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1. Background and Motivation 2. The state-of-the-art Solution

» The genome sequencing and analysis pipeline » NVM-based PIM accelerators

" The read quality control stepe is a highly-recommended but optional step to reduce the
workload of read mapping by eliminating unnecessary computation

Goal:

Efficiently accelerate the entire genome analysis
pipeline while minimizing data movement and
useless computation
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" Enables fine-grained pipelining of genome analysis steps
" Processes reads at chunk granularity (i.e., a subsequence; 300 bases)

" The basecalling step and the read mapping step are executed separately
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4.2. GenPIP: Early Rejection

5. GenPIP Implementation

» NVM-based PIM implementation

P Speedup » Energy Efficiency

Basecalling Module e=——— Ccontroller >  Read Mapping Module
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