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A. Personal Statement

I am a Professor in the Departments of Statistics and Horticulture and the Biometry Program, affiliate in the Department of Biostatistics & Medical Informatics.  My statistical research is in the area of statistical genetics. 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 pre-doctoral trainees.

B. Positions and Honors

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

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

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

2006—2012
Instructor, U WA Seattle Summer Institute in Statistical Genetics

2011—2015
Chair, Departments of Statistics, University of Wisconsin, Madison, WI

1982—present
Faculty, Biometry Program, UW-Madison

1984—present 
Adjunct Faculty, Institute of Environmental Studies, UW-Madison

1996—present
Faculty, Plant Breeding and Plant Genetics Program, UW-Madison

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

2006—present
Affiliate Faculty, Department of Biostatistics & Medical Informatics, UW-Madison

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

Honors and awards

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

1976 
Organization for Tropical Studies Program, U Costa Rica

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

1976-81 
NIH Traineeship, UC-Berkeley

1982 
Evelyn Fix Memorial Medal, UC-Berkeley

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

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

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.

Associate Editor, BMC Genetics, 2009-14; G3: Genes|Genomics|Genetics 2011-14;


BMC Open Network Biology, 2011-14.

Trainer, UW-Madison: Computation and Informatics in Biology and Medicine Program (NLM) 2002-17; Genomic Sciences Training Program (NHGRI) 2003-18;  Interdisciplinary Biostatistics (NHLBI) 2007-12.

Grant Study Sections: USDA (Bioinformatics 2001); NIH (Metabolism 2003; NIAAA 2005-6; GCAT 2009; NIDDK 2011).

C. Contribution to Science

A full list of Yandell's published work from sources can be found through links on pages  http://www.stat.wisc.edu/~yandell/doc/vita.pdf or http://www.stat.wisc.edu/~yandell/doc/pubs.html.

Causal inference: Genotype drives phenotype, and clinical phenotypes are driven by molecular phenotypes. We developed methods to infer causal relationships in experimental crosses. We initially (2008, 2010) developed ways to infer full causal networks, but data noise and technology limitations moved us to consider ways to infer QTL hotspots (2012) and causality for pairs of phenotypes driven by a QTL. This work has been used to propose sets of potential candidate genes, including Nfatc2 (paper in review, not cited below). In addition, software packages R/qtlhot and R/qtlnet are available through CRAN.

1. Chaibub Neto E, Broman AT, Keller MP, Attie AD, Zhang B, Zhu J, Yandell BS (2013) Modeling causality for pairs of phenotypes in system genetics. Genetics 193: 1003-1013. PMID: 23288936
2. Chaibub Neto E, Keller MP, Broman AF, Attie AD, Jansen RC, Broman KW, Yandell BS (2012) Quantile-based permutation thresholds for QTL hotspots. Genetics 191: 1355-1365. PMC3416013 

3. 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. PMC3017382
4. Chaibub Neto E, Ferrara C, Attie AD, Yandell BS (2008) Inferring causal phenotype networks from segregating populations. Genetics 179: 1089-1100. PMC2429862
Model selection for genetic architecture. In a variety of settings, I collaborated with others to develop methods to infer the QTLs involved in complex traits. This work led to improvements in packages such as R/qtl on CRAN, which is widely used by systems geneticists and biologists in general.

Broman KW, Keller MP, Broman AT, Kendziorski C, Yandell BS, Sen S, Attie AD

 (2015) Identifiation and correction of sample mix-ups in expression genetic data: A

5.  case study. G3 5: 2177-2186. DOI:10.1534/g3.115.019778.

Shannon LM, Yandell BS, Broman K (2013) Users Guide for New BCsFt Tools for R/qtl

6. . http://www.rqtl.org/tutorials/ [Manuscript for publication in preparation.]

7. Wang P, Dawson J, Keller MP, Yandell BS , Thornberry N, Zhang BB, Wang IM, Schadt EE, Attie AD, Kendziorski C (2011) A model selection approach for expression quantitative trait loci (eQTL) mapping. Genetics 187 : 611-621. PMC3030500
8. 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. PMC2651044
Bayesian inference for multiple QTL. This work led to development of several Bayesian methods to infer multiple QTL, including for multiple traits. Software is available through CRAN for R/qtlbim.

9. Banerjee S, Yandell BS, Yi N (2008) Bayesian QTL mapping for multiple traits. Genetics 179: 2275-2289. PMID: 18689903. PubMed PMCID: PMC2516097.

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. PMID: 17237038
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. PMC1931535
12. 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. PMC1451197
Using a systems genetics approach, we identified several candidate genes that underlie genetic differences in susceptibility to disease, including hepatic steatosis and diabetes. Mechanistic studies were conducted to better understand the role played by the gene candidates.

13. Tian J, Keller MP, Oler AT, Rabaglia ME, Schueler KL, Stapleton DS, Broman AT, Zhao W, Kendziorski C, Yandell BS, Hagenbuch B, Broman KW, Attie AD (2015) Identification of the Bile Acid Transporter Slco1a6 as a Candidate Gene that Broadly Affects Gene Expression in Mouse Pancreatic Islets. Genetics 202: DOI:10.1534/genetics.115.183624; PubMed PMID: 26385979.  

14. Wang CY, Stapleton DS, Schueler KL, Rabaglia ME, Oler AT, Keller MP, Kendziorski CM, Broman KW, Yandell BS, Schadt EE, Attie AD (2012) Tsc2, a positional candidate gene underlying a quantitative trait locus for hepatic steatosis. J Lipid Res. 53:1493-501. PubMed PMID: 22628617; PubMed Central PMCID: PMC3540861. 

15. Bhatnagar S, Oler AT, Rabaglia ME, Stapleton DS, Schueler KL, Truchan NA, Worzella SL, Stoehr JP, Clee SM, Yandell BS, Keller MP, Thurmond DC, Attie AD (2011) Positional cloning of a type 2 diabetes quantitative trait locus; tomosyn-2, a negative regulator of insulin secretion. PLoS Genet: e1002323. PubMed PMID: 21998599; PubMed Central PMCID: PMC3188574. 

16. 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. PubMed PMID: 16682971
Systems genetics of diabetes and obesity. We mapped messenger RNA and proteomic traits. These inferences using QTL technology to provide clues to metabolic pathways that may be disrupted in diabetes and obesity.

Sinasac DS, Riordan JD, Spiezio SH, Yandell BS, Croniger CM, Nadeau JH (2016)

 Genetic control of obesity, glucose homeostasis, dyslipidemia, and fatty liver in a mouse

 model of diet-induced metabolic syndrome. Intl J Obesity 40: 346–355.

17.  DOI:10.1038/ijo.2015.184. PMID: 26381349.

18. Grimsrud PA, Carson JJ, Hebert AS, Hubler SL, Niemi NM, Bailey DJ, Jochem A, Stapleton DS, Keller MP, Westphall MS, Yandell BS, Attie AD, Coon JJ, Pagliarini DJ (2012) A quantitative map of the liver mitochondrial phosphoproteome reveals posttranslational control of ketogenesis. Cell Metab. 16:672-83. PubMed PMID: 23140645; PubMed Central PMCID: PMC3506251. 

19. Zhong H, Beaulaurier J, Lum PY, Molony C, Yang X, MacNeil DJ, Weingarth DT, Zhang B, Greenawalt D, Dobrin R, Hao K, Woo S, Fabre-Suver C, Qian S, Tota BR, Keller MP, Kendziorski CM, Yandell BS , Castro V, Attie AD, Kaplan LM, Schadt EE (2010) Liver and adipose expression associated SNPs are enriched for association with Type 2 Diabetes. PLoS Genet 6 : e1000932. PMC2865508
20. 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. PubMed PMID: 18347327; PubMed Central PMCID: PMC2336811. 

D. Research Support

ACTIVE

R01 DK058037 (Attie) NIH/NIDDK  2/19/10-11/30/14

Gene & gene networks associated with obesity & diabetes.

Development of tools and inference for statistical genetics related to several QTL crosses and related biological experiments across the Attie laboratory.

R01 GM74244 (Broman) NIH/NIGMS  06/01/10-05/31/14

Statistical methods and software for QTL mapping.

This project aims to develop improved model selection methods of multiple QTL mapping in experimental crosses, develop improved methods for the analysis of recombinant inbred lines and related strains, and develop and disseminate the R/qtl software for QTL mapping.

R01 GM069430 (N Yi, U Alabama Birmingham) NIH/NIGMS 07/01/10-06/30/15

Bayesian Methods for Genome Wide Interacting QTL mapping. 

This project is to develop Bayesian model selection methods and computer software for mapping epistatic genes in experimental crosses. Development of computer software and statistical methods for multiple QTLs using Bayesian framework.

R01 EY018869 (Nickells) NIH/National Eye Institute (NEI) 02/01/09-01/31/14

Characterization of RGC death susceptibility alleles.

Statistical expertise on QTL studies and other experiments.

