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Gut Microbiome, Nestlé Research Center, Lausanne, October 22-24.
Interactions between gut microbiota, host genetics and diet. Invited
speaker.

IBD11 meeting, November 14-16, Prague, Hungary. The perfect
microbiome. Keynote speaker.

4th [nternational Human Microbiome Conference, Hangzhou, China,
March. Can we follow Koch'’s postulates for hunting down human obesity
bugs in gut microbiota? Plenary talk.

21th Yakult Symposium intestinal Flora Intestinal Microbiota and Ecology
-Diet, Nutrition and Environmental Factors, Tokyo, Japan, November 2.
Gut microbiota and metabolic diseases-from correlation to causation.
Opening keynote speaker.

4th ASM Conference on Beneficial Microbes, San Antonio, Texas, October
22-23. Microbiome-wide association studies for hunting down the
obesity bugs. Opening keynote speaker.

14t International Symposium for Microbial Ecology, Copenhagen,
Denmark, August. Microbiome-wide association studies for hunting
down the obesity bugs.

Plenary Talk.

5thSymposium on Self-Monitoring of Blood Glucose (SMBG) Applications
and Beyond, Dublin, Ireland, May 3-5. Good bugs or bad bugs? The role of
the gut microbial ecosystem in obesity and diabetes. Keynote speaker.
111t annual meeting of American Society for Microbiology, New Orleans,
May. Re-engineering of gut microbiota based on traditional Chinese

medicinal foods for early prevention of metabolic diseases. Plenary talk.
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2011

2010

2nd International Human Microbiome Conference, Vanvouver, Canada,
March. Health assessment and monitoring with gut microbiota as a
primary target. Plenary talk.

Diabetes Technology Meeting, Bethesda, Maryland, November. Gut
microbiota-based biomarker discovery for prevention of metabolic

diseases. Plenary talk.

Invited Presentations

2024

2019.

2017

2017

2016

2016

2016

Omics, Wellness and Longevity, 19t Annual International Conference of

Human Genetics, May 18-19, 2024 Bankok, Thailand

Diet, Microbiome and Metabolic Health. Gut Microbiota for Health World
Summit, March 23-24, Miami, Florida, USA

Joint ICGEB-ICTP-APCTP Workshop on Systems Biology and Molecular
Economy of Microbial Communities 3 - 7 July 2017 Trieste, Italy. Invited

speaker

Nature Conference on Environmental and Human Microbiomes:
Drivers of Future Sustainability 12-15 February 2017, Singapore, Invited

presentation

2016 World Life Science Conference November 1-3, 2016 in Beijing,

China. Chair and Keynote speaker
The 13th International Symposium on the Genetics of Industrial
Microorganisms (GIM2016), 16-20, October 2016 Wuhan, P. R. China,

Keynote presentation

Advances in Biotechnology for Food and Medical Applications

Workshop”. 5-7th, October 2016, Sydney, Invited speaker
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2016

2016

2016

2016

2016

2016

2016

2016

2016

The Cold Spring Harbor Asia conference on Microbiology and the

Environment, September 26-30, 2016 Suzhou, China, Invited speaker

2016 International Conference of Physiological Sciences 90th
Anniversary of CAPS——The Logic of Life September 25-28, 2016,

Beijing, China, Invited speaker

The 6th U.S.-China Health Summit at the Shaanxi Guesthouse Sept.
2-4,2016. in Xi'an, China, Invited speaker

Distinguished lecture series speaker, National Cheng Kung

University, Taiwan, July 15, 2016

“The Barcelona Debates on the Human Microbiome. From Microbes
to Medicines” to be held on June, 30th and July 1st, 2016, in Barcelona,

Spain. Invited speaker

Frontiers in Human Microbiota Symbiotic Interactions It will be

held in Hong Kong, on May 23rd- 25th, 2016. Invited speaker.

The 4th Annual meeting of the Asian Organization for Crohn’s and
Colitis, Go on to the next step, from Asia to the world, May 20th, 2016,

Invited speaker,

Integrative physiology: at the crossroad of nutrition, growth,

metabolism and microbiota, April 25-30, Fondation des Treilles
The 1st International Meeting on Intestinal Diseases in Conjunction

with the Annual Congress of KASID (IMKASID 2016) to be held in Seoul,
Korea from April 15-16, 2016. Invited speaker
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2016

2016

2016

2016

2015

2015

2015

2015

CIFAR Humans & the Microbiome Program Meeting Musée du quai
Branly (37 Quai Branly, 75007 Paris) Paris, France, April 10-13, 2016,

Invited speaker

Better Foods for Better Health Microbiota Health: The challenge of a
promising approach to be held from April 6-8th 2016 at “Les Pensiéeres”

Conference Center in Veyrier du Lac, France, Invited speaker

Gut microbiota in health and disease -from concept to evidence
Date; 17th March 2016, Royal Swedish Academy of Science, Stockholm,

Sweden. Invited speaker

2nd Microbiome R&D and Business Collaboration Congress: Asia.

29 February-1 March 2016 in Kuala Lumpur, Malaysia. Invited speaker

Keystone Symposium on Gut Microbiota Modulation of Host
Physiology: The Search for Mechanism (C1), Keystone, Colorado, USA,
March, 1-6, 2015. Dysbiosis of Gut Microbiota as a Checkpoint for Obesity

Development. Invited speaker.

International Digestive Disease Forum 2015, Hong Kong, June 5-7,

Microbiotia in Digestive Health. Invited speaker.

EMBL Conference: The Human Microbiome, Heidelberg, Germany,
June 10-12, 2015. Gut microbiota-targeted alleviation of genetic obesity.

Invited speaker.
Gordon Research Conferences-Environmental Microbiology, Mount

Holyoke College, July 12-17, 2015. Interactions between gut microbiome

and host during diabetes development. Invited Speaker.
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2015 Human Nutrition, Environment and Health (T1), Beijing, October
14-16, 2015 Dietary Modulation of Gut Microbiota for Obesity
Management: From Association to Causation to Translation. Invited

Speaker.

2015 IBD: East Meets West, Shenzhen, September 11-12, 2015.

Microbiota and metabolic health. Invited speaker.

2015 International Society for Nutraceuticals and Functional Foods
(ISNFF), Wuxi, China, September 20-23, 2015. Modulation of gut

microbiome to improve human metabolic health. Invited speaker.

2015 Keystone symposium Human Nutrition, Environment and Health
(T1), Beijing, October 14-16, 2015. Dietary Modulation of Gut Microbiota
for Obesity Management: From Association to Causation to Translation.

Invited speaker.

2015 6th International Conference on Food Factors (ICoFF 2015), Seoul,
Novenmber 22-25, 2015. Interactions between nutrition and gut

microbiome contribute to human metabolic phenome. Invited speaker.

2014 Symposium on The Gut, Its Microbes and Health: New Knowledge
and Applications in Asia, Orchard Hotel, Singapore, October 8-9, 2014.
Gut microbiota in the development of metabolic diseases. Invited

speaker.

2014 9th Metabolic Syndrome, Type 2 Diabetes and Atherosclerosis
Congress, Kyoto, Japan, September 12-14, 2014. The role of gut
microbiota in metabolic diseases-a top-down systems approach.

Invited speaker.
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2014

2013

2011

2010

Keystone Symposium on Exploiting and Understanding Chemical
Biotransformations in the Human Microbiome (D1), Big Sky Resort, Big
Sky, Montana, April 1-6. 2014. Can We Follow Koch's Postulates for

Hunting Down Human Obesity Bugs in Gut Microbiota? Invited speaker.

21st Annual Faculty of Medicine Symposium, The Faculty of
Medicine, University of Calgary, Calgary, Canada, May 10, 2013.
Characterizing the causative role of gut microbiota in human metabolic

diseases. Invited Speaker.

The 6th International Yakult Symposium on The Gut and Its Role in
Health Maintenance, Arcotel Wimberger, Vienna, Austria, May 26th-
27th, 2011. Eco-systems biology of gut microbiota for understanding

health maintenance. Invited speaker.

Symposium on Better Foods for Human Health: Challenges &
Solutions (Interfacing Science, Regulation and Industry) Organized by
Fondation Mérieux, Veyrier du Lac - France, September 7-9, 2010. Dietary
Modulation of Gut Microbiota for Preventive Management of the

Metabolic Syndrome. Invited speaker.

Major Research Grants-PI (Current)

Grant title (Grant ID) [Funding Agency Grant Amount]

New Jersey Institute for Food, Nutrition and Health Seed Grant. (PI
Lam/Policastro/Zhao)
10/1/2019-9/30/2022

Targeting the foundation guild of gut microbiota for remission of type 2 diabetes

Co-PI

Major Research Grants-PI (Previous)

Grant title (Grant ID) [Funding Agency ¥ Grant Amount]
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2015-2017

2014-2018

2012-2015

2012-2015

2011-2015

2009-2010

2010-2012

2012-2013

2009-2010

2009-2011

2009-2010

2009-2010

Dietary intervention of dysbiotic gut microbiota-induced metabolic
syndrome (renewed from 12H100000023) China  Co.
¥ 30000k]

[Perfect

Ecological interactions between diet and gut microbiota in development
of metabolic syndrome (31330005) [National Science Foundation of China
¥ 3010K]

Dietary intervention of dysbiotic gut microbiota-induced metabolic
syndrome (12H100000023) [Perfect China Co. ¥ 30000Kk]
Translational medicine of zheng-based patient stratification in
traditional Chinese medicine (2012ZX10005001) [Ministry of Science
and Technology of China ¥ 120k]

International human microbiome standards (H1009952) [EU IHMS 7t
Framework 60027Euro]

Metagenomics of chronic diseases in Xinjiang autonomous region
[Xinjiang Medical University ¥ 530Kk]

Probiotic bacteria in inflammation-related metabolic syndrome in mice
model [Danon ¥ 150Kk]

454 pyrosequencing-based analysis of gut microbiota samples [East China
Hospital ¥ 10Kk]

Systems understanding of Zheng-based patient stratification in liver viral
infection (2009ZX10004-601) [Ministry of Science and Technology of
China ¥ 157.5K]

Dietary impact on gut microbiota and metabolic health in Chinese
populations (09XD1402600) [Shanghai Commission of Science and
Technology ¥ 40k]

Colon irrigation with Chinese herbal medicine for inflammatory bowl
diseases [Nanjing Hospital of Traditional Chinese Medicine ¥ 30k]

In vitro fermentation evaluation of functional ingredients on modulating

microbiota [Coco-Cola Co ¥ 1020Kk]
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2008 Metagenomics of giant panda gut microbiota [Chengdu Giant Panda
Reserve Base ¥ 500k]

2008-2011  Structural dynamics and functional dissection of gut microbiota-the
diabetes model (30730005) [National Science Foundation of China
¥ 1650k]

2007—2009 Impact of variations in diet and gut microbiota on human metabolic
health (75407001) [Shanghai Commission of Science and Technology
¥ 1800Kk]

2007-2009 Impact of Western diet on metabolic health of Chinese people
(2007DFC30450) [Ministry of Science and Technology of China ¥ 2200k]

2007-2010 Internationalization of traditional Chinese medicine via systems biology
(2006BAI11B08) [Ministry of Science and Technology of China ¥ 1100k]

2006-2008 Human flora-associated minipigs as animal model for functional food
research [Nestle Company ¥ 700k]

2006-2007 Metabolomics and metagenomics of human oral microbiota
[Liangmianzhen Toothpaste Co. ¥ 150Kk]

2006-2007 Metagenomics of oral microbiota in health and disease [P&G Co. ¥ 150k]

2005-2007 Metabolomics and metagenomics of major cancers in Shanghai
(05DJ14009) [Shanghai Commission of Science and Technology
¥ 1000k]

Major Research Grants-co-I (Current)

Grant title (Grant ID) [Funding Agency Grant Amount]

National Institutes of Health (RO1AT010242; PI Roopchand) 9/24/2018-
8/1/2022

Proanthocyanidin metabolites produced by commensal gut microbes may promote metabolic
resilience

Role: Co-Investigator

National Multiple Sclerosis Society (RG-1901-33077; PI Ito)
4/1/2019 — 3/31/2022

Gut dysbiosis-mediated central nervous system (CNS) autoimmunity
Role: Co-Investigator
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Rutgers University Busch Biomedical Grant Program. (PI Lam)
9/1/2019-8/31/2021

Characterizing a foundation guild of fiber-utilizing bacteria in the human gut microbiota
Role: Co-Investigator

Major Research Grants-co-PI (Previous)

Grant title (Grant ID) [Funding Agency ¥ Grant Amount]

2015-2017

2014

2012-2014

2012

2012-2013

2010-2012

2013-2014

2009-2011

2009-2011

2009-2011

Alleviation of inflammation and calorie restriction-induced modulation
of gut microbiota (81401141) [National Science Foundation of China

¥ 250K]

Mechanistic study on anti-ageing effects of calorie restriction-induced
modulation of gut microbiota [Shanghai Jiao Tong University ¥ 100Kk]
Catch-up growth of low-birth weight infants on gut microbiota and
development of metabolic syndrome (81100632) [National Science
Foundation of China ¥ 230k]

Modulation of gut microbiota by rye-based food produtcs [Shanxi
Yuncheng College ¥ 30k]

The role of gut microbiota in Children's inflammatory bowel diseases
(YG2011MS61) [Shanghai Jiao Tong University ¥ 30k]

Metagenomics of oral microbiota in patients with periodontitis [Shanghai
Jiao Tong University ¥ 80Kk]

Data-mining of 454 pyrosequencing datasets of healthy Chinese
populations [Inner Mongolia Agricultural Uinversity ¥ 100k]
Case-control studies of gut microbiota of diabetes pateints (30800155)
[National Science Foundation of China ¥ 190k]

Multi-omics methods for data-mining in newly diagnosed diabetes
(20875061) [National Science Foundation of China ¥ 300k]

Data acquisition and mining for metagenomics based on next generation
sequencing (2009AA02Z310) [Ministry of Science and Technology of
China ¥ 1610Kk]
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2008-2009

2007-2010

2007-2011

2007-2010

Microarrays for gut microbiota analysis (75407064) [Shanghai
Commission of Science and Technology ¥ 150k]

Computational integration of metagenomics and metabolomics datasets
in human metabolic diseases (2008AA02Z315) [Ministry of Science and
Technology of China ¥ 2680k]

Structural diversity and functional genes of human gut microbiota
(2007CB513002) Ministry of Science and Technology of China ¥ 1830k]
Development of monitoring technology for mixed culture fermentation

(2007AA027203) [Ministry of Science and Technology of China ¥ 400k]

Mentorship (Ph.D. Students)

Ph.D. graduates: name, dissertation title, current position

Ph.D. graudates mentored in Rutgers University

2024 Yong Jia Gong, Guild level response of human gut microbiome in mitigating

oxygen-induced dysbiosis via dietary fibers and elemental iron, Industry.

2022 Ying Wang, The effect of combinatory dietary fibers on the gut microbiota

and human gastrointestinal health, Industry.

Ph.D. graudates mentored in Shanghai Jiao Tong University

2024

2022

2021

Baoyu Xiang metabolic network construction, multi-kingdom microbial
integration and de novo assembly improvement in gut microbial
metagenomic analysis, Company

Shreya Ghosh Understanding the interactions between time-restricted
feeding and gut microbiota in metabolic health in mice, Rutgers
University, post-doc

Xin Yang Study on the mechanism of the gut pathobionts translocate to
the pancreas and induce insulin-dependent diabetes in mice, Yale

University, Post_doc
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2021 Hui li, Effects of high-fiber dietary intervention on gut microbial
virulence factor and single nucleotide polymorphism in obese children,
Academic institution.

2021 Junling Niu, Study on the synergy mechanism of NLRP3 inflammasome
and gut microbiota against influenza virus infection, Shanghai Institute of
Immunity and Infection Chinese Academy of Sciences (Academic).

2021 Yu Chen Study on gut microbiota in children with autism spectrum
disorder and their parents company

2021 Shuang Liu, Characterization and in vitro fermentation evaluation of
gut microbiota-targeted wheat-based new functional foods, Shanxi
Agricultural University

2018 Guojun Wu microbial genome-centric analysis for understanding the
interactions among gut microbiota, diet and human health Rutgers
University

2018 Wang Ruirui, The study of gut microbiota-targeted dietary intervention
of pediatric genetic obsesity and related metabolic disorders, Shanghai
University of Traditional Chinese Medicine, Academic

2015 Zhengsheng Xue, Diversity profile and phylo-functional core of the
mammalian gut microbiota with healthy human and giant panda as
models, Product manager, Shanghai Personal Biotechnology Co., Ltd.,
China

2014 Wau Li, Construction and immunogenicity assessment of a recombinant
adenovirus co-expressing immunodominant antigens of CFP10, ESAT®6,
Ag85A and Ag85B of Mycobacterium
tuberculosis, Associated Professor, School of Life Science, Ningxia
University, China

Jingjing Wang, Studies on effects of various nutrition factors on

gut microbiota changes and metabolic syndrome in mouse model,

Research Scientist, Shanghai general hospital, China
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2013 Na Fei, The role of Enterobacter cloacea in the development of human
metabolic syndrome, Postdoctoral Researcher, National Institute for
Research in Agriculture (INRA), France.

Xu Zhang, Modulating effects of berberine on gut microbiota in rats and
their role in berberine mediated prevention and treatment of high fat diet
induced metabolic diseases, Postdoctoral Fellow, Ottawa Institute of
Systems Biology, University of Ottawa, Canada.

Shuiming Xiao, A gut microbiota-targeted dietary intervention for
metabolic syndrome: clinical trial and physiological ecological
mechanisms, Staff Scientist, Institute of Chinese Medicines, Chinese
Academy of Traditional Chinese Medicine, Beijing, China.

2012 Tingting Wang, The interactions between structural shifts of gut
microbiota and development of colonrectal cancer, Assistant Professor,
Qingdao Institute of Biomass Energy and Bioprocess Technology
(QIBEBT), Chinese Academy of Sciences, Qing Dao, China.

2011 Chenhong Zhang, Gut microbiota and development of the metabolic
syndrome in mouse model, Assistant Professor, School of Life Sciences
and Biotechnology, Shanghai Jiao Tong University, Shanghai, China.
Jing Zhu, Studies on interactions between enterotoxigenic Escherichia
coli intestinal epithelial cells and lactic acid bacteria, Wiley Publishing
Shanghai Office, Shanghai, China.

Hongyan Ren, Molecular microbial ecology study of oil reservoir and
simulated oil degrading system, Senior Scientist, Shanghai Major
Biotechnology Co., Shanghai, China.

2009 Yuejian Mao, Structural and Functional Analysis of Thauera Genus in
Wastewater Treatment Plants, Scientist & Culture Development Group
Manager, DuPont Nutrition & Health, Shanghai, China.

Min Li, Co-variation analysis of human gut microbial structure and host
global metabolism, postdoctoral scientist, Johnson & Johnson R&D,

U.S.A.
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2008 Hua Wei, Studies of the structural changes of gut microbiota in
response to various perturbations, Assistant Professor, Medical School
of Ningbo University, Ningbo, China.

Jian Shen, Modulating effects of Fructo-oligosaccharides on Gut
Microbiota and Host metabolism in Human Flora-Associated Piglet
Model, Associate Professor, Shanghai Center for Systems Biomedicine,
Shanghai Jiao Tong University, Shanghai, China.

2007 Meiling Zhang, Understanding the relationship between intestinal
bacterial community and two kinds of gut diseases, Associate Professor,
School of Life Science, East China Normal University, Shanghai, China.

Xing Yan, System trajectory analysis for spatial community
succession and its application in A?/0 fixed biofilm process for coking
wastewater treatment, Staff Scientist, Institute of Plant Physiology and
Ecology, Chinese Academy of Sciences, Shanghai, China.

2006 Binbin Liu, Identification of dominant functional members in efficient
wastewater treatment bioreactors, Research Scientist, Norwegian
University of Life Sciences, As, Norway.

2005 Xiaoyan Pang, Establishment and molecular ecology study of human
flora-associated experimental piglet, Associate Professor at School of
Life Sciences and Biotechnology, Shanghai Jiao Tong University,
Shanghai, China.

Guifang Weli, Molecular approach based analysis of microbial
community structure in gastrointestinal tracts, Senior Scientist,
Shanghai R& D Center of Coco-Cola Co., Shanghai, China.

Xueli Zhang, Microbial ecology of bioreactors for coking
wastewater treatment, Professor, Tianjin Institute of Industrial

Biotechnology, Chinese Academy of Sciences, Tianjin, China.

Mentorship (M.S. Students)

M.S. graduates: name, thesis title
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2015 Huan Wu, Microdiversity of Lactic Acid Bacteria Enriched by
Dietary Intervention in the Gut of a Child with Prader-Willi Syndrome.

2014 Xinxin He, In vitro modulating effects of bitter melon
perparations on structure and metabolism of human gut microbiota.

2013 Huang Tang, Association between gut microbiota and metabolic
syndrome induced by imbalanced early-life nutrition.

2012 Lifeng Sun, The establishment and application of methods for
toxicity detection of human fecal water.

2011 Jiaqi Liu, Understanding the structural shifts of gut
microbiota in patients with chronic viral hepatitis B by 454
pyrosequencing.

2010 Huihui Zhong, Microbial community structure and function in

a lab-scale denitrifying quinoline-degrading bioreactor.

2009 Siqing Yue, Study on diversity of aromatic compound

degrading bacteria and isolation.

Jun Yuan, Case-control study of the intestinal bacterial
community structure between new onset diabetic and healthy
people.

2008 Xuan Hong, Study on heterocyclic aromatic hydrocarbon

degrading bacteria and method of cloning degrading genes.
Liguo Sun, Analysis of the Diversity of Lactic Acid Bacteria
(LAB) in ICR Mouse Intestine and Preliminary Study of the
Relationship Between the LAB Composition with Diabetes.

2007 Qinli Zhao, Structural shifts in gut microbiota of rats in
response to bile duct ligation.

Jing Zhang, Study on molecular ecology of microbe related
with gellulose decomposition in straw-amended soil.

Lingjun Xu, Intestinal Microflora Analysis for Type 1 Diabetic

Murine.
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2006

2005

2004

2003

2002

Yulei Zhang, Quantitative analysis of the biology sequences
based on their frequency profiles.

Wu Li, The use of DNA fingerprinting methods and clone
library analysis in the quality control of microecological
preparation.

Shunzi Xiong, The isolation and analysis of the phenol-
degrading bacteria in the coking wastewater and pilot study of
the phenol hydroxylase gene.

Wei Hong, Molecular analysis of microbial community in
human dental plaque and evaluation the effect of prebiotic on
intestinal Bifidobacterium by Quantitative PCR.

Haifeng Lu, Community DNA Fingerprinting Analysis for
Intestinal Microflora of Giant Panda and Effect Evaluation of
Prebiotic on Bacteroides population in Piglet gut flora by Real-time
PCR.

Yongyan Sun, Research on detection of beer-spoilage

microorganisms using RAPD-PCR.

Quan Shen, Construction of biocontrol agent constitutively

expressing happin via type [/ secretion pathway.

Liang Li, Comparative analysis of microbial community
structure in coking wastewater.

Meiling Zhang, Molecular analysis of the intestinal
microflora in rotavirus-infected children.

Jinyan Liu, The microbiology study of intestinal microflora of
middle-distance racers.

Linghua Wang, Study of molecular ecological methods for
monitoring novel phenol degrading bacteria Arthrobacter

nicotianae P1-7 and Klebsiella sp.P8-14.
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Guifang Wei, Identification and secretion of harpin from
Erwinia amylovora by the type Il secretion machines of Erwinia
carotovora.

Lei Sun, Study on molecular ecology of gut microbiota of

piglet.

Li Pan, Study on molecular ecology of gut microbiota in

diarrhea children.

Binbin Liu, Dynamic monitoring of oxidizing Bacteria
community in coking wastewater using amoA gene as the molecular

marker.

Teaching
2018- Microbiomes and Health, specialty topic course, established and taught the

course; Co-teach this course from 2019 till now at Rutgers University.
2019- General Microbiology, teach the sections on Evolution, Diversity and Ecology

Gave a few guest lectures in various other courses.

2009-2012: Vice dean for teaching, School of Life Sciences and Biotechnology, SJTU.
Courses taught:
Undergraduate courses:
1. Introductory Microbiology (lectures given in English, Brock Biology of
Microorganisms as textbook)
2002-03, Fall semester, 2.5 credits, 121 students
2003-04, Fall semester, 2.5 credits, 110 students
2004-05, Fall semester, 2.5 credits, 96 students
2005-06, Spring semester, 2.5 credits, 78 students
2006-07, Spring semester, 2.5 credits, 68 students
2007-08, Fall semester, 2.5 credits, 62 students
2008-09, Fall semester, 2.5 credits, 61 students
2009-10, Fall semester, 2.5 credits, 59 students
2010-11, Fall semester, 2.5 credits, 59 students
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2011-12, Spring semester, 2.5 credits, 86 students
2012-13, Spring semester, 2.5 credits, 58 students
2013-14, Spring semester, 2.5 credits, 73 students
2014-15, Spring semester, 2.5 credits, 39 students

2. Computational biology and human health
2010-11, Fall semester, 1 credit, 10 students
2011-12, Fall semester, 1 credit, 10 students

3. Nutrition, microbiota and health
2012-13, Fall semester, 1 credit, 10 students
2013-14, Fall semester, 1 credit, 30 students
2014-15, Fall semester, 1 credit, 30 students
2015-16, Fall semester, 1 credit, 30 students

4. Drugs and bacteria (lectures given in English)
2014-15, Fall semester, 1 credit, 4 students

Graduate course:

2002-2015, Molecular Microbial Ecology and Ecogenomics, , taught in every Spring

semester.

Professional Activities
Editorial Board Memberships & Service as Reviewer

2013-Pres. Senior Editor, The ISME Journal.

2013-Pres. Member, Editorial Board, FMES Microbiology Ecology.
2014-Pres. Member, Editorial Board, Scientific Report.
2014-Pres. Senior Editor, mSystems, American Society for Microbiology.

Ad Hoc Reviewer for the following journals: Nature, Science, Nature
Communications, the ISME Journal, FEMS Microbiology Ecology,
Applied and Environmental Microbiology, Microbial Ecology.

Advisory Boards
2015-2017, Member of the Nutritional Advisory Board of Barilla Co.

2012-2017, Scientific advisor of the Perfect Co. (Non-paid)
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Society Service

Vice chair, Division of Environmental Microbiology, Chinese Society for
Microbiology, 2010-2015.

Vice Chair, Chinese Society for Lactic Acid Bacteria, 2013-Pres.

Chinese Ambassador for International Society for Microbial Ecology (ISME), 2002-
2004

Member of International Board, ISME, 2006-2012

Nominated as one of the two candidates for vice president of ISME of the 2016
election

Member of Chinese Society for Microbiology

Member of American Society for Microbiology

Member of ISME
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