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Abstract Transcriptome assembly is an important part of genome sequencing and function annotations. To improve the
precision and efficiency of transcriptome assembly, this paper presented a new de novo transcriptome assembly algo-
rithm called StepLink. The main innovations of this algorithm are presenting two concepts, namely leftmost k-mer
(short sequence of length &) and right k-mer,and using the hash of hashes table to store the k-mer pairs, which makes
the assembly more quickly and accurately. This algorithm was used to assemble the datasets of human,dog and mouse in

the SRA databases respectively. The experimental results suggest that the proposed algorithm has higher efficiency than

other existing algorithms.
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Fig. 1 Flowchart of algorithm design
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Fig. 3 Backtracking scheme of contigs
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Fig.5 Diagram of assembly
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Fig. 6 Sensitivity comparison of different algorithms for

three RNA sequencing datasets
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