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Biostatistics and Computational Biology Branch 
National Institute of Environmental Health Sciences 
111 T.W. Alexander Dr., Bldg 101, Rm A328 
Research Triangle Park, NC 27709 
Tel: 919-316-4869 
Email: shanshan.zhao@nih.gov 

EDUCATION 
Ph.D., Biostatistics, University of Washington, 2007 – 2012. 

M.S., Biostatistics, University of Iowa, 2005 – 2007. 

B.S., Applied Mathematics, Peking University, 2001 – 2005. 

PROFESSIONAL EXPERIENCE 
National Institute of Environmental Health Sciences, January 2015 – Present 
Research Triangle Park, NC 

Tenure Track Investigator 

Fred Hutchinson Cancer Research Center, October 2012 – December 2014 
Seattle, Washington 

Postdoctoral Research Fellow 

Fred Hutchinson Cancer Research Center, September 2009 – September 2012 
Seattle, Washington 

Graduate Research Assistant 

Group Health Research Institute, September 2007 – March 2010
 
Seattle, Washington
 

Graduate Research Assistant/Intern 

Holden Comprehensive Cancer Center, University of Iowa, June 2006 – May 2007 
Iowa City, Iowa 

Graduate Research Assistant 

TEACHING EXPERIENCE 
Teaching Assistant, January 2011 – March 2011 

Department of Biostatistics, University of Washington 

Graduate Tutor, September 2010 – June 2011 

mailto:shanshan.zhao@nih.gov


Department of Biostatistics, University of Washington 

Statistical Consultant, January 2009 – March 2009 

Department of Biostatistics, University of Washington 

Statistical Consultant, August 2005 – May 2006 

Biostatistic Consulting Center, University of Iowa 

HONORS AND AWARDS 

•	 ASA biometrics section David P. Byar travel award, 2014 

•	 First place poster, Database Special Interest, 28th International Conference on Phar­
macoepidemiology & Therapeutic Risk Management, Barcelona, Spain, 2012 

•	 Tuition scholarship, University of Washington, 2007 – 2012 

•	 Pfizer Award for Graduate Students, University of Washington, 2007 – 2009 

•	 Alpha Phi Chapter of the Delta Omega Public Health Honorary Society, 2007 

•	 Tuition scholarship, University of Iowa, 2005 – 2007 

PUBLICATIONS 
Published/ In Press: 

1. Shui I.M., Wong C.,	 Zhao S., Kolb S., Ebot E.M., Geybels M., Rubicz R., Wright 
J.L., Lin D.W., Klotzle B., Bibikova M., Fan J., Ostrander E.A., Feng Z., Stanford 
J.L.. Prostate tumor DNA methylation is associated with cigarette smoking and 
adverse prostate cancer outcomes. Cancer. In press. 

2. Rubicz R.,	 Zhao S., Geybels M., Wright J.L., Kolb S., Klotzled B., Bibikova M., 
Troyere D., Lancef R., Ostrander E.A., Feng Z., Fan J., Stanford J.L. (2016). DNA 
methylation profiles in African American prostate cancer patients in relation to disease 
progression. Genomics. In press. 

3. Schade G.R., Holt S., Zhang X., Wright J.L., Zhao S., Kolb S., Lam H.M., Song D., 
Levin L., Leung Y.K., Ho S.M., Stanford J.L. (2016). Prostate Cancer Expression Pro­
files of Cytoplasmic ERβ1 and Nuclear ERβ2 are Associated with Poor Outcomes Fol­
lowing Radical Prostatectomy. Journal of Urology .doi:10.1016/j.juro.2015.12.101. 

4.	 Zhao S., Zheng Y., Prentice R.L., Feng, Z. (2015). Estimation from a Two-Stage 
Biomarker Study Allowing Early Termination for Futility. Biostatistics. doi: 
10.1093/biostatistics/kxv017. 

5. Geybels M.S., Alumkal J.J., Luedeke M., Rinckleb A., Zhao S., Shui I.M., Bibikova 
M., Klotzle B., van den Brandt P.A., Ostrander E.A., Fan J., Feng Z., Maier C., 
Stanford J.L. (2015). Epigenomic profiling of prostate cancer identifies differentially 
methylated genes in TMPRSS2:ERG fusion positive versus negative tumors. Clinical 
Epigenetics. doi: 10.1186/s13148-015-0161-6. 



6. Geybels M.S.,	 Zhao S., Wong C., Bibikova M., Klotzle, B., Wu, M., Ostrander 
E.A., Fan J., Feng Z., Stnaford J.L. (2015). Epigenome-wide profiling of DNA 
methylation in paired prostate cancer versus adjacent benign tissue. Prostate. doi: 
10.1002/pros.23093. 

7. Rubicz R.,	 Zhao S.*, April C., Wright J.L., Kolb S., Coleman I., Lin D.W., Nel­
son P.S., Ostrander, E.A., Feng Z., Fan J., Stanford J.L. (2015). Expression of cell 
cycle-regulated genes and prostate cancer prognosis in a population-based cohort. 
Prostate, 75: 1354-1362 . (*co-first authors) 

8. Karyadi, D. M., Zhao S.*, He Q., McIntosh, L.,Wright, J.L., Ostrander, E.A., Feng, 
Z., Stanford J.L. (2015). Confirmation of Genetic Variants Associated with Lethal 
Prostate Cancer in a Cohort of Men from Hereditary Prostate Cancer Families. Int. 
J. Cancer, 136: 2166-2171. doi: 10.1002/ijc.29241. (*co-first authors) 

9.	 Zhao S., Prentice R.L. (2014). Covariate Measurement Error Correction Methods 
in Mediation Analysis with Failure Time Outcome. Biometrics, 70: 835-844. doi: 
10.1111/biom.12205. 
(An earlier version won the 2014 ASA biometrics section David P. Byar travel award.) 

10.	 Zhao S., Chlebowski R.T., Anderson G., Kuller L.H., Manson J.E., Gass M., Pat­
terson R., Rohan T.E., Lane D.S., Beresford S.A.A, Lavasani, S., Rossouw, J.E., 
Prentice R.L. (2014). Sex Hormone Associations with Breast Cancer Risk and the 
Mediation of Randomized Trial Postmenopausal Hormone Therapy Effect. Breast 
Cancer Research. 16: R30. doi:10.1186/bcr3632. 

11. Stott-Miller, M., Zhao S.*, Wright, J.L., Bibikova, M., Klotzle, B., Fan, J., Ostran­
der, E.A., Feng, Z., and Stanford, J.L. (2014). Validation Study of Candidate Genes 
with Hypermethylated Promoter Regions Associated with Prostate Cancer Recur­
rence. Cancer Epidemiology, Biomarkers & Prevention, 23: 1331-1339. doi: 
10.1158/1055-9965.EPI-13-1000. (*co-first authors) 

12. Prentice, R.L., Zhao S., Johnson, M., Aragaki, A., Hsia, J., Jackson, R.D., Rossouw, 
J.E., Manson, J.E., Hanash, S.M. (2013). Proteomic Risk Markers for Coronary Heart 
Disease and Stroke: Validation and Mediation of Postmenopausal Hormone Therapy 
Effects. Genome Medicine. 5: 112. doi:10.1186/gm517. 

13.	 Zhao, S., Cook, A.J., Jackson, L.A., and Nelson, J.C. (2012). Statistical Per­
formance of Group Sequential Methods for Post-Licensure Medical Product Safety 
Surveillance: A Simulation Study. Statistics and Its Interface. 5: 381-390. doi: 
http://dx.doi.org/10.4310/SII.2012.v5.n4.a1. 

14. Prentice R.L., Zhao S. (2012). On the Use of Biomarkers to Elucidate Clinical Trial 
Results: Examples from the Women’s Health Initiative. Proceedings of the Fourth 
Seattle Symposium in Biostatistics: Clinical Trials, Springer. 

15. Nelson J.C.,	 Cook A.J., Yu O., Zhao S., Dominguez C., Fireman B., Greene S., 
Jacobsen S.J., Weintraub E., Jackson L.A. (2012). Challenges in the Design and 
Analysis of Sequentially-Monitored Post-Licensure Safety Surveillance Studies Using 
Observational Health Care Data. Pharmacoepidemiology and Drug Safety . 21 
Suppl 1: 62-71. 

http://dx.doi.org/10.4310/SII.2012.v5.n4.a1


16. Nelson J.C., Cook A.J., Yu O.,	 Zhao S., Jackson L.A., Psaty B.M., Kulldorff M. 
(2011). Methods for Observational Post-Licensure Medical Product Safety Surveil­
lance. Statistical Methods in Medical Research. doi: 10.1177/0962280211413452. 

17. Nelson J.C., Bittner R.C., Bounds L., Zhao S., Baggs J., Donahue J.G., Hambidge 
S.J., Jacobsen S.J., Klein N.P., Naleway A.L., Zangwill K.M., Jackson L.A. (2009). 
Compliance with Multiple-Dose Vaccine Schedules Among Older Children, Adoles­
cents, and Adults: Results From a Vaccine Safety Datalink Study. American Jour­
nal of Public Health, 99(S2): S389-S397. 

Submitted: 

18. Prentice R.L.,	 Zhao S.. Nonparametric Estimation of the Multivariate Survivor 
Function. 

19. Rubicz R., Zhao S., Wright J.L., Coleman I., Grasso C., Geybels M.S., Leonardson 
A.S., Kolb S., April C., Bibikova M., Troyer D., Lance R., Lin D.W., Ostrander 
E.A., Nelson P.S., Fan J., Feng Z.. Gene Expression Panel Predicts Metastatic-lethal 
Prostate Cancer Progression after Radical Prostatectomy. 

20.	 Zhao S., Geybels M.S., Leonardson A., Rubicz R., Kolb S., Yan Q., Klotzle B., 
Bibikova M., Hurtado-Coll A., Troyer D., Lance R., Lin D.W., Wright J.L., Ostrander 
E.A., Fan J., Feng Z., and Stanford J.L.. Tumor DNA Methylation and Metastatic 
Progression of Clinically Localized Prostate Cancer. 

21. Rubicz R., Wright J.L., Zhao S., Geybels M., Grasso C., Kolb S., Coleman I., April 
C., Bibikova M., Troyer D., Lance R, Lin D.W., Ostrander E.A., Nelson P.S., Fan 
J., Feng Z., and Stanford J.L.. Gene Expression Panel Predicts Metastatic-lethal 
Prostate Cancer Progression after Radical Prostatectomy for Curative Intent. 

22. Geybels M., Wright J.L., Troyer D., Lance R., Bibikova M., Klotzle B., Fan J., Zhao 
S., Feng Z., Ostrander E.A., Lin D.W.,, Nelson P.S., and Stanford J.L.. Epigenetic 
signature for prognostic classification of Gleason sum 7 prostate cancer. 

23. Reese S.E.,	 Zhao S., Wu M.C., Joubert B.R., Parr C.L., Haberg S., Ueland P.M., 
Nilsen R.M., Midttun O., Vollset S.E., Peddada, S., Nystad W., London S.J.. DNA 
Methylation Score as a Biomarker in Newborns for Sustained Maternal Smoking Dur­
ing Pregnancy 

BOOKS 
Prentice R.L., Zhao S.. The Statistical Analysis of Multivariate Failure Time Data. Under 
contract with Chapman & Hall. Manuscript to be delivered January 2017. 

PRESENTATIONS 

1. Statistical Methods for Risk Assessment and Prediction.	 NIEHS Retreat, Raleigh, 
North Carolina. (April 2016) 

2. Regression Methods for Bivariate Failure Time Data. NIEHS Biostatistics and Com­
putational Biology Branch Seminar. (March 2016) 



3. Regression Methods for Bivariate Failure Time Data. Joint Statistical Meetings, Seat­
tle, WA. (August 2015) 

4. Measurement Error Correction Methods in Mediation Analysis with Failure	 Time 
Data. Invited by NIEHS, Research Triangle Park, North Carolina. (April 2014) 

5. Measurement Error Correction Methods in Mediation Analysis with Failure	 Time 
Data. Invited by School of Community Health Studies, University of Neveda, Reno. 
(Janurary 2014) 

6. Estimation from a Two-Stage Biomarker Study Allowing Early Termination for Fu­
tility. Joint Statistical Meetings, Montreal, Canada. (August 2013) 

7. Measurement Error Correction Methods in Mediation Analysis with Failure	 Time 
Data. Invited by Department of Biostatistics, University of Texas MD Anderson 
Cancer Center. (June 2013) 

8. Measurement Error Correction Methods in Mediation Analysis with Failure	 Time 
Data. Joint Statistical Meetings, San Diego, CA. (August 2012) 

9. Measurement Error Correction Methods in Mediation Analysis with Failure	 Time 
Data. Department of Biostatistics, University of Washington, Seattle, WA. (Septem­
ber 2011) 

10. Statistical Performance of Group Sequential Methods for Evaluating Post-Marketing 
Vaccine and Drug Safety: A Simulation Study. WNAR student paper competition, 
Seattle, WA. (June 2010). 

11. Statistical Performance of Group Sequential Methods for Evaluating Post-Marketing 
Vaccine and Drug Safety: A Simulation Study. Department of Biostatistics, University 
of Washington, Seattle, WA (October 2008). 

12. Statistical Performance of Group Sequential Methods for Evaluating Post-Marketing 
Vaccine and Drug Safety: A Simulation Study. Joint Statistical Meetings, Denver, 
CO (August 2008). 

COMPUTATIONAL SKILLS 

•	 Proficient in R, SAS, STATA 

•	 Knowledge of WinBUGS, SUDAAN, Matlab, Mathematica, Maple, C, C++ 

PROFESSIONAL ACITIVITIES 

•	 Referee for Biometrics, PLOS One, Statistics in Medicine, American Journal of Epi­
demiology. 

•	 Reviewer, Proceedings of the Fourth Seattle Symposium in Biostatistics: Clinical 
Trials (2012). 

•	 Student representative, 10 Year Self-Study for Graduate School Review, Department 
of Biostatistics, University of Washington (September 2011- October 2012) 

•	 Session Chair, Statistical Methods in Vaccine Research, WNAR (June 2010) 

•	 Member, American Statistical Association (June 2008 – present) 


