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BACKGROUND

HUGE VOLUME OF NGS DATA PREPARED
ASSEMBLY IS STILL DEVELOPING

TRADE-OFFS OF CURRENT ALGORITHMS
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CURRENT PROGRESS

INSTALLED TWO ASSEMBLY PROGRAMS:
ALLPATHS-LG AND VELVET

RUNNING MPI AND HSP PROGRAMS ON
DARTER AND NAUTILUS

SCALABILITY STUDIES FOR BLAST
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FUTURE GOALS

OPTIMIZE SEQUENCE ASSEMBLY TOOLS TO
PERFORM ON HPC RESOURCES

INTEGRATE SEQUENCE ASSEMBLY TOOLS INTO
THE POPL AR PIPELINE
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QUESTIONS?

FOR MORE INFORMATION CONTACT:
MARY L. HARRIS@BAYLOR.EDU OR CATHEASONO9@GMAIL.COM




