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	Tool
	Version
	Reference
	Purpose

	FastQC
	v0.12.1
	Brown, 2017 [1]
	Read quality assessment and visualization

	MultiQC
	v1.19.0
	Ewels et al., 2016 [2]
	Aggregation and visualization of quality control reports

	fastp
	v0.23.4
	Chen et al., 2018 [3]
	Read preprocessing, adapter trimming, and quality filtering

	Trim Galore
	v0.6.10
	Krueger, 2015 [4]
	Adapter and quality trimming

	SAMtools
	v1.19.0
	Li et al., 2009 [5]
	Alignment file processing, sorting, indexing, and manipulation

	Sambamba
	v0.8.2
	Tarasov et al., 2015 [6]
	High-performance processing of SAM, BAM, and CRAM alignment files

	SPAdes
	v3.15.5
	Prjibelski et al., 2020 [7]
	De novo genome assembly

	BWA
	v0.7.17
	Li and Durbin, 2009 [8]
	Reference genome alignment of short reads

	Funannotate
	v1.8.17
	Palmer and Stajich, 2020 [9]
	Fungal genome prediction and annotation



1.	Brown J, Pirrung M, McCue LA. FQC Dashboard: integrates FastQC results into a web-based, interactive, and extensible FASTQ quality control tool. Bioinformatics. 2017;33(19):3137-9.
2.	Ewels P, Magnusson M, Lundin S, Käller M. MultiQC: summarize analysis results for multiple tools and samples in a single report. Bioinformatics. 2016;32(19):3047-8.
3.	Chen S, Zhou Y, Chen Y, Gu J. fastp: an ultra-fast all-in-one FASTQ preprocessor. Bioinformatics. 2018;34(17):i884-i90.
4.	Krueger F. Trim galore. A wrapper tool around Cutadapt and FastQC to consistently apply quality and adapter trimming to FastQ files. 2015;516(517):517.
5.	Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The Sequence Alignment/Map format and SAMtools. Bioinformatics. 2009;25(16):2078-9.
6.	Tarasov A, Vilella AJ, Cuppen E, Nijman IJ, Prins P. Sambamba: fast processing of NGS alignment formats. Bioinformatics. 2015;31(12):2032-4.
7.	Prjibelski A, Antipov D, Meleshko D, Lapidus A, Korobeynikov A. Using SPAdes De Novo Assembler. Curr Protoc Bioinformatics. 2020;70(1):e102.
8.	Li H, Durbin R. Fast and accurate short read alignment with Burrows-Wheeler transform. Bioinformatics. 2009;25(14):1754-60.
9.	Palmer JM, Stajich J. Funannotate v1. 8.1: Eukaryotic genome annotation. Zenodo. 2020;4054262.
