
Metagenomic and Metatranscriptomic (MG/MT) data analysis is challenged by the lack of com-
plete reference genomes in the database and low coverage of less-abundant microbes. Currently 
available computaƟonal approaches oŌen leave more than half of the MG/MT data unannotat-
ed, which makes it difficult to understand the behavior of the enƟre microbial community. In this 
talk, I will present a novel algorithm called the Simultaneous Alignment and Assembly (SAA), 
which combines both model-based alignment and de novo assembly. To emphasize the uƟlity of 
the implemented program, I will describe its applicaƟons on detecƟng differenƟal expression in 
MT data and discovering novel sequences with MG/MT data.  

Dr. Cuncong Zhong currently is a postdoctoral fellow at the J. Craig Venter InsƟtute. His research 
focuses on developing bioinformaƟcs and computaƟonal biology algorithms. At JCVI, he is devel-
oping a suite of program for metagenomics and metatranscriptomics analysis, and applying 
these approaches for beƩer understanding of human oral biofilm microbiome. He has published 
more than 15 peer-reviewed journal and conference papers. Dr. Zhong obtained his Ph.D. in 
Computer Science from the University of Central Florida in 2013.  
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