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Direct Acyclic Graph for Sequence Structures
from Short Read Clustering with Neighboring Reads
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We propose a method to describe DNA sequence structures as direct acyclic
graphs from short reads generated by high-throughput sequencer. The se-
quenced DNA fragments are called the short reads and they inherent sequence
structures. Although short read clustering has developed to extract the se-
quence structures, current description of the clusters is less applicable to it.
Therefore we first operate clustering with neighboring reads, and convert the
clusters into direct acyclic graph in order to achieve effective extraction of se-
quence structures.
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Fig.1 Ends cut reads and inferred neighboring Fig.2 Connected components from neighboring
reads. reads.
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Fig.3 Directed graph from neighboring reads.
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