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PROFESSIONAL PREPARATION

California Institute of Technology
Mathematics
B.A. honors
1970-1974

University of California-Berkeley
Statistics
M.Sc.
1975-1978

University of California-Berkeley 
Biostatistics 
Ph.D. 
1975-1981

APPOINTMENTS

1996-

Professor, Departments of Statistics and Horticulture, UW-Madison

1988-1996
Associate Professor, Departments of Statistics and Horticulture, UW-Madison

1982-1988
Assistant Professor, Departments of Statistics and Horticulture, UW-Madison

2006-

Affiliate Faculty, Department of Biostatistics & Medical Informatics, UW-Madison

2006-

Associate Faculty, Comprehensive Cancer Center, UW-Madison

1996-

Faculty, Program in Plant Breeding and Plant Genetics

1984-

Affiliate Faculty, Institute of Environmental Studies, UW-Madison

1982-

Faculty, Program in Biometry, UW-Madison

2006-

Instructor, Summer Institute in Statistical Genetics, UW-Seattle

2001-

Instructor, Mathematical Approaches to Complex Phenotypes, The Jackson Laboratory

1999-2005
Instructor, Summer Institute in Statistical Genetics, NCSU

SIGNIFICANT PUBLICATIONS (Total: 99 refereed journal articles; 2 in review; 1 book; 11 book chapters)

Chaibub Neto E, Keller MP, Attie AD, Yandell BS (2010) Causal Graphical Models in Systems Genetics: a unified framework for joint inference of causal network and genetic architecture for correlated phenotypes. Ann Appl Statist 4 : 320-339.

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. 

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

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

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.

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.

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.

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.

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.

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.

SYNERGISTIC ACTIVITIES: Collaborate widely with biologists and quantitative scientists on campus concerning gene mapping, microarray data analysis, and genetical genomics methodology. Senior manager on multi-site (U Alabama-Birmingham, UW-Madison, Jackson Lab) software development team for Bayesian gene mapping model selection project (NIH funded). PI on pending NIH grant for systems genetics analysis platform. Instructor in several internationally recognized workshops on gene mapping and genetical genomics. Assisted in faculty/staff training workshops for diversity in hiring at UW-Madison jointly with WISELI. Mentor diverse graduate students and young faculty in Statistics and Horticulture.

Collaborators: D Allison, AD Attie, K Broman, GA Churchill, JEP Debaene, JP Fine, D Gianola, LM Hartweck, H Jacobs, C Kendziorski, KK Kidwell, C Kole, RF Luck, KF Manly, ST Nadler, MA Newton, TC Osborn, EE Schadt, JP Stoehr, S Tavoletti, CE Thorman, JP Palta, GJM Rosa, R von Smith, B Weir, RW Williams,  N Yi, ZB Zeng. 

Graduate Advisor: Kjell A. Doksum, UC-Berkeley (ret.) and UW-Madison (ret.).

Graduate Students: PhD: E Chaibub Neto (Network postdoc, Sage Bionetworks job offer in progress, Seattle, WA) CF Jin (McKinzie & Co., Shanghai); Y Song (Johnson & Johnson Pharm R&D, NJ); PJ Gaffney (Imclone Systems, NY); F Zou (Assoc Prof, Biostatistics, U NC, Chapel Hill); E Borghi (World Health Org, Geneva); HG Tao (GE Capital, CT); P Qiu (Prof, Statistics, U MN); JM Satagopan (Assoc Prof, Epidemiology & Biostatistics, Sloan-Kettering Mem Inst, NY); C Feng (1st Omni Bank, DE); W Taam (Boeing, Seattle, WA). MS: W Zheng (UW-Madison Genetics);; A Bersch (Nat Wild Health Res Ctr, WI); T Tran (Professor and Chair, Dept of Botany, Nat U of Ho Chi Minh City, Vietnam, and Scientist, Intl Crane Found); G Sargeant (Statistician, Northern Prairie Science Center, ND); MB Miller (Asst Prof, U MN Psychology); O Vázquez Yáñez (Dairy Sci, Galicia); PS Reynolds (Asst Prof, U Richmond Biology); C Wang (Pfizer); A Najar (France). Total: 22 (11 PhD Statistics, 11 MS Biometry).

Postdoctoral Fellows: JE Koltes (CIBM postdoc, UW-Madison, with AD Attie); H Lan (Prin Sci, Schering-Plough Research Institute, NJ); L Solberg (Med Col WI, with H Jacobs and AD Attie).  Total: 3.

