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Synergistic  

- Program Committee member and paper reviewer at ACM-BCB’14 conference 

- Mentoring   Graduate and Undergraduate Research students in the SD-BRIN infrastructure  

- Reviewer, Educational Researcher (ER). 

- Course instructor: introduction to Systems Biology (in Introduction to Bioinformatics course -

CPHD601/CSC601) 

- Chair, BRIN-BWS (annual South Dakota Biomedical Research Infrastructure  Network Bioinformatics 

Workshop Series) 

- Committee member  T21&SB, International Scientific meeting on Trisomy 21 and Systems Biology 
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