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B. FM-Index
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2) Backward Search
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4) FM-Index Applications
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C. ReRAM for Big Genomic Data
1) Processing Genomic Data in ReRAM
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3) The Incompatibility of ReRAM and Logic Processes

< 5
> 12

Authorized licensed use limited to: Indiana University. Downloaded on July 03,2020 at 14:25:58 UTC from IEEE Xplore.  Restrictions apply. 



44F2

m LFM
Occ(s, i)

low high m LFM
s d

s d
hd d hd d

d
s

hd
d

A. ReRAM-based Hamming Distance Unit
1) An RHU for the FM-Index
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2) The Fabricated RHU Demonstration

3) The RHU Latency
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4) The RHU Endurance
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B. ReRAM Lookup Table-based Adder
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C. Pipeline Design
1) Pipeline Details
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2) Enabling Strip-Level Parallelism
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2) Search Iteration Scheduling
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3) System Support
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4) Hardware Overhead
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A. Simulation and evaluation
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B. FM-Index on Various Hardware Platforms
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C. FM-Index for Short Read Alignment
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D. FM-Index for Long Read Alignment
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