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Academy of Forensic Sciences Annual Meeting, Abstract B29.

68. Weir BS 2006. Impact of dense genetic marker maps on plant population genetic studies.
13th Australasian Plant Breeding Conference, Christchurch, New Zealand. Abstract Book

71.
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69. Weir BS 2006. Lessons from very large SNP surveys of the human genome. National Breeders

Roundtable, St Louis, MO.

70. Weir BS 2006. Use of a dense marker map to study the human genome. Workshop on
Quantitative Genetics, Zheijiang University, Hangzhou, China.

71. Weir BS 2006. Heterogeneity of measures of population diversity in the human genome.
Department of Genome Sciences, University of Washington.

72. Weir BS 2006. A statistician in court. IMS New Researchers Conference. University of

Washington.

73. Weir BS 2006. Introductory Overview Lecture: Association mapping of human disease genes.

Joint Statistical Meetings, Abstract #1.

74. Gao, X. and B.S. Weir. 2006. Human population structure detection via multilocus genotype
clustering. Joint Statistical Meetings, Abstract #281.

75. Weir BS 2006. Estimating genetic relatedness. Joint Statistical Meetings, Abstract #309.

76. Samanta, S. and B.S. Weir. 2006. Estimating population structure. Joint Statistical Meet-
ings, Abstract #426.

77. Weir BS 2006. Heterogeneity of measures of human population structure. Int. Symposium
on Statistical Genetics and Genetic Epidemiology, Seoul National University, Seoul, Korea.

78. Weir BS 2006. Association mapping: statistical considerations. Joint Meetings of Am Soc

Agronomy, Crop Sci Soc Am, Soil Sci Soc Am. Abstract # 76-6

79. Weir BS 2006. Estimating Relatedness. Public Health Sciences, Fred Hutchinson Cancer

Research Center.

80. Weir BS 2007. Current Statistical Issues for the Interpretation of DNA Profiles. Government
Laboratory, Hong Kong.

81. Weir BS 2007. The Birthday Problem and DNA Profiles. Department of Statistics, University
of Auckland, New Zealand.

82. Weir BS 2007. Use of wild mice for mapping human disease genes. School of Biological

Sciences, University of Auckland, New Zealand.

83. Weir BS 2007. The Birthday Problem and DNA Profiles. Department of Statistics, University
of Waikato, New Zealand.

84. Lewis, K.E., B.S. Weir and M-C. King. 2008. Genomic approaches to the identification
of individuals through familial database searches. American Academy of Forensic Sciences

Annual Meeting, Abstract B59.

85. Weir BS 2008. The rarity of DNA profiles. Department of Statistics, University of Washing-
ton.

86. Weir BS 2008. But have you asked Dr. Hardy Weinberg? Department of Biostatistics,
University of Washington.
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87. Weir BS 2008. Association mapping for quantitative traits. Department of Human Genetics,

University of Delhi, New Delhi, India.

88. Weir BS 2008. Statistical issues in the interpretation of DNA profiles. Department of Human
Genetics, University of Delhi, New Delhi, India.

89. Weir BS 2008. Association mapping for quantitative traits. Central Potato Research Institute,
Shimla, India.

90. Weir BS 2008. DNA, Genetics and Forensics. Department of Genome Sciences, University of

Washington.

91. Weir BS 2008. Current statistical issues in forensic DNA analysis. University of Copenhagen,

Denmark.

92. Weir BS 2008. Principal components and population structure. Banbury Center, New York.

93. Weir BS 2008. But have you asked Dr. Hardy Weinberg? Plenary Address, American Society

of Human Genetics Annual Meeting.

94. Boehm, F.J., T.S. Lumley, K.M. Rice and B.S. Weir. 2008. Analysis of apparent homozy-
gous runs in genome-wide association studies. American Society of Human Genetics Annual

Meeting, Abstract 2299W.

95. Rohlfs, R.V., W.J. Swanson and B.S. Weir. 2008. Evidence for current co-evolution of

fertilization genes in humans. American Society of Human Genetics Annual Meeting, Abstract
2579T.

96. Weir BS 2008. Association mapping using molecular data. New Zealand Molecular Mapping

Workshop, Auckland, New Zealand.

97. Weir BS 2009. Cleaning large-scale genetic datasets. Fred Hutchinson Cancer Center, Seattle.

98. Weir BS 2009. Analysis of whole-genome SNP data. School of Biological Sciences, University

of Auckland, New Zealand.

99. Weir BS 2009. What makes a good GWAS study? NIDCR Workshop on the genetics of

temporomandibular joint disorders and other comorbid chronic pain conditions, Washington,
DC.

100. Weir BS 2009. Current applications of the Hardy-Weinberg law. Joint Statistical Meetings,

Washington, DC.

101. Weir BS and J.S. Buckleton. 2010. Lineage markers. American Academy of Forensic Sciences

Annual Meeting, Abstract

102. Weir BS 2010. GWAS statistical genetics issues. Fifth Annual Canadian Genetic Epidemiol-
ogy and Statistical Genetics Meeting, Toronto, Canada.

103. Weir BS 2010. Statistical genetic contributions of W.G. Hill. 9th Int Congress of Genetics
Applied to Livestock Production, Leipzig, Germany.

104. Weir BS 2010. Missing heritability in GWAS studies. University of Auckland, New Zealand.
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105. Weir BS 2010. The estimation of F-statistics: an historical view. Annual Meeting of the

Philosophy of Science Association, Montreal, Canada.

106. Weir BS 2010. Variation in identity measures. Program in Quantitative Genomics, Harvard
University, Boston, MA.

107. Weir BS 2011. Statistical genetic issues. Australasian Wildlife Forensics Conference. Auck-

land, New Zealand.

108. Weir BS 2011. The heritability of human height. University of Auckland, New Zealand.

109. Weir BS 2011 Population and chromosome structure revealed by SNP data. Prentice Sym-
posium, Fred Hutchinson Cancer Center.

110. Weir BS 2012. Haplotype frequency estimation. Scientific Working Group on DNA Analysis

Methods, Fredericksburg, VA.

111. Weir BS 2012. Population genetic issues for forensic DNA profiles. NIJ Grantees’ Meeting,
Atlanta, GA.

112. Weir BS 2012. The heritability of human height. University of Washington, Department of

Biostatistics.

113. Weir BS 2012. The heritability of human height. University of Sao Paulo - Sao Paulo, Brazil,
Department of Statistics.

114. Weir BS 2012. The heritability of human height. University of Sao Paulo - Piracicaba, Brazil,

Department of Statistics.

115. Weir BS 2012. Population and chromosome structure revealed by SNP data. University of
Sao Paulo - Sao Paulo, Brazil, Department of Genetics.

116. Weir BS 2012. Population and chromosome structure revealed by SNP data. University of

Sao Paulo - Piracicaba, Brazil, Department of Genetics.

117. Weir BS 2012. The heritability of human height. Symposium, National Institute of Environ-
mental Health Sciences, RTP, NC.

118. Weir BS, J.S. Buckleton and J. Curran. 2012. Incorporating uncertainty into likelihood ratios

for DNA evidence. Joint Statistical Meetings, San Diego, CA.

119. Zheng X, Shen J, Cox C, Wakefield J, Ehm M, Nelson M, Weir BS. 2012. HIBAG - HLA
genotype imputation with attribute bagging. Annual Meeting of the American Society of

Human Genetics.

120. Weir BS, Ballantyne, J., Bright, J-A., Buckleton, J.S., Curran, J., Laurie, C.A., Moretti, T.
and Myers S. 2013. Y-STR matching: A population-genetic perspective. 25th International

Society of Forensic Genetics Congress, Melbourne, Australia.

121. Weir BS 2013. What have we learned from the GENEVA project? 59th Congress of the
Brazilian Genetics Society, Aguas de Lindoia, Brazil.

122. Weir BS 2013. Y-STR matching: A population-genetic perspective. 59th Congress of the

Brazilian Genetics Society, Aguas de Lindoia, Brazil.
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123. Weir BS 2013. Characterizing the genetic structure of populations: Application to Y-STR

profiles. Department of Biostatistics, Harvard University.

124. Weir BS 2013. Unweighted estimation for Fst. Impact of Large-scale Genomic Data on
Statistical and Quantitative Genetics Conference, University of Washington.

125. Weir BS 2014. Population structure and parentage calculations. Ribeiro Preto SP, Brazil

126. Weir BS 2014. Population structure and association mapping. EMBRAPA, Sete Lagoas MG,
Brazil

127. Weir BS 2014. What have GWAS data told us about genome and population structure?
Department of Medical Genetics, UNIAMP. Campinas SP, Brazil

128. Weir BS 2014. What have GWAS data told us about genome and population structure?

UNIAMP. Department of Genetics, University of Sao Paul, Sao Paulo SP, Brazil

129. Weir BS Estimating F-statistics: Updating Weir and Cockerham Evolution 38:1538-1570

(19844). Society for the Study of Evolution Annual Meeting, Raleigh NC.

130. Weir BS 2014. Using match probabilities to characterize the effects of population structure
on the Strengths of DNA Evidence. International Conference on Forensic Statistics and

Inference. Leiden, The Netherlands.

131. Weir BS 2014. Characterizing population structure with F-statistics: relatedness on an evo-

lutionary time scale. International Centre for Mathematical Sciences Workshop on Statistical
and computational methods for relatedness and relationship inference from genetic marker

data. Edinburgh, UK.

132. Weir BS 2014. A population genetic approach to calculating match probabilities for autosomal
and lineage forensic DNA profiles. School of Criminal Science, University of Lausanne.

133. Weir BS 2014. Estimating F -statistics for the characterization of population structure. De-
partment of Ecology and Evolution, University of Lausanne.

134. Weir BS 2014. Statistical interpretation of whole-genome SNP data. Department of Statistics,

University of Lausanne.

135. Weir BS 2014. A population genetic approach to calculating DNA match probabilities. In-

stitute of Legal Medicine, University of Copenhagen.

136. Weir BS 2014. Estimating F -statistics for the characterization of population structure. De-
partment of Biochemistry, SUNY Buffalo.

137. Weir BS 2014. Characterizing the genetic structure of populations. Department of Ecology
and Evolution, University of California at Irvine.

138. Weir BS 2015. SNPs and SNVs in Forensic Science. International Congress on Forensic

Genetics. Krakow, Poland.

139. Weir BS 2015. Should elephant-poachers worry about Hardy-Weinberg equilibrium? PHS

Postdoc Discussion Group, Fred Hutchinson Cancer Research Center, Seattle.
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140. Weir BS 2015. Effects of population structure on matching probabilities. Washington State

Patrol, Seattle.

141. Weir BS 2016. A unified characterization of population structure and relatedness. North
Carolina State University (Cockerham Lecture).

142. Weir BS 2016. Measuring population structure and relatedness with genomic data. 5th
International Conference on Quantitative Genetics, Madison, WI.

143. Weir BS 2016. How should we interpret Y-chromosome evidence? Isaac Newton Institute for

Mathematical Sciences, Cambridge, UK.

144. Weir BS 2016. Uncertainty in likelihood ratios for DNA evidence. Royal Statistical Society

Annual International Conference, Manchester, UK.

145. Weir BS, Goudet J. 2016. A unified characterization of population structure and relatedness.
American Society of Human Genetics Annual Meeting, Vancouver, BC.

146. Hall TO, Weir BS. 2016. A compendium of worldwide surveys of population-specific FST for
forensic Y-STR markers. American Society of Human Genetics Annual Meeting, Vancouver,

BC.

147. Graffelman J, Nelson S, Gogarten SM, Weir BS. 2016. Statistical tests for Hardy-Weinberg
equilibrium at X-chromosomal genetic markers. American Society of Human Genetics Annual

Meeting, Vancouver, BC.

148. Zheng X, Gogarten S, Lawrence M, Stilp A, Levine D, Weir BS. 2016. SeqArray - A storage-

efficient high-performance data format for WGS variant calls. American Society of Human
Genetics Annual Meeting, Vancouver, BC.

149. Weir BS. 2017. A unified characterization of population structure and relatedness. Statistical

Genetics Research Symposium, University of Queensland, Brisbane, Australia.

150. Weir BS. 2017. Y-STR Interpretation. American Academy of Forensic Sciences Annual

Meeting, New Orleans, LA.

151. Weir BS. 2017. Some challenges of large-scale genomic studies. ESR Research Conference,
Wellington, New Zealand.

152. Weir BS. 2017. Statistical caveats with siblingship analyses. International Symposium on
Human Identification (ISHI), Seattle, WA.

153. Rice K, Zheng X, Gogarten S, Sofer T, Laurie CA, Laurie CC, Weir BS, Thornton TA, Szpiro

A, Bis J, Brody J. 2017. We didn’t see this in GWAS: Understanding and fixing unfamiliar
problems in association analyses, when pooling whole genome sequence data from multiple
studies. American Society of Human Genetics Annual Meeting, Orlando, FL.

154. Weir BS. 2018. Multi-locus match probabilities. NIJ Forensic Research and Development

Symposium. Seattle, WA.

155. Graffelman J, Weir BS, Puig X, Ginebra J. 2018. Recent methodological developments for
a Hardy-Weinberg analysis of X-chromosomal variants. Internat. Biometric Conf. Resp4,
Barcelona, Spain.
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156. Goudet J, Weir BS. 2018. How to estimate kinship. Joint Evolution Meetings, Montpellier,

France.

157. Weir BS. 2018. Estimating Relatedness and Population Structure. University of Auckland,
New Zealand.

158. Weir BS. 2018. UW Genetic Analysis Center. Seattle Childrens Reseach Institute, Seattle,
WA.

9 University of Washington Service

2006–14 Member, School of Public Health Executive Committee

2006– Member, Graduate Certificate in Statistical Genetics Executive Committee
2006–14 Member, Internal Advisory Committee, Center for Ecogenetics and Environmental Health
2006–11 Member, Internal Advisory Board, Institute for Public Health Genetics

2008–13 Associate Director, Northwest Institute for Genetic Medicine
2008–14 Member, Internal Advisory Board, Center for Biomedical Statistics

2011–12 Member, School of Public Health Strategic Planning Committee
2012, 2015–17 Chair, School of Public Health Genomics Search Committee

2015– Director, Institute for Public Health Genetics
2015– Director, Graduate Program in Public Health Genetics

2015– Director, Genetic Analysis Center
2016–17 Member, Faculty Council, School of Public Health

2018– Member, School of Public Health Leadership Group

10 Professionally Related Community Service

2018. Talk to Advanced Statistics Class, Bainbridge Island High School.

11 Other Pertinent Information

None
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12 Teaching History

12.1 Formal Courses at University of Washington

Year Qtr Cours Number Credits Course Name

2006 AUT BIOST 580B 1 Statistical Genetics Seminar

2007 WIN BIOST 551 3 Statistical Genetics II
AUT BIOST 5810B 1 Statistical Genetics Seminar

2008 WIN BIOST 551 3 Statistical Genetics II
SPR BIOST 578B 3 Special Topics, Association Mapping
AUT BIOST 581 1 Statistical Genetics Seminar

AUT BIOST 551 3 Statistical Genetics II
2009 SPR BIOST 578D 3 Special Topics: Association Mapping

AUT BIOST 581 1 Statistical Genetics Seminar
AUT BIOST 551 3 Statistical Genetics II

2010 AUT BIOST 581 1 Statistical Genetics Seminar
AUT BIOST 551 3 Statistical Genetics II

2011 WIN BIOST 581 1 Statistical Genetics Seminar
SPR BIOST 581 1 Statistical Genetics Seminar

AUT BIOST 551 3 Statistical Genetics II
2012 AUT BIOST 581 1 Statistical Genetics Seminar

AUT BIOST 516 3 Statistical Methods for Genetic Epidemiology

2013 AUT BIOST 581 1 Statistical Genetics Seminar
2014 SPR PHG/BIOST 302 3 Forensic Genetics

2015 WIN BIOST 581 1 Statistical Genetics Seminar
WIN PHG 511/EPI 517 3 Genetic Epidemiology

SPR PHG 302/BIOST 302 3 Forensic Genetics
AUT BIOST 551/STAT 551 3 Statistical Genetics II

2016 WIN PHG 511/EPI 517 3 Genetic Epidemiology
SPR PHG 302/BIOST 302 3 Forensic Genetics

AUT BIOST 551/STAT 551 3 Statistical Genetics II
AUT PHG 580 1 Public Health Genetics Seminar

2017 WIN PHG 302/BIOST 302 3 Forensic Genetics

WIN PHG 580 1 Public Health Genetics Seminar
SPR PHG 580 1 Public Health Genetics Seminar

SPR PHG 511/EPI 517 3 Genetic Epidemiology
AUT BIOST 551 3 Statistical Genetics II

AUT PHG 580 1 Public Health Genetics Seminar
2018 WIN PHG 302/BIOST 302 3 Forensic Genetics

WIN PHG 580 1 Public Health Genetics Seminar
SPR PHG 580 1 Public Health Genetics Seminar

AUT BIOST551/STAT 551 3 Statistical Genetics II
AUT PHG 580 1 Public Health Genetics Seminar
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12.2 Other Teaching

Year Location Activity

2006 University of Washington Summer Institute in Statistical Genetics

Seoul National University Asian Institute in Statistical Genetics
2007 University of Washington Summer Institute in Statistical Genetics

University of Liege European Institute in Statistical Genetics

2008 University of Washington Summer Institute in Statistical Genetics
University of Auckland Australasian Institute in Statistical Genetics

2009 University of Washington Summer Institute in Statistical Genetics
University of Liege European Institute in Statistical Genetics

2010 University of Washington Summer Institute in Statistical Genetics
Peking University Asian Institute in Statistical Genetics

US Wildlife Forensic Sci Statistical Genetics for Forensic Science
Canadian Soc Forensic Sci Statistical Genetics for Forensic Science

2011 University of Washington Summer Institute in Statistical Genetics
University of Liege European Institute in Statistical Genetics

2012 University of Washington Summer Institute in Statistical Genetics

University of Edinburgh European Institute in Statistical Genetics
2013 University of Washington Summer Institute in Statistical Genetics

2014 University of Sao Paulo Brazilian Summer Institute in Statistical Genetics
University of Washington Summer Institute in Statistical Genetics

University of Lausanne Swiss Summer Institute in Statistical Genetics
2015 University of Washington Summer Institute in Statistical Genetics

Academia Sinica Taiwan Institute in Statistical Genetics
2016 University of Washington Summer Institute in Statistical Genetics

University of Algarve Portugese Institute in Statistical Genetics
2017 New York University Abu Dhabi Abu Dhabi Winter Institute in Statistical Genetics

University of Queensland Brisbane Summer Institute in Statistical Genetics

University of Washington Summer Institute in Statistical Genetics
University of Lausanne Swiss Institute in Statistical Genetics

2018 University of Washington Summer Institute in Statistical Genetics

13 Advising and Formal Mentoring

13.1 Current Advising and Mentoring

Name Program Role

Sanne Aalbers Biostatistics m NIST Fellow
Yuxin Guo Public Health Genetics Visiting Scholar
Yunqi Li Public Health Genetics Advisor

Pearl Liu Biostatistics RA Supervisor
Charles Wolock Biostatistics RA Supervisor

Lluvia Xia Epidemiology RA Supervisor
Edward Zhao Biostatistics RA Supervisor
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13.2 PhD Dissertation Chair Completed

Year Name Dissertation / Present Position

1 1976 V.J. Thomas “The application of matrix theory to optimal design of experiments.”

2 1977 Sam Choy “One- and two-locus inbreeding for recurrent selection and overlapping
generations.”

3 1981 John Reynolds “Genetic distance and coancestry.”

Now Biostatistics Director for Alfred Health, Melbourne, Australia.
4 1986 Kenneth Dodds “Resampling methods in genetics and the effect of family structure in

genetic data.”
Now at AgResearch, New Zealand

5 1988 Jaime Hernandez “Testing genetic hypotheses.”
6 1989 Jun Zhu “Estimation of genetic variance components in the general mixed model.”

Now Professor at Zheijiang University.
7 1993 Spencer Muse “Testing for equality of nucleotide substitution rates.”

Now Professor at North Carolina State University.
8 1993 Rebecca Doerge “Statistical methods for locating quantitative trait loci with molecular

markers.”

Now Dean of Science, Carnegie Mellon University.
9 1993 Paul Maiste “Comparison of statistical tests for independence at genetic loci with many

alleles.”
10 1996 Lauren McIntyre “DNA fingerprinting and Hardy-Weinberg equilibrium: a continuous analysis of

VNTR data.”
Now Professor at University of Florida.

11 1996 Yi-Ju Li “Characterizing the structure of genetic populations.”
Now Associate Professor at Duke University.

12 1997 Eden Martin “Extensions of the transmission/disequilibrium test for identifying human
disease genes.”
Now Professor at University of Miami.

13 1998 Jennifer Shoemaker “A Bayesian characterization of genetic disequilibria.”
14 1999 Stephanie Monks “Family-based methods which rely on association for the mapping of genes

in human populations.”
Now S. Santorico, Associate Professor at University of Colorado

15 1999 Dahlia Nielsen “An examination of association based tests for localizing genes in outbred
populations.”

Now Associate Professor at North Carolina State University
16 1999 Dmitri Zaykin “Statistical analysis of genetic associations.”

Now at National Institute of Environmental Health Science
17 2001 Shu-Pang Huang “Robust methods for estimating allele frequencies.”

Now at Bristol-Myers-Squibb
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Year Name Dissertation / Present Position

18 2002 Tzu-Ming Chu “Statistical nonparametric and linear mixed model analyses of

oligonucleotide DNA chips data.”
Now at SAS Inc.

19 2002 Wenlei Liu “Development of linkage and association methods to map disease
genes.”
Now at Eli Lilly

20 2003 Wendy Czika “Accounting for within- and between-locus dependencies in marker
association tests.”

Now at SAS Inc.
21 2003 Zhaoling Meng “Statistical topics in disease gene mapping.”

Now at Sanofi-Aventis
22 2004 Xiang Yu “Statistical methods for the analysis of genetic marker and

microarray data.”
Now at Merck

23 2004 Li Li “Disease gene mapping in general pedigrees.”
Now at GlaxoSmithKline

24 2004 Andrea Johnson “Estimation and sampling properties of gene diversity, heterozygosity
and FST .”
Now at CardioDx

25 2005 Amanda Hepler “Improving forensic identification using Bayesian networks and
relatedness estimation.”

Now at Innovative Decisions
26 2005 Weichun Huang “Computational methods for identifying and characterizing the human

gene regulatory regions.”
Now at National Institute of Environmental Health Sciences

27 2006 Gary Beecham “Statistical methods for the analysis of forensic DNA mixtures.”
Now Assistant Professor at University of Miami

28 2006 Xiaoyi Gao “Statistical methods in genetic association studies.”
Now Associate Professor at University of Illinois at Chicago.

29 2006 Xi Chen “Characterizing the genetic structure of populations.”

Now Associate Professor at Vanderbilt University
30 2010 Rori Rohlfs “The role of null distributions in statistical genetics.”

Now Assistant Professor at San Francisco State University.
31 2010 Yoonha Choi “Case-control association testing with unknown multilevel

relationships:
cryptic relatedness and population structure.”

Now at Veracyte.
32 2013 Xiuwen Zheng “Statistical prediction of HLA alleles and relatedness analysis in

genome-wide association studies.”
Now Postdoctoral student at University of Washington.

33 2014 Matthew Conomos “Inferring, estimating, and accounting for population and

(co-advisor) pedigree structure in genetic analyses.”
Now Research Scientist in Genetic Analysis Center, UW

34 2016 Taryn Hall “The Y chromosome in forensic and public health genetics.”
Now Research Scientist at Institute for Systems Biology

35 2018 Qian Zhang “Statistical Genetic Methods and Applications for Population Structure.”
Now in Medical School, University of Washington
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13.3 Masters Thesis Chair Completed

Year Student Thesis Title

2008 Qiong Zhao Testing for Association Between Markers and Trait Loci

in a Quantitative Genetic Framework.

13.4 Postdoctoral Supervision Completed

Years Name Support / Present Position

1 1982–83 J.C. Stephens Cockerham P01

Now at Motif BioSciences
2 1985–87 L.D. Brooks Weir R01

Now at National Human Genetics Research Institute
3 1988–90 C.J. Basten Sloan Foundation Fellowship

Now at Syngenta
4 1991–94 P.O. Lewis NIH Fellowship

Now Professor at University of Connecticut

5 1992–94 B.S. Gaut NIH Fellowship
Now Professor at University of California at Irvine

6 1994–95 N. Taylor Weir R01
Left science

7 1996–98 K. Simonsen Weir P01
Now Associate Professor, Purdue University

8 1996–98 I. Painter Weir R01
Now Assistant Professor at University of Washington

9 1997–98 E. Buckler NIH Fellowship
Now Professor at Cornell University

10 1997–99 J. Curran New Zealand Fellowship

Now Professor at University of Auckland
11 1998–99 J. Graham NISS Fellowship

Now Professor at Simon Fraser University
12 1999–00 M. deLuca Italian Fellowship

Now Associate Professor at University of Alabama
13 2000–01 S. Hardy VIGRE Fellowship

Now Director of Institutional Research at University of Maine
14 2001–04 G. Skalski NIEHS Fellowship

Left science
15 2003–06 A. Anderson VIGRE Fellowship

Now Associate Professor at Western Washington University

16 2007–09 T. Bhangale Weir R01
Now at Genentech

17 2014 S. Gittleson Swiss NSF
Now at NIST

18 2015-16 A. Thiery NIST
Now at University of Bern

19 2015-17 E. Bodah NIEHS Fellowship
Now at Progene Inc.
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