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Abstract:

Metagenomics studies apply i to study the ition and function of microt

environmen ccurate estimations of alpha diversity, the composition of different organisms within a community and

beta diversity, the comparison of different communitie: sed on enormous amount of sequence data from new sequencing
technologies are essential problems in ecology. I will talk about our collaborations with marine biologists to develop
computational approaches and applied them to the analysis of metagenomics data from the marine communities. I will
introduce three programs developed in our group.

1. Identify local time delayed associations between microbial organisms (LSA),

2. Estimating levels of i based on whole shotgun reads,

3. Comparing metagenomic communities based on k-tuples.

s within their natural

Brief CV:

Dr. Fengzhu Sun is Professor and Head of Computational Biology and Bioinformatics within the Molecular and Computational
Biology Program at US
Professor Sun works in the area of Computational Biology and Bioinformatics.
Modeling. Hi: ch interests include protein i ion networks.
i isequili (LD) and their applications in predicting protef
so interested in metagenomics, in particular, marine genomic; 3
His previous research accomplishments include: 1) protein domain interaction and protein function prediction integrating
multiple data sources, 2) dynamic ing algorithms for haplotype block partition and tag SNP selection, 3) 1-TDT:
transmission disequilibrium test when one parent is available, and 4) theoretical studies of polymerase chain reaction (PCR)
related biotechnologies.
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