
V O L U M E  7 ,  I S S U E  9  

   
 
 
 
 
 

By  Madeline Bauer, USC, retired 
 

The link below shows that Science Fair the movie will be playing at the Music 
Hall in Beverly Hills throught October 4!  And it opens in Pasadena on the 28th 

of September and in Claremont on the 5th of October. 
 

https://www.laemmle.com/films/44212 
 

Several statisticians and Science Fair fans are planning to attend the 8 pm 
showing on 9-28 in Pasadena at the Playhouse 7.  There's a Blaze Pizza next 

door where some will meet starting at 5 pm. 
 

Everyone is welcome!! 
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  D   T : Saturday, October 27, 9am-3pm 
  L : CSU, Fullerton, McCarthy Hall 121 
  I : Fang K. Chen, Ph.D., SAS Institute, Inc. 
  T : P  B  C   
  C : $50 non-members /$40 SCASA members/$10 students  
Registration: Go to https://docs.google.com/forms/d/
e/1FAIpQLSe6oTGR42QaWYxr9dWh1_k5-1UGDYC_f_YHeRfpFCAlLl-Pew/viewform?
usp=sf_link to register and pay via PayPal (or pay at the door by cash or check) 
Parking: Parking is free. Map can be found on OCLBASA meetup site (see below). 
Lunch: Snack will be provided. Lunch will be available for purchase in nearby eateries on 
Nutwood Avenue (10-minute walk). 
FYI: This event will be sponsored jointly by SCASA and OCLBASA. The same course will be 
given in San Diego on Thursday, October 25. 
C  D : This course reviews the basic concepts of Bayesian inference and focuses on 
the practical use of Bayesian computational methods. The objectives are to familiarize statistical program-
mers and practitioners with the essentials of Bayesian computing, and to equip them with computational 
tools through a series of worked-out examples that demonstrate sound practices for a variety of statistical 
models and Bayesian concepts.  The first part of the course will review differences between classical and 
Bayesian approaches to inference, fundamentals of prior distributions, and concepts in estimation. The 
course will also cover MCMC methods and related simulation techniques, emphasizing the interpretation 
of convergence diagnostics in practice.  The rest of the course will take a topic-driven approach that intro-
duces Bayesian simulation, analysis, and illustrates the Bayesian treatment of a wide range of statistical 
models using software with code explained in detail. The course will present major applications areas and 
case studies, including multi-level hierarchical models, multivariate analysis, non-linear models, meta-
analysis, latent variable models, and survival models. Special topics that are discussed include Monte Carlo 
simulation, sensitivity analysis, missing data, model assessment and selection, variable subset selection, 
and prediction. The examples will be done using SAS (PROC MCMC), with a strong focus on technical de-
tails. survival analysis, Bayesian hierarchical models, and discrete choice models.   
 

                       SCASA meetup  https://www.meetup.com/sc_asa 
                   OCLBASA meetup https://www.meetup.com/OCLBASA 
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ASA TRAVELING COURSE 

P A G E  2    

https://docs.google.com/forms/d/e/1FAIpQLSe6oTGR42QaWYxr9dWh1_k5-1UGDYC_f_YHeRfpFCAlLl-Pew/viewform?usp=sf_link
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 D   T : Saturday, December 1, 2018, 9am-3pm 
 L : Azusa Pacific University (Room TBD) 
 K  S : Dr. Shujie Ma, Department of Statistics, UCR  
 T : A Robust and Efficient Approach to Causal Inference Based on Sparse Sufficient  
             Dimension Reduction        
Students Presenters:   
 Ms. Mingming Liu, graduate student, UCR (Title: Subgroup analysis in longitudinal data) 
 Mr. Gordon David Mosher, undergraduate student, UCR (Title: Prior Weights for Iterative Hard 

Thresholding: Using Julia to analyze the human genome) 
 
C : Free 
P : Free 
Driving and Parking Direc ons: TBA 
Lunch: Lunch will be provided with a vegetarian option 
Schedule:  
 9am-10:15am Keynote Presentation (Dr. Shujie Ma) 
 10:15am-10:30am Coffee Break 
 10:30am-11am Presentation by Mingming Liu 
 11am-11:30am Presentation by Gordon David Mosher 
 11:30am-12:30pm Lunch  
 12:30pm-2pm SCASA Business meeting 
Abstracts: 
 A Robust and Efficient Approach to Causal Inference Based on Sparse Sufficient Dimension 

Reduction   (by Dr. Shujie Ma) 
A fundamental assumption used in causal inference with observational data is that treatment assignment 
is ignorable given measured confounding variables. This assumption of no missing confounders is plausi-
ble if a large number of baseline covariates are included in the analysis, as we often have no prior 
knowledge of which variables can be important confounders. Thus, estimation of treatment effects with a 
large number of covariates has received considerable attention in recent years. Most of the existing meth-
ods require specifying certain parametric models involving the outcome, treatment and confounding vari-
ables, and employ a variable selection procedure to identify confounders. However, selection of the right  
                                                                                                                                             Cont’d on the next page ... 

SCASA Annual Kick-off 
on Saturday December 1,  2018 

at Azusa Pacific University 
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… Cont’d from previous page. 

set of confounders depends on correct specification of the working models. The bias due to model mis-
specification and incorrect selection of confounders can yield misleading results. We proposes a new ro-
bust and efficient approach for inference about the average treatment effect via a flexible modeling strate-
gy incorporating penalized variable selection. Specifically, we consider an estimator constructed based on 
an efficient influence function which involves a propensity score function and an outcome regression func-
tion. We then propose a new sparse sufficient dimension reduction approach to estimating these two 
functions, without making restrictive parametric modeling assumptions. We show that the proposed esti-
mator of the average treatment effect is asymptotically normal and semiparametric efficient. 
 
 Subgroup analysis in longitudinal data (by Ms. Mingming Liu) 
Understanding treatment heterogeneity in longitudinal studies is very important to the development of 
precision medicine, which seeks to tailor medical treatments to subgroups of patients with similar charac-
teristics. One of the challenges is that we usually do not have a priori knowledge of the grouping infor-
mation of patients with respect to treatment effect. To solve this problem, we propose a penalized ap-
proach for subgroup analysis based on either a GEE model or a nonparametric mixed-effects model. The 
proposed models allow the coefficients for treatment variables to be subject-dependent with unknown 
grouping information. To implement the proposed method, we develop an alternating direction method 
of multipliers algorithm with concave penalties which has the desirable convergence property. And it is 
further illustrated by simulation studies and analysis of a real data example. 
 
 
 Prior Weights for Iterative Hard Thresholding: Using Julia to analyze the human genome (by 

Mr. Gordon David Mosher) 
I am a senior in Statistics and Computer Science at UCR.  My goal is to get a Ph.D. in biomedical research 
at UCR. This summer I was privileged to participate the “Bruins-In-Genomics” Summer Undergraduate Re-
search Program at UCLA where I was selected to work in the Human Genetics Department in the Geffen 
School of Medicine.  
I learned to program in Julia, which is designed to be extremely fast and to handle the large data sets 
common in modern genomics analyses. I used my new-found Julia skills on a project in support of the 
multivariate genome-wide association studies component in OpenMendel, an open source statistical ge-
netics package for analysis of qualitative and quantitative traits.  
I wrote code in Julia to enable the use of prior weights in the iterative hard threshold (IHT) option in Open-
Mendel. Using simulated genomic data, I demonstrated that using prior weights based on domain 
knowledge can increase the power for detecting important genetic markers.  
 
 
Registration: Meetup site for this event will be announced in our October issue. You will be 
welcomed to indicate there your intent to come for a more accurate head count. 
 

SCASA Annual Kick-off 
On Saturday December 1,  2018 

At Azusa Pacific University 
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Dr. Normalcurvesaurus,  
Ph.D. presents  
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If you would like to  submit an entry  to the next issue,  
please contact me  at  Olga.Korosteleva@csulb.edu.  
Yours Truly,  
Olga Korosteleva, Your Editor-in-Chief 


