Comparison of Hierarchical Clustering Methods
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fn fn 90.24 99.87 0.66

fn avg 81 99.88 0.68

fn nn 70.9 99.88 0.69

avg fn 91.83 99.81 0.64

avg avg 91.83 99.81 0.65

avg nn 85 99.85 0.67

nn fn 100 99.3 0.66

nn avg 100 99.38 0.56

nn nn 99.65 99.5 0.57


Table SI 1: Hierarchical clustering algorithms affect both clustering accuracy and richness estimates


Full-length SSU-rRNA sequences were clustered via both PID and PD approaches using three difference linkage definitions in the hierarchical clustering algorithm: nearest-neighbor (nn), average (avg), and furthest-neighbor (fn).  Here, we show the results of comparing each the PD clusters (threshold of 0.03) to each of the PID clusters (threshold of 0.03) using the True Conjunction Rate (TCR) and True Disjunction Rate (TDR) calculations described in the Methods. In addition, we calculated the Richness Ratio for each comparison, which is the number of OTUs identified by the PD clustering divided by the number of OTUs identified by the PID clustering.
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		PD method		PID method		TCR		TDR		Richness Ratio (PD/PID)

		fn		fn		90.24110218		99.87178184		0.6642066421

		fn		avg		81.00102145		99.87715084		0.6766917293

		fn		nn		70.89618456		99.88170872		0.6923076923

		avg		fn		91.82839632		99.80672775		0.6383763838

		avg		avg		91.82839632		99.80672775		0.6503759398

		avg		nn		85.00443656		99.85272344		0.6653846154

		nn		fn		100		99.30105467		0.6585365854

		nn		avg		100		99.38		0.56

		nn		nn		99.64507542		99.49706622		0.5730769231
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