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Education and Training

Education
	07/2001		BS, Food Science and Engineering, Ocean University of China, Qingdao, China

	05/2005		MA, Statistics, UC Berkeley, Berkeley, CA

08/2001-12/2007	PhD, Comparative Biochemistry (Computational Biology focus), UC Berkeley, Berkeley, CA

PostDoctoral Training	
	03/2008-02/2011	Postdoctoral Fellow, Bioengineering Department, UC-San Diego, La Jolla, CA


Academic, Administrative, Clinical and Military Appointments

Academic Appointments
	09/2001-09/2002	Graduate Student Researcher, Nutritional Science Department, University of \					California – Berkeley, Berkeley, CA

	09/2002-09/2007	Graduate Student Researcher/Instructor, Comparative Biochemistry Program, 
				University of California – Berkeley, Berkeley, CA

	12/2012-06/2017	Assistant Researcher/Professor (Tenure-track), Cancer Epidemiology Program, 
University of Hawaii Cancer Center, Honolulu, HI

	02/2013-08/2018	Graduate Cooperate Faculty, Program of Molecular Biosciences and
Bioengineering, College of Tropical Agriculture and Human Resources, 
Honolulu, HI

	07/2014-08/2018	Faculty Member, Institute of Biogenesis Research, John A. Burns School of 
				Medicine, University of Hawaii, Honolulu, HI

	07/2014-08/2018	Adjunct Associate Professor, Department of Anatomy, Biochemistry and 
				Physiology, John A. Burns School of Medicine, University of Hawaii, Honolulu,
HI

	01/2016-08/2018	Adjunct Faculty, Department of Obstetrics, Gynecology and Women’s Health, 
				John A. Burns School of Medicine, University of Hawaii, Honolulu, HI

07/2017-08/2018	Associate Professor (with tenure), Cancer Epidemiology Program, University of 
			Hawaii, Honolulu, HI

09/2018-present	Associate Professor (with tenure), Department of Computational Medicine and Bioinformatics, University of Michigan, MI
09/2018-present	Affiliated Faculty, Biomedical Engineering Department, University of Michigan, MI
09/2018-present	Core member, Rogel Cancer Center, University of Michigan, MI
04/2019-present	Faculty member, M-LEEAD Center, University of Michigan, MI


Industrial Positions
	08/2005-12/2005	Computational Biology Intern, Berlex Research Lab, Schering AG. Richmond, 
				CA

04/2011-08/2012	Senior Scientist in Computational Biology, Asuragen Inc., Austin, TX

Current Research Interests 

I have broad interests in biomedical data science research, leading to actionable transformation on human health from the bench to bedside.  Current research focus areas include cutting edge single-cell sequencing informatics and genomics; precision medicine through integration of multi-modal biomedical data types (eg. electronic health record data, genomics data, imaging data, mobile health data, and geographic data); novel modeling and computational methods for biomarker research; public health genomics. I apply my biomedical informatics and analytical expertise to study diseases such as cancers, as well the impact of pregnancy/early life complications on later life diseases. 

Grants  

Current 

02/2019-02/2020	Mcubed Project 
			Role: MPI				$60,000
			“New Methods for Study of Placental Health and Dysfunction”. 
This Mcubed collaboration project among Drs Rita Loch-Caruso and Kelly Balkuski and me, is to identify the response of exo-transplant of placenta to toxicity.

07/2016-06/2021	R01/Grant #HD084633  
Role: PI 				$3, 093,000
“An integrative omics approach to identify biomarkers related to preeclampsia 
and breast cancer risks NICHD”
This R01 project is to identify biomarkers for preeclampsia using multi-omics (epigenetics, transcriptomics and proteomics) approach, and further study the impact of the biomarkers in relation to later life breast cancer risks.


09/2016-08/2020	R01/Grant # LM012373 
			Role: PI				$1,388,611
			“An integrative bioinformatics platform with application in single cancer cells 
			NLM”
This R01 project is to develop a one-stop bioinformatics suite to study heterogeneity of tumors at the single-cell resolution		


10/2014-06/2022	NIEHS 1 K01 ES025434-01 
			Role: PI				$905,080
“An integrative bioinformatics approach to study single cancer cell heterogeneity” 
This K01 career development project is to develop an integrated bioinformatics platform to study heterogeneity of tumors at the single-cell resolution


Pending 

07/2019-06/2022	NLM R01 
			Role: PI				$1,540,000
“Dr. EPS: Drug repurposing for extended patient survival” 
It aims to develop an actionable prognosis model that improves cancer patients’ survival time

09/2019-08/2023	NIDCR R01 (PI: Darnell Kaigler)   noticed for funding
			Role: Co-I				$2,278,541
“Redefining mesenchymal stem cells: using their cellular and molecular phenotypes to determine their regenerative and therapeutic properties”

09/2019-08/2024	K01 
			Role: Primary Mentor				$470,398
“Data-driven computational approach to advance personalized medicine for Alzheimer’s disease”

07/2019-08/2020	Mi-kickstart 
			Role: PI				$42,500
“In vivo validation of a drug for tamoxifen resistance”
           

Past

07/2014-08/2018	2 P20 GM103457-06A1 
			Role: Project Leader			$1,336,140
(succeeded by Dr. Kelly Yamasato due to change of institute) 
“Linking maternal obesity and offspring cancer risks through integration of transcriptome and methylome of the cord blood stem cells Institute for Biogenesis Research: COBRE NIGMS” 
This P20 project is to identify newborn biomarkers associated with maternal obesity, and study how these biomarkers may have impacts on later life cancer risks.

04/2017-03/2018 	University of Hawaii Cancer Center Seed Grant #4503293 
			Role: PI				$50,000
“Novel lincRNA as liver cancer biomarkers”
This pilot study investigates the clinical application of a panel of non-long coding   RNAs as screening biomarkers for over ten types of cancers.

2014-2015		14ADVC-64566 
Role: PI				$38,000
Using next generation sequencing to detect circulating microRNAs as diagnostic
 Biomarkers  of liver cancer” Hawaii Community Foundation 


2013-2014		NIGMS 5 P30 GM103341-02 
Role: PI of the Pilot Project Program	 $45,500
“Investigating microRNA-targetome interaction in macrophage polarization”

2013-2014		RCMI Translational Research Network NIMHD/Charles R. Drew U. 
Role: PI				$10,000
			“An integrative bioinformatics platform with application in single cancer cells” 

2012-2014		NIH/SBIR R43 HG007140 
Role: PI				$242,940
“Integrated bioinformatics analysis suite for deep targeted amplicon sequencing”
(project succeeded by CO-PI Choudhary Ashish upon resignation from Asuragen)


Honors and Awards

International
2018	Guided graduated PhD student, Sijia Huang, to win Travel Fellowship to attend International Conference Intelligent Biology and Medicine (ICIBM) 2018

2017 			Top Research Tools in 2017 (Ranked No. 3 for Granatum software)

2017			Faculty Travel Award of 12th International Conference on Pathways, Networks, 
			and Systems Medicine

2014			Conference Travel Award, ISBRA 2014

2007			Best Student Paper Award in International Conference of Computational Biology
(ICCB)

National
2019	US Presidential Early Career Awards for Scientists and Engineers

2019	Nominated for American Medical Informatics Association (AMIA) New Investigator Award

2019	Guided MS student Qianhui Huang (Biostat), to get Conference Travel Fellowship to attend Great Lakes Bioinformatics Conference 2019.

2018	Guided PhD student Xun Zhu, to win NIGMS Fellowship to attend Cold Spring Harbor Single Cell Analysis Course 2018.

2017  	Nominated for United States Presidents’ Early Career Award for Scientists and Engineers (PECASE), the highest award in the nation (nominated, currently still under evaluation). 

2016			Elected as Early Career Reviewer (ECR) by NIH

2015	Guided PhD Student, Travers Ching, to win the Three-Year Roche Scholar Award in Life Sciences from Roche and ARCS Foundation

2007			NSR Physiome Project Training Award


Institutional
2019	Guided MS student Qianhui Huang (Biostatistics), to get Rackham Graduate School Travel Fellowship to attend Great Lakes Bioinformatics Conference 2019.

2019	Guided MS student Noshad Hosseini (DCMB), to get Rackham Graduate School Conference Travel Fellowship to attend Great Lakes Bioinformatics Conference 2019.

2016			Finalist, University of Hawaii Board of Reagent’s Excellence in Research Award

2016			Guided Undergraduate Student, Austin Tasato, to win Undergraduate Opportunity 
Program Scholarship

2015			Finalist, University of Hawaii Board of Reagent’s Excellence in Research Award

	2015			Guided PhD Student, Sijia Huang, to win Giving Tree Graduate Student
Scholarship at University of Hawaii

2014			Guided Undergraduate Student, Nichole Chong, to win Undergraduate Research 
Opportunity Program Scholarship at University of Hawaii

	2014			Guided Graduate Student, Runmin Wei, to win Giving Tree Graduate Student
Scholarship at University of Hawaii	

2014			Best Scientific Paper Award, University of Hawaii Cancer Center 

2014			Best Scientific Poster Award, University of Hawaii Cancer Center, Weinman 
Symposium, judged by Nobel Laureates Dr. Bruce Beutler and Dr. Jules 
Hoffmann
	
2007			Conference Travel Fellowship, University of California

1997			Top-ten Excellent College Student at Ocean University of China, Ranked No. #2

1997			Jing Sui Fellowship, Ocean University of China

1998			Excellent Student Award of Shandong Province, China


Memberships in Professional Societies

2014- International Society of Computational Biology (ISCB) 
2017- American Medical Informatics Association (AMIA) 
2018- American Chemistry Society (ACS) 

Editorial Positions, Boards, and Peer-Review Service

Study Sections/Advisory Panels 

1. NLM BILDS study section, June 2019
2. University of Ghent, Belgium, “University Research Professor” reviewer, April 2019
3. NIGMS MIRA study section, March 2019
4. NICHD P50 study section, Nov 2018
5. University of Tennessee at Chattanooga Internal Grant Competition, 2018
6. NIH GCAT study section, June 2017

7. NLM T15 study section, August 2016

8. NIH BDMA study section, September 2016

9. Germany, Kom Op Tegen Kanker Foundation, Collaborator biomedical researcher grants, 2015

10. Mentorship on grant proposal, Faculty mentor: T32 cardiovascular disease training grant (PI: Ralph Shohet)

11. Mentorship on grant proposal, co-mentor: mentored career development award (K01) for Dr. Michael Coley (now Assistant Researcher at University of Hawaii).

12. Mentorship on grant proposal, faculty mentor: R25 National Cancer Institute Youth Enjoy Science Research Education Program (PIs: Marskarinec, Ramos, Nigg)

13. Peer mentor for junior-faculty, Dr. Junming Yin, Assistant Professor, Department of Management Information Systems, University of Arizona

14. Peer mentor for junior-faculty, Dr. Quyenh Nguyen, Assistant Professor, Department of Health Promotion and Education, University of Utah (now Assistant Professor at University of Maryland)

15. Peer mentor for junior-faculty, Dr. Ruogu Rachel Fang, Assistant Professor, School or Computing and Information Sciences, Florida International University (now Assistant Professor at University of Florida)

Editorial Boards

      01/2016-present	Associate Editor, BMC Bioinformatics

      01/2016-present	Guest Editor, PLOS Computational Biology

Journal/Abstract Reviewer 

1. 2016, Reviewer, RNA journal

2. 2015-present, Reviewer, PLoS Computational Biology journal

3. 2015, Reviewer, AACR: Cancer Epidemiology, Biomarkers and Prevention

4. 2012- present, Reviewer, PLoS One journal

5. 2014-present, Reviewer, Genome Medicine journal

6. 2014-present, Reviewer, BMC Bioinformatics journal

7. 2015, Reviewer, Clinical Epigenetics journal

8. 2015-present, Reviewer, Scientific Reports journal

9. 2016, Reviewer, IEEE Transactions on NanoBioscience conference proceedings

10. 2015, Reviewer, AJP – Heart and Circulatory Physiology journal

11. 2014, Reviewer, Molecular Human Reproduction journal

12. 2016, Reviewer, Nucleic Acid Research journal

13. 2016, Reviewer, Genetics journal

14. 2017, Reviewer, Frontiers in Genetics journal

15. 2017-present, Reviewer, Nature Communications journal

16. 2017, Reviewer, PLoS Genetics journal

17. 2016-present, Reviewer, Bioinformatics journal

18. 2017, Reviewer, Pacific Scientific Biocomputing conference proceedings

19. 2017, Reviewer, IEEE/ACM Transactions on Computational Biology and Bioinformatics conference proceedings

20. 2017-present, Reviewer, Genome Biology journal

21. 2018-present, Reviewer, PeerJ journal

22. 2019, Reviewer, Nature Methods journal

Teaching Activities 

Institutional
08/2003-12/2003	General Biology

08/2005-12/2005	Introduction to Protein Bioinformatics

01/2006-05/2006	Introduction to Human Nutrition 

05/2006-08/2006	Introduction to Biostatistics

01/2007-05/2007	Survey of Principles in Biochemistry & Molecular Biology

05/2007-08/2007	Introduction to Biostatistics

      04/2013-07/2013	Postdoc Researcher, Jason Weirather, PhD, Currently postdoc at University of Iowa

      06/2013-08/2013	Mentor, Cameron Yee, 3rd year undergraduate intern from University of Washington at
Seattle, currently software engineer at Nomic

      08/2013-12/2013	MBBE 699 (CRN#: 80146): Directed Research

      08/2013-05/2017	Thesis advisor, Travers Ching, PhD student, currently Computational Biologist, Adaptive 
Biotechnologies, Seattle, WA

08/2013-12/2017	Thesis advisor, Sijia Huang, PhD student, currently postdoc fellow in U Penn, Dr. Jason Moore’s group

       01/2014-05/2014	MBBE 699 (CRN#: 89838): Directed Research

       01/2014-05/2016	Thesis advisor, Liangqun Lu, MS student, currently PhD student in Univ. Memphis

       02/2014-09/2014	Research volunteer, Jayson Masaki, MD, currently resident at Chicago Medical School

05/2014	Mentor, Mark Menor, PhD, currently junior researcher in John A Burns Medical School of Hawaii

       06/2014-present	Thesis advisor, Xun Zhu, PhD Student

       06/2014-08/2014	Mentor, James Ha, 2nd year undergraduate intern from California Institute of Technology, 
            currently medical student at University of Hawaii

       06/2014-08/2014	Mentor, Jeffrey Li, 2nd year undergraduate summer research assistant from Johns 
            Hopkins University, currently product management associate at Athena Health

       06/2014-12/2014	Mentor, Nichole Chong, 3rd year student in Biology major

       08/2014-12/2014	MBBE 699 (CRN#: 78735): Directed Research

       08/2014-12/2014	Mentor, Jonathan Uiebe, senior year student in Electrical Engineering

       08/2014-08/2015	Mentor, Reimin Wei, MS student, currently PhD student in Dr. Wei Jia lab, University of 
Hawaii

       11/2014		Developmental and Reproductive Biology Graduate-level Seminar Course (DRB 613) 
			Fall 2014. Topic: Introduction to Next Generation Sequencing. Nov 26th 2014. Received
90/100 scores from attending graduate students

       11/2014-present	Postdoc Researcher, Karolina Peplowska, PhD (joint with Dr. Maarit Tiirikainen,
            Director of Genomics Shared Resources), since Nov 2014

       01/2015-05/2015	MBBE 699 (CRN#: 88461): Directed Research

       05/2015-05/2016	Mentor, Austin Tasato, 2nd year student in Electrical Engineering major

       08/2015-12/2015	MBBE 699 (CRN#: 77457): Directed Research 

       10/2015-12/2015	Mentor, rotational student, Hsin-Yi Chen, PhD

       01/2016-05/2016	MBBE 699 (CRN#: 87125): Directed Research

       01/2016-05/2016	MBBE 700 (CRN#: 90061): Thesis Research

01/2016-present	OB/GYN fellow, Ryan Schlueter, MD

01/2016-2017	Postdoc Researcher, Kelly Yamasato, MD, OB/GYN fellow, currently Assistant Clinical Faculty at University of Hawaii

       02/2016-06/2018	Postdoc Researcher, Olivier Poirion, PhD

       03/2016-12/2017	Postdoc Researcher, Kumardeep Chaudhary, PhD

 06/2016		University of Hawaii Cancer Center CURE summer internship seminar. Topic: 
Translational Bioinformatics

08/2016-12/2016	MBBE 699 (CRN#: 76802): Directed Research

       06/2016-08/2016	Mentor, Jack Fennick, PhD, currently PhD student in Math Department at University of 
            Hawaii Manoa

       06/2016-06/2016	Mentor, Shaw Chun, pre-med undergraduate student, University of Hawaii Manoa

       06/2016-08/2016	Mentor, Jordan Fernandez, 2nd year undergraduate summer research assistant from 
                        Washington State University

       09/2016-12/2016	Mentor, Joshua Chen, MS, currently MS student in EE Department at University of 
                        Hawaii Manoa

       11/2016-present	Postdoc Researcher, Paula-Beth Angelica Tiqui Benny, PhD

       11/2016-present	Postdoc Researcher, Fadhl Al-Akwaa, PhD

       11/2016-08/2018 Postdoc Researcher, Thomas Wulfguber, PhD

01/2017-05/2017	MBBE 699 (CRN#: 76101): Directed Research  

01/2017-05/2017	MBBE 700 (CRN#: 78377): Thesis Research
   
       01/2017-09/2017	Postdoc Researcher, Michael Ortega, PhD

08/2017-12/2017	MBBE 699 (CRN#: 85722): Directed Research     

08/2017-12/2017	MBBE 700 (CRN#: 87268): Thesis Research

03/2017	Mock grant reviewer/mentor for grant writing course, John A Burns Medical School, University of Hawaii. Proposal title:  Genetic disposition in addition to BAP1 mutation contributes to the increased lifetime risk of cancer. Graduate student: Jiaming Xue

       08/2017-05/2018	Mentor, Cedric Arisdakessian, PhD student

       06/2017-08/2017	Mentor, Dylan Combs, 2nd year student in Sociology Major, Harvard University

01/2018-08/31/2018 Ingrid Chern, OB/GYN research assistant (admitted as MD fellow, OB/GYN Dept at University of Hawaii)

01/2018-08/31/2018	Mentor, Biyu Wu, MS graduate research assistant 

       05/2018-08/31/2018	Postdoc Researcher, Cedric Badowski, PhD
       09/2018-10/2018		Rotational graduate student, Kelly Sovacool (PIBS)
       09/2018-10/2018		Rotational graduate student, Gabrielle Dotson (DCMB)
       09/2018-present		Graduate Researcher, Noshad Hosseini, MS (DCMB)
       11/2018-present		Graduate Researcher, Qianhui Huang, MS (Biostat)
       12/2018-present		Graduate Researcher, Yuheng Du, MS (Biostat)
       09/2018-present		K01 Co-mentor, Assistant Professor, Michael Corley, PhD. University of Hawaii
       02/2019-present		Visiting graduate student, Elorri Cervera-Marzal, MS (France)
       06/2019-present		Graduate student, Yibo Wang, MS (Biostat)
       05/2019-present		Undergraduate student, Zhijie Ren (EECS)
       03/2019-present	Co-mentor K99 proposal, Postdoc Researcher, Sean Harris (Environmental Science)
       10/2018-present	Co-mentor, Assistant Professor, Vincent Chen (Hepatology Program)

Dissertation Committees 

	2012-2014	PhD thesis committee, member, Min-Ae Song

2014-2016	Chair, MS thesis committee, Liangqun Lu

2013-2017	Chair, PhD thesis committee, Travers Ching

	2013-2017	Chair, PhD thesis committee, Sijia Huang
	
2014-2018	Chair, PhD thesis committee, Xun Zhu


Committee, Organizational, and Volunteer Service

Committees/Boards

2008	Session Chair of ISCA 21st International Conference on Computer Applications in Industry and Engineering, (CAINE 2008).

            2012-present	Multi-time Faculty Candidate Interviewer at UH Cancer Center

2015 Organization committee member for UH Cancer Center faculty retreat

2016-present	University of Hawaii Cyberinfrastructure Faculty Advisory Committee

2016 Poster award review committee for ISMB, July 8-12th, Orlando, FL

2017                Chair, workshop “the making of next generation data scientists in biomedicine”, Pacific   Symposium on Biocomputing

2017	Program Committee for “Applications to Microbes and Imaging Genetics” session, ACM BCB 

2017-2019 	Parasite Award Committee member, Pacific Symposium on Biocomputing

2018 Publicity Committee Chair, International Conference on Intelligent Biology and Medicine (ICIBM), 2018

2018	Poster Award Committee Chair, DCMB department retreat 

2018	Ad hoc tenure and promotion review committee, DCMB department 

2019	Session Chair, “Single Cell Analysis- what is in the future”, Pacific Symposium on Biocomputing, 2019 

2019	Session Chair, “Machine learning and precision medicine”, Great Lakes Bioinformatics Meeting, 2019 

Volunteering Services

05/2014           Host for Professor Jason Moore, Director of the Institute for Quantitative Biomedical Sciences of Dartmouth College, to visit University of Hawaii Cancer Center

03/2015	Host for Dr. Kjie Zhao, Director of Systems Biology Center of National Heart, Lung, and Blood Institute, to visit the University of Hawaii

07/2015	Host for Dr. Jianhua Ruan, Associate Professor of Biomedical Informatics Department, University of Pittsburgh, to visit the University of Hawaii

02/2016	Host for Dr. Russ Altman, Professor of Biomedical Informatics, Stanford University, to visit the University of Hawaii

02/2016	Host for Dr. Casey Greene, Assistant Professor of Pathology Department, University of Pennsylvania, to visit the University of Hawaii

05/2016	Host for Dr. Derek Radisky, Associate Professor from Mayo Clinic, Jacksonville FL, to visit the University of Hawaii

03/2017	Host for Dr. Kin Fa, Au, Assistant Professor from University of Iowa, to visit the University of Hawaii

[bookmark: _gjdgxs]08-12/2017	Sabbatical Host for Dr. John Hu, Professor of Plant Pathology, Department of Plant and Environmental Protection Sciences, University of Hawaii

08/2018	Host for Dr. Sheng Zhong, University of California at San Diego, to visit University of Hawaii

09/2018	Introduction of the BRCF Bioinformatics Core, Associate Chairs of Research meeting, Medical School

09/2018	Presentation “Machine learning methods in multi-omics data integration”, Mathias Kretzler Group, Department of Internal Medicine.

10/2018	 Faculty Interviewer, DNA Sequencing Core Managing Director candidate

11/2018	Presentation “Overview of Research in Garmire Group”. Rogel Cancer Center Cancer Epidemiology and Prevention Program. 

12/2018	 Presentation “Recent research work in liver cancer”, Clinical Hepatology Program, Medical School

12/2018	Presentation “Multi-omics integration from population to single cell resolution”, Nephrology Program, Internal Medicine. Medical School

12/2018	Presentation “Introduction of BRCF Bioinformatics Core”, Single Cell Retreat, Internal Medicine. Medical School, University of Michigan

12/2018	Presentation “Introduction of the BRCF Bioinformatics Core”, Department of Internal Medicine. Medical School, University of Michigan

02/2019	Faculty interviewer for PIBS graduate student candidate

02/2019	Faculty interviewer for DCMB graduate student candidates

02/2019	Faculty interviewer for Biostatistics Department faculty candidate

04/2019	Presentation “Deep learning applications in genomics research”, Biomedical Engineering Department Seminar 500 series, University of Michigan

04/2019	Presentation “Deep learning applications in genomics research”, Biostatistics Department seminar series, School of Public Health, University of Michigan

	
Visiting Professorships and Extramural Invited Presentations

Extramural Invited Presentations

2012 Systems biology and personalized medicine—Promises from ultra-high throughput data analysis. Pathology Department, University of Alabama at Birmingham, April 1-2nd, 2012. 

2014	The challenges of Big Data integration. Genetics Department, Yale University, June   20th, 2014.

2014 The challenges of Big Data integration. Shanghai JiaoTong University, School of Public Health, Shanghai, China. July 2nd, 2014.

2014 Towards solving the challenges of big cancer data integration. CAS-MPG Partner Institute for Computational Biology. Shanghai, China July 4th, 2014.
 
2015 Integration of Big Data with applications in cancer research.  Computational Biology Institute, George Washington University, Feb 25th, 2015.
 
2015                  Big Data integration: from population to single cells. Stem Cell Center, Yale University, 
                          Feb 28th, 2015. 

2015                  Big Data integration: from population to single cells. Biomedical Engineering Department, Columbia University, Mar 2nd, 2015.
 
2015                  Big Data integration: from population to single cells.  Webinar to the RCMI Translational Research Network (RTRN), a consortium supported by NIH on Minority Health and Health Disparities through Grant U54MD008149, April 2nd, 2015. 

2015                  Big Data integration: from population to single cells. Systems Biology Center, National Heart, Lung and Blood Institute, NIH. April 21st, 2015.

2015	Big Data integration: from population to single cells. Biomedical Engineering Department, University of Florida. April 22nd, 2015.

2015                  Big Data integration: from population to single cells. Department of Biomedical Informatics, Ohio State University. April 24th, 2015.

2015                  Big Data integration: from population to single cells. Biomedical Informatics Department, UC-San Diego. May 22nd, 2015.

2015                  Big Data integration: from population to single cells. Institute of Biomedical Informatics, Perelman School of Medicine, University of Pennsylvania, July 21st, 2015.

2015                  Big Data integration for precision medicine: from population to single cells. Department of Biomedical Informatics, School of Medicine, University of Pittsburgh. July 23rd, 2015.

2015                  Integration of Big Data in Cancer Research. Development of Modern Methods for Linear Algebra Workshop (DMML). UC-Berkeley, Oct 23-24th, 2015. 

2015                  Big Data integration: from population to single cells. Biomedical Engineering Department, George Washington University, Nov 11th, 2015.

2015                  Pathway-based metabolomics classification models reveal key metabolic pathways for breast cancer diagnosis and progression, Big Data in Cancer, a joint meeting between Cold Spring Harbor Asia and AACR. SuZhou, China. Dec. 6th, 2015.

2016 Big Data integration: from population to single cells. Department of Biomedical Informatics and Medical Education, University of Washington. Feb. 21st, 2016.
 
2016                  Enable Precision Medicine with Big Data Analytics. Sanford-Burnham Institute, San Diego, May 27th, 2016. 

2016                  Knowledge-driven Big Data Analytics Approach for Cancer Biomarker Discovery. University of Florida, July 7th 2016.

2016                  Cancer Prognosis and Diagnosis Using Personalized Pathway-based Modeling. Mayo Clinic, Florida, July 13th, 2016.

2016                  Big Data Analytics for Precision Medicine, Center for Biomedical Informatics, Brown University, July 25th, 2016.

2016                  Scalable Meta-dimensional and Multi-dimensional Data Integration for Clinical and Biological Insights, University of Pennsylvania, Dec. 1st, 2016.
 
2017                 Machine-learning and deep-learning based genomics data integration on cancer biomarker discoveries, Bioengineering Department, University of Illinois at Chicago, March 20th, 2017

2017                 Machine-learning and deep-learning based genomics data integration for biomarker research, Department of Biochemistry and Molecular Genetics, University of Virginia, June 1st, 2017

2017                 Machine-learning and deep-learning based genomics data integration for biomarker studies, Department of Computational Medicine and Bioinformatics, University of Michigan, June 5th, 2017

2017                 Genomics data integration for population based prognostic and diagnostic biomarker research, Department of Genetics and Genomic Sciences, Icahn School of Medicine at Mount Sinai, June 9th, 2017

2017                 Biomarker research using machine-learning and deep-learning based multi-omics integration, Department of Biomedical Informatics, University of Pittsburgh, June 16th, 2017

2017                 Machine-learning and deep-learning based genomics data integration for biomarker studies, Department of Biomedical Informatics, Vanderbilt University, June 20th, 2017

2017                  New Computational methods in cancer biomarker research using multi-omics data integration, Institute of Computational Health Sciences, UC-San Francisco, July 17th, 2017.

2017                  Leveraging population science with machine learning and deep learning methods, Epidemiology Department, Columbia University, Sept 7th, 2017. 

2018                 Single Cell Data Analysis, from imputation, subpopulation identification to data portals. University of Michigan 2nd Annual Symposium on Single-Cell Genomic Data Analytics. Aug 6th, 2018.

2018 	“Machine learning and deep learning methods for multi-omics integration”. VIB training program, University of Ghent, Belgium, Nov 19th, 2018

2018                 The training of next generation data scientists, Data Science and Training Workshop, NIEHS, NC, Aug 2018

2019                  Genetically explainable non coding RNA expression by SNVs, “Reading between genes” workshop, Pacific Biocomputing Symposium, HI, Jan 2019

2019                 Applications of deep-learning in genomics research, 4th Ann Arbor Deep Learning event (A2-dlearn4), Feb 23rd, 2019

2019                 Single Cell Analysis, the usual and the unusual. Workshop: The Promise of Single Cell and Single Molecule Analysis Tools to Advance Environmental Health Research,  National Academy of Sciences, Washington DC, March 7-8, 2019 

2019                 Novel methods to improve single cell analysis. UCLA Bioinformatics Graduate Program April 8th, 2019 

2019                 Using Single nucleotide variants to detect subpopulation heterogeneity and link genotype-phenotype, 5th Annual Single Cell Analysis USA Congress, May 14th, Boston, 2019 

2019	Application of Deep Learning on Genomics Research across Scales, Bioengineering Department, Michigan State University, July 10th

2019	TBD, Mid-Atlantic Bioinformatics Conference, “Multi-omics Data Integration for Biomedical Discovery: Statistical and Machine Learning Approaches to Big Data”, Philadelphia, PA, Oct 11, 2019. (Scheduled)


Other
1. A novel class of in-silico devices to study drug transport through intestinal barriers. University of Hawaii Cancer Center. Nov 27, 2007.

2. ISCA 21st International Conference on Computer Applications in Industry and Engineering, (CAINE 2008). Peak-Finding Refinement in the Chip-SEQ Experiment. Honolulu, Hawaii Nov. 12-14, 2008.

3. UCSD Next-Gen Sequencing Symposium. Genomic association study (CHIP-Seq) of Liver X receptors beta in combination with gene expression analysis. La Jolla, Nov 9-10th, 2008.

4. 10th Annual UC Systemwide Bioengineering Symposium. Using CHIP-Seq to Identify Intergenic Non-coding RNA in Mouse Macrophages, June 19-21st, 2009. Merced, CA.

5. IEEE International Conference on Bioinformatics & Bioengineering (BIBE). A Clustering Approach to Identify Intergenic Non-coding RNA in Mouse Macrophages, May 31 – June 4, 2010. Philadelphia, PA.

6. 32nd Annual International Conference of the IEEE Engineering in Medicine and Biology Society (EMBC 2010). Regulatory network of microRNAs in RAW 264.7 macrophage cells. Buenos Aires, Argentina. Sept 30-Oct 4th, 2010.

7. Biomedical Engineering Society Annual Meeting (BMES 2011). Evaluation of normalization methods for microRNA-Sequencing. Hartford, Oct 12-15th, 2011.

8. Cold Spring Harbor Asian Conferences: Frontiers in Bioinformatics and Computational Biology. Power Analysis and Sample Size Estimation for RNA-Seq. Suzhou, China, Sept. 23-27th. 2013.


9. Personalized medicine and systems biology: promise from ultra-high throughput data analysis. University of Hawaii Cancer Center. June 19th, 2012.

10. What can systems biology do for you. Hawaii Institute of Marine Biology, Feb 6th, 2013.
 
11. 10th International Symposium on Bioinformatics Research and Applications (ISBRA2014). Integration of methylation, long noncoding RNA and mRNA expression data in Lung Cancer. Zhangiajie, China, June 28-30th, 2014.

12. 10th International Symposium on Bioinformatics Research and Applications (ISBRA 2014). The roles of microRNA and targetsome in macrophage polarization Zhangiajie, China, June 28-30th, 2014.
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