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	Step
	Software

	1. Merge paired-end FASTQ files
	USEARCH

	2. Relabel the merged sequences
	USEARCH

	3. Trim primers and filter low-quality sequences
	USEARCH

	4. Dereplicate sequences
	USEARCH

	5. ASV clustering (denoising)
	USEARCH

	6. Remove chimeras against a reference database
	USEARCH

	7. Map filtered reads against ASV representative sequences to generate the abundance table
	USEARCH
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