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Reciprocal Best (BLAST) Hit Heuristic
Step 1: all against all alignments Step 2: filtering bmilarity and graph conversion
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The RBH and BLAST alternatives

rank time and memory VS sensitivity , precision
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The RBH and

Reciprocal Best (BLAST)

Step 1: all against all align
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— Min-Cut Problem
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— Min-Cut Problem (NP-Complete)
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Spectral Graph Clustering

— Eigenvalue Problem

Power lteration

dsyevr (LAPACK Library)




Spectral Graph Clustering

LAPACK vs Power lteration
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LAPACK vs Power lteration

LAPACK is
faster
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Graph density [ Iteration is
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Spectral Graph Clustering
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New Features:

LAPACK and Power Iteration
Multithreading Support
BLAST bitscore incorporation
Heuristics (Critical Edge, ...)
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— Eigenvalue Problem

% Power lteration O( number of nodes * number of edges )

% dsyevr (LAPACK Library) O( number of nodes )
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