Accuracy of PD and PID clustering relative to taxonomy-guided clustering
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TCR 98.09 100

nn TDR 99.4 98.91

Richness Ratio 0.71 0.41

TCR 94.28 96.46

avg TDR 99.66 99.38

Richness Ratio 0.77 0.48

TCR 94.55 95.37

fn TDR 99.59 99.53

Richness Ratio 0.74 0.49


Table SI 2: Both PID and PD clustering accurately recapitulates taxonomy-guided clusters


Full-length reference sequences were clustered based on their GenBank taxonomy at the species level.  These same sequences were then clustered using both the PID and PD methods by employing a distance threshold of 0.03 across three hierarchical clustering algorithms: nearest-neighbor (nn), average-linkage (avg), furthest-neighbor (fn).  Each of the PID and PD clusters were compared to the taxonomy guided clusters using the True Conjunction Rate (TCR) and True Disjunction Rate (TDR) calculations described in the Methods. We also calculated the Richness Ratio, which is the number of OTUs identified by the PD or PID clustering method in question divided by the number of OTUs identified via the taxonomy-guided clusters.
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						PID		PD

				TCR		98.09264305		100

		nn		TDR		99.40269915		98.91130822

				Richness Ratio		0.7142857143		0.4093406593

				TCR		94.27792916		96.45776567

		avg		TDR		99.66202272		99.38323041

				Richness Ratio		0.7747252747		0.4752747253

				TCR		94.55040872		95.36784741

		fn		TDR		99.59193527		99.53275031

				Richness Ratio		0.7445054945		0.4945054945
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