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Background Results Algorithm

The following plots show assembly quality improvements at scaffold

t = A large k value is dynamically determined close to read size.
stage.

= De novo short read assemblers commonly use de Bruijn graphs
(DBG) where node sequences are of same length, specified with
parameter k.

= A Bloom filter is constructed from short reads, storing large k-mers.

C. elegans read size 110bp = A window of large k size is slided along all possible paths of a repeat,
@ _ coverage 75x in an attempt to find large k-mers.
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= Using Bloom filters to reduce memory usage is viable.
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