Supplementary Table 2: Gene- and identity-specific decision thresholds in Reads Per Million for pks island screening

	clb
	Sequence identity threshold

	
	60
	70
	80
	90

	clbA
	0.0160
	0.0160
	0.0160
	0.0160

	clbB
	0.1713
	0.0166
	0.0166
	0.0166

	clbC
	0.1149
	0.0141
	0.0141
	0.0141

	clbD
	0.0309
	0.0155
	0.0155
	0.0155

	clbE
	0.0132
	0.0132
	0.0132
	0.0132

	clbF
	0.0154
	0.0159
	0.0159
	0.0159

	clbG
	0.0174
	0.0174
	0.0174
	0.0174

	clbH
	0.0614
	0.0141
	0.0141
	0.0141

	clbI
	0.1571
	0.0331
	0.0159
	0.0159

	clbJ
	2.5536
	0.0575
	0.0319
	0.0141

	clbK
	2.4656
	0.2205
	0.0141
	0.0141

	clbL
	0.0155
	0.0155
	0.0155
	0.0155

	clbM
	0.0155
	0.0155
	0.0155
	0.0155

	clbN
	0.0154
	0.0154
	0.0154
	0.0154

	clbO
	0.0478
	0.0159
	0.0159
	0.0159

	clbP
	0.0166
	0.0166
	0.0166
	0.0166

	clbQ
	0.0155
	0.0155
	0.0155
	0.0155

	clbR
	0.0160
	0.0160
	0.0160
	0.0160

	clbS
	0.0155
	0.0155
	0.0155
	0.0155

	Cluster (clbA–clbS)
	4.8169
	0.5020
	0.1403
	0.0669



In this table, Reads Per Million (RPM) is defined per sample as reads mapped to the specified target divided by the total reads of that sample and multiplied by 106, allowing results to be compared across studies with different sequencing depths. “Cluster (clbA–clbS)” denotes the sum of mapped reads across the 19 clb genes (clbA–clbS), whereas “clbA to clbS” rows refer to single-gene targets; identity thresholds (60/70/80/90%) indicate the nucleotide sequence identity cutoffs used during read assignment to the clb genes. To facilitate reuse on external datasets, decision thresholds are reported in RPM as a standardized unit; the underlying analytic workflow was unchanged, and RPM was applied post hoc purely for portability.
