Mapping noisy long-reads with multi-index Bloom Filter:
miBF-mapper
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INTRODUCTION

- multi-index Bloom filter (miBF) is an extension of Bloom filter (BF) with an addition-

al ID array for each populated element in BF.
- miBF outpeformed competitors in short read classification in 2020." Accuracy** 99 99 99 99 99 6% 93.49%
- Here we investigated and benchmarked its utility in long-read mapping.
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CONCLUSIONS N
- miBF-mapper is comparable in accuracy to best tools in domain and requires more
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computational resource.
- miBF data structure is usable in various genomics applications.
 As a maximum of #hash functions positions can be stored in miBF, few positions of
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