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Dividing Cell in Lattice Microbes - Slow Growing E. coli 
Correcting for DNA Replication

T. Earnest, J. Cole, J. Peterson, T. Kuhlman, ZLS  “Ribosome biogenesis in replicating cells: integration of experiment 
and theory”  in Special Issue “Single Molecule and Super-resolution Microscopy of Biopolymers" (2016 submitted)



Improving*Mul./GPU*Performance**
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•  Today -2 hr cell cycle of  ~1000 rxns, 251 species in ribosome biogenesis in 
dividing cell requires 1 day using GTX980 / TitanX,  Cuda 7.0 and LM 2.3a

•  Program!Lattice Microbes and PyLM with tutorials available  at
    http://www.scs.illinois.edu/schulten/lm/

“Old”*–*January*2014**Hallock,*et*al.*Parallel&Comp.* New*–*Nov.*2014**Supercompu.ng&2014*
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