjee S, Shriner D, Venkataraman R, Moon JY, Neely WW, Wu H, von Smith R, Yi N (2007) R/qtlbim: QTL with Bayesian interval mapping in experimental crosses. Bioinformatics 23: 641-643.

11. Yi N, Banerjee S, Shriner D, Pomp D, Yandell BS (2007) Bayesian mapping of genome-wide interacting QTL for ordinal traits. Genetics 176: 1855-1864.

12. Yi N, Shriner D, Banerjee S, Mehta T, Pomp D, Yandell BS (2007) Efficient strategies for Bayesian mapping of genome-wide interacting QTL. Genetics  176: 1865-1877.

13. Clee SM, Yandell BS, Schueler KM, Rabaglia ME, Richards OC, Raines SM, Kabara EA, Klass DM, Mui ETK, Stapleton DS, Gray-Keller MP, Young MB, Stoehr JP, Lan H, Boronenkov I, Raess PW, Flowers MT, Attie AD (2006) Positional cloning of Sorcs1, a type 2 diabetes quantitative trait locus. Nat Genet 38: 688-693.

14. Guan Q, Zheng W, Tang S, Liu X, Zinkel R, Tsui KW, Yandell BS, Culbertson MR (2006) Predicting global changes in transcript stability in upf1- strains of budding yeast. PLoS Genetics 2: e203.

15. Lan H, Chen M, Byers JE, Yandell BS, Stapleton DS, Mata CM, Mui ETK, Flowers MT, Schueler KL, Manly KF, Williams RW, Kendziorski C, Attie AD (2006) Combined expression trait correlations and expression quantitative trait locus mapping. PLoS Genetics 2: e6.

16. Yi N, Yandell BS, Churchill GA, Allison DB, Eisen EJ, Pomp D (2005) Bayesian model selection for genome-wide epistatic QTL analysis. Genetics 170: 1333-1344.

17. Jin C, Lan H, Attie AD, Bulutuglo D, Churchill GA, Yandell BS (2004) Selective phenotyping for increased efficiency in genetic mapping studies. Genetics 168: 2285-2293.

18. Fine JP, Zou Z, Yandell BS (2004) Nonparametric estimation of mixture distributions with known mixture proportions. Biostatistics 5: 513.

D. 
Research Support. List selected ongoing or completed research projects (federal and non-federal support). 

Current

R01 DK058037 (PI: AD Attie)
6/1/06-3/31/11

NIH/NIDDK

The Genetics of Obesity and Diabetes 

The goal of this project is to identify genetic modifiers of diabetes susceptibility that are associated with cell decompensation in type 2 diabetes.


Role:Co-Investigator 

R01 GM069430   (PI K Broman)
7/1/07-3/31/10

NIH/NIGMS

Genetic architecture, biological variation, and complex phenotypes: Model selection for multiple QTL in experimental crosses. 

Role: Co-Investigator

R01 GM069430-01A2 (PI: N Yi, U Alabama Birmingham)
2005-10 

NIH/NIGMS

Bayesian Methods for Mapping Complex Epistatic Genes

This project is to develop Bayesian model selection methods and computer software for mapping epistatic genes in experimental crosses. 

Role: Co-Investigator

R01 DK066369 (PI: AD Attie)
12/1/03-11/30/09

NIH/NIDDK

Genetic Mapping of Networks Associated with -cell in a Mouse Diabetes Model System

Role: Co-Investigator

R01 EY018869 (PI: RW Nickells)
2/1/09-1/31/14 

NIH/NEI

Characterization of RGC death susceptibility alleles

Role: Statistician 

5/5/09

