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Figure S1. Workflow and functional components of ngsShoRT software
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Figure S2. Workflow of DBG-based de novo assembly and reference-based assembly

evaluation experiments
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Figure S3. Summary of trimmed data generated by ngsShoRT algorithms
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Figure SS. Summary of de novo genome assemblies of raw and trimmed data
generated by ngsShoRT algorithms
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Figure S6. Correctness of de novo genome assemblies of raw and trimmed data
generated by ngsShoRT algorithms
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Figure S8. Correctness of de novo assemblies of raw and trimmed data generated by
ngsShoRT algorithms and other tools
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Figure S9. Summary of reference-based assemblies of raw and trimmed data
generated by ngsShoRT algorithms
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