
1 | P a g e  

 

 

 

 

 
 
 
 
Newsletter 
 
 
 
Get Connected! 
Twitter: https://bit.ly/3DKXyos 
LinkedIn: https://bit.ly/3AOZBWy 
Instagram: https://bit.ly/3p2aK49  
Facebook: https://bit.ly/30jXvBp 
Homepage: https://bit.ly/3lK4Ja5  

 

Announcements 

• Please check our website for details. 

(https://community.amstat.org/sectiononstati

sticsingenomicsandgenetics/meetings/upco

mingevents)  

• A grant application webinar to be held at 1-

2pm on June 16 (EST). 

• Section on Statistics in Genomics and 

Genetics Business Meeting at JSM. Date:  

6:00 – 7:30 PM. on 8/9/2022.  
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Forum for Justice, Equity, 

Diversity, and Inclusion 

(JEDI)  
 
Many people in the (bio)statistics education and 
research communities, as well as within our own 
SSGG community, are working hard to improve 
justice, equity, diversity, and inclusion at their 
institutions and in the field. We are taking the 
opportunity in this newsletter to highlight a few 
resources and people invested in JEDI work that we 
are aware of. This list is nowhere near exhaustive, 
so we would love to hear from you what resources 
you’ve found most helpful in your JEDI efforts. 
Please contact Ching-Ti Liu (ctliu@bu.edu) if you 
have resources you’d like to see highlighted in 
future newsletters.  
 
National Human Genome Research Institute: 
NHGRI’s 2020 Strategic Vision “prioritizes 
enhancing diversity in the genomics workforce, 
inclusion, equity in the field of genomics as well as 
increasing research to address health disparities 
and to develop interventions for improving health 
equity.” To that end, they have announced 
fellowships and funding opportunities and 
developed working explanations of how diversity 
and genomics relate. They have also held a 
workshop, available online, highlighting future 
directions to “help decrease health disparities and 
improve health equity in genomics.”  

 
Research on Health Equity, Including Access 
and Uptake Disparities in Practical Genomics: 
There are too many people doing important work in 
this area to mention them all. A few starting points 
are: (1) an outline of the problem from the CDC, (2) 
Dr. Genevieve Wojcik’s work in this area, including 
this paper on how multiracial individuals get left 
behind in genomics research; and (3) the PAGE 
study, which showed how analyzing diverse 
populations can facilitate replication of prior studies, 
discovery of new loci, and a better understanding of 
heterogeneity of effect sizes across ancestries.  
 
 
National Society of Genetic Counselors: NSGC 
has compiled a webpage including both general 

resources and online courses and conversations 
held within their Society about bias, 
microaggressions, and the impact of DEI in training 
programs.  
 
JEDI in Introductory (Bio)Statistics Classes: 
Several institutions and individual faculty have 
worked to update or redesign their introductory 
biostatistics and statistics courses to best support 
all learners. Dr. Scarlett Bellamy, Dr. Reneé Moore, 
and Andrea Lane have given an ASA JEDI webinar 
on their work incorporating DEI topics into lab 
sections at Drexel and Emory (recording, slides, 
JEDI webinar page); Amber Lin and Priya Srikanth 
presented tips at USCOTS 2021 for incorporating 
flexibility and personal connection at key points in 
an introductory class, among other things; and UNC 
Charlotte describes a redesign of their introductory 
statistics sequence with an eye towards reducing 
equity gaps (for example, through active learning 
and “just-in-time concepts” adapted to students’ 
current level of understanding). Dr. Jo Hardin has 
also collected a list of ways she and others are 
working to advance JEDI at Pomona and more 
broadly in mathematics and statistics; many of 
these ideas would be generalizable to other 
institutions and contexts.  
 
Conferences and Mentoring: StatFest is an 
annual one-day conference “aimed at encouraging 
undergraduate students from historically 
underrepresented groups to consider careers and 
graduate studies in the statistical sciences.” 
SACNAS (The Society for the Advancement of 
Chicanos and Native Americans in Science), a 
“multidisciplinary and multicultural” community of 
STEM scholars, states that their mission is to 
“dedicated to fostering the success of 
Chicanos/Hispanics and Native Americans, from 
college students to professionals, in attaining 
advanced degrees, careers, and positions of 
leadership in STEM,” including through a 
conference, an undergraduate research day, and 
mentoring. Several large national conferences 
regularly hold workshops or mentoring programs for 
historically-underrepresented students, such as the 
JSM Diversity Workshop and Mentoring Program 
hosted by the Committee on Minorities in Statistics 
and the Fostering Diversity in Biostatistics workshop 
held as part of ENAR each year (workshop 
information from March 2022).  

mailto:ctliu@bu.edu
https://www.genome.gov/2020SV
https://www.genome.gov/about-nhgri/leadership-initiatives/Diversity-Equity-and-Inclusion-at-NHGRI
https://www.youtube.com/watch?v=NA_RIQ8KN8I&list=PL1ay9ko4A8sncmfEvNq9vNd5R8Xt_F53F
https://blogs.cdc.gov/genomics/2021/05/18/public-health-genomics-priorities/
https://arxiv.org/abs/2205.00027
https://www.nature.com/articles/s41586-019-1310-4
https://www.nature.com/articles/s41586-019-1310-4
https://www.nsgc.org/Policy-Research-and-Publications/Justice-Equity-Diversity-and-Inclusion-JEDI/DEI-Resources
https://www.nsgc.org/Policy-Research-and-Publications/Justice-Equity-Diversity-and-Inclusion-JEDI/DEI-Resources
https://youtu.be/zu95d2gYoTc
https://drive.google.com/file/d/1mKil-a244bGMPzaV6TcpPY74asFbi6no/view?usp=sharing
http://datascijedi.org/webinars/
https://www.causeweb.org/cause/uscots/uscots21/tu-02-updating-introduction-biostatistics-course-better-support-diversity-equity-and
https://inside.charlotte.edu/news-features/2021-10-13/innovative-redesign-statistics-course-improves-grades-decreases-equity-gap
https://inside.charlotte.edu/news-features/2021-10-13/innovative-redesign-statistics-course-improves-grades-decreases-equity-gap
https://hardin47.netlify.app/project/dei/
https://hardin47.netlify.app/project/dei/
https://community.amstat.org/cmis/events/statfest/statfest-2022
https://www.sacnas.org/
https://community.amstat.org/cmis/home
https://www.enar.org/meetings/FosteringDiversity/
https://www.enar.org/meetings/FosteringDiversity/
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Awards and Recognitions 
 
 
 
 
 
 
 
 
 
The following members of SSGG have been named 
2022 ASA Fellows. Congratulations to all!  
   

 
Yuehua Cui  
Michigan State University 
 
Yuehua Cui, Professor and Director of Graduate 
Programs, Department of Statistics and Probability 
at the Michigan State University. His citation reads, 
“For outstanding contributions to methodology 
development and applications in statistical genetics 
and genomics; for exemplary mentoring of graduate 
students and junior researchers; and for significant 
service to the profession.” Dr. Cui’s primary 
research area has been in the development of 
statistical methods and computational algorithms for 
analyzing genetic/genomic data. His current 
research is focused on developing statistical 
methods for multi-omics data integration, high-
dimensional mediation analysis, causal inference 
with Mendelian randomization, gene-gene and 
gene-environment interactions. 
 
 
 

 
 
Misrak Gezmu   
National Institute of Allergy and Infectious Diseases 
 
Dr. Gezmu, Program Official for Statistical Methods 
grants at the Biostatistics Research Branch, 
Division of Clinical Research, National Institute of 
Allergy and Infectious Diseases (NIAID), National 
Institutes of Health (NIH). Her citation reads “For 
vision and persistence in catalyzing the 
development of biostatistical capacity in sub-
Saharan Africa and for cultivating and championing 
biostatistical researchers.” In her capacity as a 
Program Official, she assists the statistical 
community by informing them about NIAID’s current 
research areas, and by identifying the needs to 
developing statistical methods for the design and 
analysis of conducting research projects in those 
areas. She has a special interest in attracting new 
investigators to the field of biostatistics; she 
encourages and works closely with junior 
investigators in submitting NIH grants. Dr. Gezmu is 
highly dedicated to increasing the biostatistical work 
force to address the growing demand of 
biostatisticians in biomedical research. Her effort of 
increasing biostatisticians has had positive results 
both nationally and internationally. Internationally, 
her focus is in strengthening the biostatistics 
resources in low- and middle-income countries; her 
current focus is the sub-Saharan African countries. 
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Haiyan Huang  
University of California, Berkeley 
 
Haiyan Huang, Professor of Statistics and Director 
of Center for Computational Biology at University of 
California, Berkeley. Her citation read, “For 
outstanding research in applied statistics, 
computational biology and applied probability and 
major contributions to institutional establishment of 
computational biology within data science.” Her 
research is at the interface between statistics and 
data-rich scientific disciplines. Especially, her group 
is interested in taking on a variety of data modeling 
and analysis challenges from the cutting edge of 
biological and medical research, and developing 
effective new methods to answer complex biological 
and medical questions.  
 

 
Peng Wei 
The University of Texas MD Anderson Cancer 
Center 
 
Peng Wei, Professor in the Department of 
Biostatistics at the University of Texas MD 
Anderson Cancer Center. His citation reads, “For 
fundamental contributions to the development of 
statistical methods for genetics and genomics data, 
outstanding collaborative research in cancer and 
cardiovascular disease, training and mentoring of 
students, and service to the profession.” His 
research program is focused on statistical genetics 
and genomics, high-dimensional mediation 
analysis, and, more recently, cancer imaging. He 
has served as a Co-Director of the Biostatistics and 
Bioinformatics Core for the MD Anderson NIH/NCI 

Specialized Programs of Research Excellence 
(SPORE) grants in liver cancer and bladder cancer. 
He is an incoming Co-Director of the Quantitative 
Sciences Program at the MD Anderson UTHealth 
Graduate School of Biomedical Sciences and 
oversees the PhD program in Biostatistics. 
 

 
Michael C. Wu  
Fred Hutchinson Cancer Research Center 
 
Michael Wu, Professor in the Public Health 
Sciences Division, Fred Hutchinson Cancer Center 
and Affiliate Associate Professor, Department of 
Biostatistics, University of Washington.  Dr. Wu is 
Chair of the SSGG.  His citation reads, "For 
transformational methodologic innovation in high-
dimensional genomics and microbiome analysis, 
outstanding leadership in applied multi-omics 
studies, generosity in education and mentoring, and 
exemplary service to the ASA community."  Dr. 
Wu's group develops and applies statistical 
methods for analyzing many different types of -
omics data with recent focus on studying the human 
microbiome.  His methods are widely used and are 
integral components of many analytic pipelines for 
genomic and microbiome data. 
 

 
Jose Zubizarreta   
Harvard Medical School 
 
José Zubizarreta, Associate Professor in the 
Department of Health Care Policy at Harvard 
Medical School, Associate Professor in the 
Department of Biostatistics at Harvard T.H. Chan 
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School of Public Health, and Faculty Affiliate in the 
Department of Statistics at the Faculty of Arts and 
Sciences at Harvard University. His citation reads, 
“For outstanding contributions to the design and 
analysis of observational studies, particularly on 
matching and weighting methodologies; for 
excellence in teaching of causal inference; and for 
dedicated mentoring of young scholars.” Dr. 
Zubizarreta's work centers on the development of 
statistical methods for causal inference and impact 
evaluation to advance research in health care and 
public policy. In his methodological work, Dr. 
Zubizarreta is broadly interested in the design and 
analysis of randomized experiments and 
observational studies. In his health care work, he is 
interested in assessing the quality of care provided 
by hospitals and physicians using health outcomes 
and operations measures.   
 

 

 

 

 
 
 
 
 
 
 
 
 
 
 
 
 
 

Member Interviews 
 
We interviewed our section’s Distinguished Student 
Paper Competition awardees. They will be 
presenting their work at JSM 2022. 
 
 

 
Nam Hoai Nguyen,  
Department of Statistics, Rice University.  
 
Paper:  "Bayesian Estimation of a Joint 
Semiparametric Recurrent Event Model of Multiple 
Cancer Types with Applications to the Li-Fraumeni 
Syndrome" 
 
Q1. Please describe something that interests 
you about your current research or work. 
A1. My current research is about the development 
of cancer risk prediction models with particular 
focus on the Li-Fraumeni Syndrome. Of course, I 
am intrigued by the intellectual challenges in 
developing the methodology. However, I believe the 
most exciting thing is the clinical significance of my 
work. Although we limit the application of our model 
to the datasets we have, the framework is general, 
and can be utilized by other research groups to 
obtain much deeper insights into clinical oncology 
given the relevant data. In fact, simplified versions 
of my model are already being experimented in real 
counseling sessions at MD Anderson Cancer 
Center. Cancer is a terrible disease that has been 
challenging medical researchers for a very long  
time. I am glad that I can contribute a little towards 
the noble goal of making cancer history.  
 
Q2. Tell us how you got where you are today. 
A2. It is a very long journey. In 2018, while working 
in Vietnam, I applied for PhD programs in the US for 
the first time, and I got rejected across the board. It 
was a shock to me, and I was under a lot of 
pressure because I had graduated from a top 
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school in Britain. Being determined to make my 
dream come true, I started working 3 jobs at the 
same time. My main job was a research fellow at an 
academic institution, and my goal was to gain 
research experience to make my application 
stronger. Due to the low salary, I had to take 
another 2 jobs to support myself. I managed to land 
6 offers in 2019, and I picked Rice because of its 
connection with MD Anderson Cancer Center. I 
have been maturing a lot as a researcher under the 
guidance of Prof. Marek Kimmel from Rice 
University and Prof. Wenyi Wang from MDACC.  
 
Q3. What do you enjoy doing outside of work? 
A3. Apart from doing research, I like going to the 
gym, and play badminton with my friends at the 
weekends. I like traveling, with Japan and Korea 
being my top destinations so far. I would like to add 
Dubai and Venice to my list when I have time. 
  
Q4. What is your advice for others following in 
your footsteps?  
A4. I would like to send a message to future PhD 
students, in particular those who want to work in the 
field of Statistics. Sometimes, failure is a blessing in 
disguise that we will later appreciate. For me, I was 
rejected by all PhD programs because I was not 
ready for it. I would have spent 5-6 years of my life 
pursuing a degree without purpose if one of those 
programs had let me in. The same thing happens in 
job search. A company may reject us because we 
do not fit into their culture. While disappointing at 
first, this allows us to pursue a different opportunity 
and end up at a place where we are happier in the 
long run. I believe that, if we are willing to learn and 
act positively from failures, the pieces will eventually 
fall into place, and we will be rightfully rewarded for 
our effort. 

 
 
 
 
 
 
 
 
 
 
 
 

Luxiao Chen  
Department of Biostatistics, Emory University  
 
Paper: "Incorporating cell type hierarchy improves 
cell type specific differential analyses in bulk omics 
data" 

 
Q1. Please describe something that interests 
you about your current research or work. 
A1. My current work mainly focuses on deciphering 
the cell type specific activities from high-throughput 
omics data. It includes improving cell type specific 
differential analyses in bulk omics data and 
identifying cell type specific marker from population 
level scRNA-seq data. I have great interests in this 
work because I believe using statistical methods to 
give cell type level analysis will promote the 
development of precision medicine. In addition, 
model developed under this purpose may also be 
applied to other data types sharing similar structure, 
this also makes me feel great. 
 
Q2. Tell us how you got where you are today. 
A2. I am interested in various biological questions 
and worked in both wet experiments (cultivating 
transgenic lettuce) and dry experiments (studying 
TF of micro-RNA). During this process, I realized 
how powerful of high-throughput omics data and 
how important of applying statistical methods. So, I 
received rigorous biostatistics training from Emory 
University and pursued a PhD career in building 
statistical models for genomics data. 
 
Q3. What do you enjoy doing outside of work? 
A3. I love watching sports (basketball, table tennis); 
I am also a fan of ACG ("Animation, Comics, and 
Games", my favorite comic is "Hunter x Hunter" and 
favorite games are "Monster Hunter" and "StarCraft 
II"); It is also great to try different restaurants with 
friends. 
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Q4.What is your advice for others following in 
your footsteps? 
A4. 1. Reading papers will help us to know the 
cutting-edge of genomics and learn classical 
models; 2. Playing with data is another way to find 
interesting problems to solve; 3. Thinking more is 
good but searching help from others can definitely 
help us to work more efficient. 

 
 

Jiacheng Miao 
Department of Biostatistics and 
Medical Informatics, University of 
Wisconsin-Madison  
 
 
Paper: "A quantile integral linear 
model to quantify genetic effects on 
phenotypic variability" 
 

 
Q1. Please describe something that interests 
you about your current research or work. 
A1. I am broadly interested in statistical genetics, 
population genetics, and Bayesian methods. 
Currently, I am working on developing generic 
statistical methods for the analysis of genetic 
association studies, especially for gene-
environment interaction detection and genetic risk 
prediction. 
 
Q2. Tell us how you got where you are today. 
A2. I majored in mathematics and statistics during 
the first two and last two undergraduate years. For 
me, math is rigorous and science is intriguing. The 
best way to bridge the gap between science without 
wet-lab work and mathematics is to pursue 
(bio)statistics. I am motivated by the fundamental 
question of how genetic variation in a population 
shapes trait variation, which brought me to the field. 
 
Q3. What do you enjoy doing outside of work? 
A3. I love listening to rock music, bicycling and 
photography. 
 
Q4.What is your advice for others following in 
your footsteps? 
A4. Enjoy doing research. 
 

 
Kyle Coleman 
Department of Biostatistics, Epidemiology and 
Informatics, University of Pennsylvania  
Paper: "SpaDecon: cell-type deconvolution in 
spatial transcriptomics with transfer learning" 
 
Q1. Please describe something that interests 
you about your current research or work. 
A1. I currently work in methods development for 
spatial transcriptomics data analysis. This area of 
research fascinates me because it has the potential 
to help revolutionize biomedical research, change 
the way diseases are diagnosed and treated, and 
improve the lives of millions of people. 
 
Q2. Tell us how you got where you are today. 
A2. As a child, I always excelled in mathematics but 
had a desire to become a medical doctor so that I 
could help individuals suffering from disease. When 
I started my undergraduate studies at the University 
of Pittsburgh, I decided to pursue a degree in 
mathematics, but that desire to alleviate suffering 
caused by disease never faded. I first heard about 
biostatistics partway through my undergraduate 
studies and the more I learned about it, the more I 
knew it was the perfect way to combine my aptitude 
for mathematics with my aspiration to work in 
medicine. In the summer after my junior year, I 
attended the Big Data Summer Institute hosted by 
the University of Michigan Department of 
Biostatistics, where I worked under the supervision 
of Dr. Matthew Zawistowski on developing an 
ancestry inference pipeline using SNP data. It was 
this experience that made me want to pursue a PhD 
in biostatistics with a research focus in statistical 
genetics. After I received my bachelor’s degree, I 
started working with Dr. Mingyao Li on developing 
methods for spatial transcriptomics data analysis 
during my first year as a PhD student at the 
University of Pennsylvania. I immediately knew that 
this area of research would be the focus of my PhD 
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and it has been the best research experience I 
could have hoped for. 
 
Q3. What do you enjoy doing outside of work? 
A3. I enjoy playing basketball, bouldering, hiking, 
traveling, and spending time with friends. 
 
Q4.What is your advice for others following in 
your footsteps? 
A4. If I could give one piece of advice to students 
following in my footsteps, it would be to persevere 
through the challenges you experience in your 
research. As a researcher, you are typically working 
to do something that nobody has done before, so 
there may not be a clear path to achieve the end 
goal.  You need to acknowledge that there will be 
difficulties and setbacks, but the most important 
thing is that you don’t let them discourage you or 
push you away from the research you’re passionate 
about. 
 

 
 
Xihao Li, Department of Biostatistics, Harvard 
University.  
Paper: “Powerful, scalable and resource-efficient 
meta-analysis of rare variant associations in large 
whole-genome sequencing studies” 
 
Q1. Please describe something that interests 
you about your current research or work. 
A1. I became interested in statistical genetics since 
I was a Biostatistics master’s student at Harvard 
T.H. Chan School of Public Health. During my 
independent study, I was amazed by the strong 
applications of statistical methods in large-scale 
genetic and DNA methylation studies, which 
motivated me to continue my research by pursuing 
my Ph.D. in Biostatistics. With the advances in 
whole-exome and whole-genome sequencing 
(WES/WGS) studies in recent years, large cohort 
and biobank studies (for example, the Trans-Omics 
for Precision Medicine (TOPMed) Program from 

NHLBI and the UK Biobank) have provided 
unprecedented opportunities and valuable 
resources for researchers to study the genetic 
architectures and identify novel genetic associations 
between common and rare variants to complex 
diseases or traits. I am excited to work on 
integrative analysis of large-scale sequencing data 
and multi-omics data, and my current research aims 
to leverage data from multiple studies and provide a 
powerful, scalable and resource-efficient tool for the 
meta-analysis of rare variant associations in large 
WES/WGS studies. 
 
Q2. Tell us how you got where you are today. 
A2. Beyond my personal interest, I have been very 
fortunate to work with Professor Xihong Lin 
throughout the years. Xihong is a great mentor who 
is always very patient to listen to your ideas but at 
the same time motivates you to become the best 
version of yourself on the work you do. I have 
learned that it is important to combine the strengths 
of statistical rigor, software development and 
domain knowledge, in order to contribute and make 
an impact in the field of statistical genetics. I have 
been practicing myself in this path by embracing the 
fruitful research in the field and sharpening my 
skills. I am also very grateful to all my collaborators, 
as well as all study participants from the respective 
studies in my research. Without their generous help 
and support, I would not have got where I am today. 
 
Q3. What do you enjoy doing outside of work? 
A3. Outside of work, I enjoy reading, cooking, and 
hiking (especially in places like national parks). My 
wife and I hope to visit at least 1 or 2 national parks 
every year (with our enthusiastic cat). 
 
Q4.What is your advice for others following in 
your footsteps? 
A4. Not sure if I’m well-qualified to give any advice, 
but for graduate students, I would just say “be 
passionate about the work you do and never give 
up”. It is known that people who are passionate 
tend to be more optimistic about what they can do 
regardless of the outcome. Throughout the way, 
anyone may have setbacks, but it is important not to 
let them get you down and focus on the good sides 
of the process. As long as you persevere and never 
give up, you will reach your destination almost 
surely.  
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Grant Application Panel 
 
Date: 1-2 pm (Eastern time) on 06/16/2022 
Registration: 
HTTPS://UMN.ZOOM.US/WEBINAR/REGISTER/W
N_TVTPKPP4TM-1WGYXLYHMEQ 
Topic: Panel Discussion for Successful Grant 
Applications 
 
Abstract:  An NSF Program Director and an NIH 
Scientific Reviewer Officer will share information on 
the grant review process and potential funding 
opportunities, and senior researchers in statistical 
genetics and genomics will share their grant 
application experiences both as a past standing 
member of NIH study sections and as an 
independent PI. The audience will learn about the 
review process and how to write successful funding 
applications.  
 
After the panel discussion, participants will be able 
to: 

1. Understand the grant review process;  

2. Learn different tactics to prepare a grant 

application; 

3. Identify support needs during the grant 

preparation and submission process; 

4. Obtain key strategies to ensure a 

successful grant application submission 

 
Bio:  

 
Dr. Huixia Judy Wang is a 
statistician who works as a 
professor of statistics at George 
Washington University, and 
currently serves as the Program 
Director for the Statistics 
Program at the National Science 
Foundation. Topics in her 
research include quantile 
regression and the application of 

biostatistics to cancer. Wang completed her Ph.D. 
in statistics in 2006 from the University of Illinois at 
Urbana–Champaign. She joined the statistics 
faculty at North Carolina State University in 2006 
and moved to George Washington University in 
2014.  
 

 
Dr. Victoriya Volkova 
currently serves as the 
Scientific Review Officer in 
NIH BMRD study section. Her 
expertise is in epidemiology, 
biostatistics, and 
mathematical modeling of 
infectious disease dynamics. 
Prior to joining the Center for 
Scientific Review at NIH, she 
was an associate professor of 

epidemiology and mathematical modeling at the 
College of Veterinary Medicine at Kansas State 
University. Prior to her faculty position, Dr. Volkova 
received her PhD in veterinary epidemiology 
minoring in statistics from Mississippi State 
University, completed a post-doctoral fellowship in 
epidemiology at the Centre for Infectious Diseases 
at the University of Edinburgh, and served as a 
research associate in mathematical modeling in 
epidemiology at the College of Veterinary Medicine 
at Cornell University. 
 
 
 

Dr. Mingyao Li is a Professor of 
Biostatistics at the University of 
Pennsylvenia and also a faculty 
member of the Genomics and 
Computational Biology graduate 
program. She obtained her PhD 
degree in Biostatistics at the 
University of Michigan in 2006. 
Her main research area is in 
statistical genetics and 
genomics. The central theme of 

her current research is to use statistical and 
machine learning approaches to understand cellular 
heterogeneity in human disease relevant tissues, to 
characterize gene expression diversity across cell 
types, and to study the patterns of cell state 
transition and crosstalk of various cells using data 
generated from single-cell transcriptomics studies. 
Dr. Li was a regular member of the Genomics, 
Computational Biology and Technology Study 
Section (GCAT) and a member of the review 
committee of the Center for Inherited Disease 
Research at NIH. 
 

https://umn.zoom.us/WEBINAR/REGISTER/WN_TVTPKPP4TM-1WGYXLYHMEQ
https://umn.zoom.us/WEBINAR/REGISTER/WN_TVTPKPP4TM-1WGYXLYHMEQ
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Dr. Saonli Basu is a Professor 
in the Division of Biostatistics at 
the University of Minnesota. 
She obtained her PhD degree in 
Statistics at the University of 
Washington in 2005. The focus 
of her research is developing 
advanced statistical and 
computational methods for the 
genetic mapping of complex 
traits. In recent years, she has 

been working on developing computationally 
efficient algorithms to perform genetic analyses with 
large Biobank-scale data and with multi-ethnic 
samples. Dr. Basu was a regular member of the 
Biostatistical Methods and Research Design Study 
Section (BMRD) at NIH. 
 
Have questions for the panelists? Don’t wait until 
the day of the event. Click here 
https://app.sli.do/event/kAferjVXuWHWo133JL3Bos  
to join as a participant and engage in the 
conversation! You can access the event’s Q&A 
anytime before or during the event from SLIDO to 
ask or upvote questions you want to see answered. 

 
  

https://app.sli.do/event/kAferjVXuWHWo133JL3Bos
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Sessions in JSM 2022  
 
Our section is sponsoring several exciting invited 
and topic contributed sessions at this year’s JSM. 
Please join us for these sessions!  
 
Invited Sessions:  

• New Topics and Methodological Develop-

ments for Single-Cell Data Science, Mon, 

8/8/2022, 8:30 AM - 10:20 AM   

• Statistical Advances for Heterogeneous 

Transcriptomics Data, Tue, 8/9/2022, 10:30 

AM - 12:20 PM 

• Novel Statistical Methods for Single-Cell Ge-

nomic Data, Thu, 8/11/2022, 10:30 AM - 

12:20 PM 

Topic Contributed Sessions:  

• Statistical Methods for Assessing Genomic 

Heterogeneity, Mon, 8/8/2022, 2:00 PM - 

3:50 PM 

• Statistical Methods for Microbiome Data 

Analysis, Wed, 8/10/2022, 8:30 AM - 10:20 

AM 

In addition, we also sponsor many Contributed 
Speed Sessions, Contributed Poster presentations, 
and Roundtable discussion. Those sessions span 
topics such as statistical methods for data from 
single cell technologies, omics and multi-omics data 
analysis, genetic association and interaction 
studies, cluster and dimension reduction methods, 
and Bayesian methods in genomics studies. Please 
visit the JSM 2022 official website for further 
information. 
 
Contributed Speed Sessions: 

• Sun, 8/7/2022, 4:00 PM - 5:50 PM  

• Mon, 8/8/2022, 10:30 PM - 12:20 PM 

• Tue, 8/9/2022, 8:30 AM - 10:20 AM 

• Tue, 8/9/2022, 2:00 PM - 3:50 PM 

• Wed, 8/10/2022, 10:30 AM - 12:20 PM 

• Thu, 8/11/2022, 8:30 AM - 10:20 AM 

Contributed Poster Presentations: 
Mon, 8/8/2022, 10:30 AM - 12:20 PM 
Roundtable Discussion: 
Mon, 8/8/2022, 12:30PM – 1:50 PM 
 

JSM Roundtable Discussion  
 
Xihong Lin, Professor of Biostatistics and Statistics 
at Harvard University and the founding Chair of the 
Section on Statistics in Genomics and Genetics, will 
be leading a Roundtable Discussion at JSM2022 
titled "Emerging challenges and opportunities in 
statistical genetics and genomics”. Look for it in 
your JSM registration materials and we hope you 
choose to attend. 
 
Host: Dr. Xihong Lin, Professor of Biostatistics and 
Statistics at Harvard University and the founding 
Chair of the SSGG  
  
Title: Emerging challenges and opportunities in 
statistical genetics and genomics 
 
Abstract: Big genetic and genomic and phenotype 
data are becoming available at a rapidly increasing 
rate with no apparent end in sight. Examples 
include Whole Genome Sequencing data, single 
cell data, and Electronic Health Records (EHRs). 
Biobanks integrate genotype, electronic health 
records, and epidemiological and biomarker data, 
and is the trend of health science research. 
Different types of omics data present exciting 
opportunities in studying biological mechanisms. In 
this roundtable, I will discuss statistical and 
computational opportunities and challenges in 
scalable analysis of large whole genome data, 
biobanks, integrative analysis of different type of 
genetic and omic data, and cloud computing. 
 

Business Meeting  
You are all welcomed to join our section’s business 
meeting at the JSM.   
Meeting Title: Section on Statistics in Genomics 
and Genetics Business Meeting 
Date:  Tuesday, 8/9/2022 
Start Time:  6:00 PM 
End Time:  7:30PM 
Room Name:  M- Monument 
M = Marriott Marquis Washington DC (901 
Massachusetts Ave NW, Washington, DC 20001) 
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Join US 
To become a SSGG section member, please first 
become an ASA member by signing up at  
http://www.amstat.org/membership/becomeamemb
er.cfm.  If you are already an ASA member, there 
are two ways you can become an SSGG section 
member: (1) call the ASA Headquarters at (703) 
684-1221 and request the SSGG section be added 
to your membership or (2) renew your ASA 
membership online via ASA member only website 
https://www.amstat.org/membersonly/index.cfm and 
add the “Section on Statistics in Genomics and 
Genetics” when you are asked to "verify your 
Publications, Chapters, and Sections, making any 
necessary additions or removals.”   
 

Executive Committee 
ASA SSGG Executive Committee 

Position Name Contact 
Past-Chair Katerina 

Kechris 
katerina.kechris@cuans
chutz.edu 

Chair Michael Wu mcwu@fhcrc.org 

Chair-Elect Nancy Zhang nzh@wharton.upenn.ed
u  

Section 
Representative 

Iuliana Ionita-
Laza 

Ii2135@columbia.edu  

Secretary Yingying Wei ywei@cuhk.edu.hk  

Treasurer Li-Xuan Qin qinl@mskcc.org  

Program Chair Lin Chen  lchen@health.bsd.uchic
ago.edu 

Program Chair-
Elect 

Kimberly 
Siegmund 

kims@usc.edu   

Communications 
Officer 

Ching-Ti Liu ctliu@bu.edu  

Member 
Engagement 
Committee Chair 

Shili Lin shili@stat.osu.edu  

 

Contact Us 
The newsletter was edited by Audrey Hendricks 
(audrey.hendricks@ucdenver.edu), Jongyun Jung 
(jongyun.jung@unlv.edu), Ching-Ti Liu 
(ctliu@bu.edu), Anna Plantinga 
(amp9@williams.edu), and Zhenwei Zhou 
(zwzhou@bu.edu).    

 
If you have something to share with our section or 
would like to contribute to our newsletters, please 
contact Ching-Ti Liu (ctliu@bu.edu). 
 

Keep Connected 
 
Twitter (ASA_SSGG): https://bit.ly/3DKXyos 
 
 
 
 
 
 
LinkedIn: https://bit.ly/3AOZBWy  
 
 
 
 
 
 
 
Instagram (ssgg.asa): https://bit.ly/3p2aK49 
 
 
 
 
 
 
 

Facebook: https://bit.ly/30jXvBp 

 
 
 
 
 
 

Homepage: https://bit.ly/3lK4Ja5 
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