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Detects and removes misassemblies

– Identify and cut chimeric golden path reads

Introduction
State-of-the-art de novo long read assemblers

– Overlap-Layout-Consensus paradigm

– High RAM cost

GoldRush

– Linear time algorithm

– Low RAM cost

Results

Conclusions

• Novel de novo long read assembly algorithm

• Lowest RAM cost

• High contiguity and low misassemblies
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Multi-index Bloom filter

Spaced Seed
Kmer 1 CTAACACACG

Kmer 2 CTAAGTCACG

Spaced Seed 1111001111

Insertion

tile
• Read is divided into blocks of length t × b

– t is the length of a tile

– b is the number of tiles in a block

• Spaced seed inside a block are inserted 

with the same ID

Query

• Query all signature in each tile to  

generate ID and counts table

Query Outcome Best hits

• Preliminary assignment is based on a 
threshold x (10)

• If a tile is assigned, then the tile is 

found in the golden path
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