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	Amplicon Region
	Community
	Total Reads
	Contaminating Reads*
	Errant Reads
	Errant %
	Calculated Per-Base Accuracy

	V3-V4
	V3V4T
	42,721
	143
	33,148
	78%
	99.63%

	
	V3V4P
	75,447
	10,266
	55,394
	73%
	99.67%

	
	V3V4E
	31,330
	99
	24,938
	80%
	99.61%

	V6
	V6T
	71,070
	6
	25,036
	35%
	99.28%

	
	V6P
	53,654
	44
	17,216
	32%
	99.36%

	
	V6E
	27,165
	0
	10,958
	40%
	99.14%


*Reads directly attributable to E. coli strain used for cloning.
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