
Subcommittee on Elections, Division Group 3 

Steven Wilhelm, Ph.D. 

 

 

Statement 

As a fellow of the Academy I take great interest in its efforts.  As a member of the Subcommittee 

on Elections, I would have an opportunity to maintain the rigor that is the history of the AAM 

while working to be able to usher in a new generation of fellows. I believe I have a generally 

broad background across microbiology and that this spectrum of experiences would be 

advantageous as an active participant on the SoE.   

Qualifications 

A priority in all aspects of reviewing others is fairness. I would work hard within the SoE to 

ensure each nominee received complete and full consideration. 

 

Education 

 1994 - Ph.D., University of Western Ontario, Canada. 

 1989 - B.Sc., University of Western Ontario, Canada. 

 

Professional Experience 

Date Range  Title  Institution  

1998- present Assistant, Associate and Full 

Professor 

University of Tennessee 

2019 - present Adjunct Faculty U Windsor GLIER 



2007-2020 Associate Head of Department University of Tennessee 

1997-1998 NSERC Visiting Scientist Environment Canada 

1995-1997 Postdoctoral Researcher University of Texas and the 

University of British 

Columbia 

 

ASM and Academy Activities 

Date Range  Title Committee/Board Name 

2007 - present Editorial Board member Appl & Environ Microbiol 

2015-2016 Chair Environmental Microbiology 

Communications committee 

 

Other Activities 

Date Range  Title  Committee/Board Name 

2002 - present Associate Editor L&O: Methods  

2013 - present Editorial Board member ISME J 

2011 - 2021 Editorial Board member Harmful Algae 

2011-2015 Co-chair NIMBIOS working group on Marine 

Viruses 

2005-2009 Co-chair Scientific Committee on Oceanographic 

Research working group on marine 

viruses 

 

Major Accomplishments Including Honors and Awards 

In 1999, I worked with Curtis Suttle to describe the Viral Shunt. This is the mechanism whereby 

viruses recycling dissolved organic matter back into the microbial loop, bypassing the classical 

“grazing” food web. More than 20 years later the viral shunt remains a key component of marine 

food-web models.  

 

During my Ph.D., I worked with Charles G Trick to describe the importance of Fe-organic 

complexes and siderophores produced by marine microbes in the global Fe-cycle. This work 

occurred prior to the onset of the acceptance of Fe-ligands as the major driver of Fe availability 

in much of the surface oceans. Following on this, my lab demonstrated how viruses can also 

participate in Fe-organic recycling.  

 



In the early 2000s my lab developed field deployable qPCR techniques to quantify toxic and 

non-toxic populations of cyanobacteria in natural samples. This was the first qPCR tool deployed 

for harmful algal blooms and a foundation for many studies and the commercially available kits 

now in common use. 

 

John H Martin Award, ASLO. The John Martin Award, established in 2005, recognizes a paper 

in aquatic sciences that is judged to have had a high impact on subsequent research in the field 

in the last 30 years (2021). 

UT College of Arts & Sciences Distinguished Research Career Award (2019).  

UT College of Arts & Sciences Senior Teaching Award (2018).  

Elected Fellow of the American Academy of Microbiology (2016).  

Elected Sustaining Fellow of the Association for the Sciences of Limnology & Oceanography 

(2016).  

 



Subcommittee on Elections, Division Group 3 

Liping Zhao, Ph.D. 

 

 

Statement 

I will rigorously evaluate candidates based on their profiles and recommendations. To ensure that 

our recommended candidates represent outstanding leaders in microbial sciences, I will evaluate 

the candidates based on comparing them with other leaders in closely similar fields. This way, I 

would make contribution to the election by ensuring that leaders in each specific field of 

microbial sciences are elected to the Academy.   

Qualifications 

I have been studying microbiome for over 30 years. I have served as board member of 

International Society for Microbial Ecology, editors for ISMEJ, Microbiome etc. ad hoc reviewer 

for Nature, Science etc. All these experiences provide me with the capacity to know leading 

scientists in relevant fields. This would help me serve well in the committee. 

 

Education 

 1998 - Ph.D., Nanjing Agricultural University, China. 

 

Professional Experience 

Date Range  Title  Institution  

2017-present Eveleigh-Fenton Chair of Applied 

Microbiology 

Rutgers University 



2001-2017 Professor Shanghai Jiao Tong 

University 

1995-2001 Professor Shanxi University 

 

Other Activities 

Date Range  Title  Committee/Board Name 

2018-present Scientific advisor Center for Microbiome Research and 

Education, AGA 

2006-2012 Board member ISME 

 

Major Accomplishments Including Honors and Awards 

Demonstration of the effectiveness of gut microbiota-targeted dietary intervention in 

human obesity and type 2 diabetes. We developed a microbiome-modulating diet which have 

been tested in clinical trials for significantly reducing bodyweight, alleviating inflammation and 

improving insulin resistance while concomitantly changing the gut microbiota in human obesity 

and type 2 diabetes. Metagenomic datamining based on high quality draft genomes identified 

guild-like structure in gut microbiota. Fiber-fermenting guilds were found to be causatively 

contributing to diet-induced alleviation of metabolic diseases. 

 

Experimental demonstration of the causative role of specific gut bacteria in human obesity. 

We isolated an opportunistic pathogen, Enterobacter cloacae B29, which was predominant in the 

gut of a morbidly obese human and reproduced all the major phenotypes of obesity by mono-

associating this strain in germfree mice. We showed that LPS-TLR4 crosstalk is required for 

obesity induction by B29. 

 

Development of a multi-omics-based, top-down systems approach for dissecting the role of 

gut bacteria in human metabolic diseases. We showed in early publications that one should 

not combine all specie in a higher taxon to derive disease association patterns because species in 

the same genus may show opposite associations with disease development. To find out which 

species/strains of the gut microbiota may influence which part of the host metabolism, we 

combined multi-omics-based molecular profiling of and co-variation analysis between urine 

metabolites and gut bacteria. This metagenome-metabolome correlation analysis can help dissect 

the complex microbial communities in the gut to identify the gut bacteria that may impact a 

specific component of host metabolism. 

 


