	
	Replicon
	precision
	recall
	f1-score
	support

	Support Vector Machine (Linear)
	Chromosome_I
	0.95
	0.96
	0.95
	2184

	
	Chromosome_II
	0.95
	0.96
	0.95
	2273

	
	Plasmid
	0.96
	0.91
	0.94
	280

	
	accuracy
	
	
	0.95
	4737

	
	macro avg
	0.96
	0.94
	0.95
	4737

	
	weighted avg
	0.95
	0.95
	0.95
	4737

	Support Vector Machine (RBF)
	Chromosome_I
	0.97
	0.88
	0.92
	2184

	
	Chromosome_II
	0.90
	0.91
	0.91
	2273

	
	Plasmid
	0.59
	0.96
	0.73
	280

	
	accuracy
	
	
	0.90
	4737

	
	macro avg
	0.82
	0.92
	0.85
	4737

	
	weighted avg
	0.92
	0.90
	0.90
	4737

	Naive Bayes:
	Chromosome_I
	0.82
	0.98
	0.89
	2184

	
	Chromosome_II
	0.90
	0.80
	0.84
	2273

	
	Plasmid
	0.98
	0.30
	0.46
	280

	
	accuracy
	
	
	0.85
	4737

	
	macro avg
	0.90
	0.69
	0.73
	4737

	
	weighted avg
	0.86
	0.85
	0.84
	4737

	K-Nearest Neighbors (k=1):
	Chromosome_I
	0.96
	0.97
	0.96
	2184

	
	Chromosome_II
	0.97
	0.96
	0.96
	2273

	
	Plasmid
	0.96
	0.97
	0.96
	280

	
	accuracy
	
	
	0.96
	4737

	
	macro avg
	0.96
	0.96
	0.96
	4737

	
	weighted avg
	0.96
	0.96
	0.96
	4737

	K-Nearest Neighbors (k=3):
	Chromosome_I
	0.97
	0.97
	0.97
	2184

	
	Chromosome_II
	0.96
	0.96
	0.96
	2273

	
	Plasmid
	0.96
	0.96
	0.96
	280

	
	accuracy
	
	
	0.96
	4737

	
	macro avg
	0.96
	0.96
	0.96
	4737

	
	weighted avg
	0.96
	0.96
	0.96
	4737

	K-Nearest Neighbors (k=5):
	Chromosome_I
	0.97
	0.96
	0.96
	2184

	
	Chromosome_II
	0.96
	0.96
	0.96
	2273

	
	Plasmid
	0.96
	0.95
	0.96
	280

	
	accuracy
	
	
	0.96
	4737

	
	macro avg
	0.96
	0.96
	0.96
	4737

	
	weighted avg
	0.96
	0.96
	0.96
	4737

	K-Nearest Neighbors (k=7):
	Chromosome_I
	0.97
	0.95
	0.96
	2184

	
	Chromosome_II
	0.95
	0.97
	0.96
	2273

	
	Plasmid
	0.95
	0.94
	0.94
	280

	
	accuracy
	
	
	0.96
	4737

	
	macro avg
	0.96
	0.95
	0.95
	4737

	
	weighted avg
	0.96
	0.96
	0.96
	4737

	Decision Tree:
	Chromosome_I
	0.92
	0.94
	0.93
	2184

	
	Chromosome_II
	0.93
	0.93
	0.93
	2273

	
	Plasmid
	0.96
	0.80
	0.87
	280

	
	accuracy
	
	
	0.92
	4737

	
	macro avg
	0.93
	0.89
	0.91
	4737

	
	weighted avg
	0.93
	0.92
	0.92
	4737

	Decision Tree with Boosting
	Chromosome_I
	0.91
	0.87
	0.89
	2184

	
	Chromosome_II
	0.88
	0.92
	0.90
	2273

	
	Plasmid
	0.96
	0.94
	0.95
	280

	
	accuracy
	
	
	0.90
	4737

	
	macro avg
	0.92
	0.91
	0.91
	4737

	
	weighted avg
	0.90
	0.90
	0.90
	4737

	Random Forest (50 trees):
	Chromosome_I
	0.97
	0.96
	0.97
	2184

	
	Chromosome_II
	0.96
	0.96
	0.96
	2273

	
	Plasmid
	0.96
	0.98
	0.97
	280

	
	accuracy
	
	
	0.97
	4737

	
	macro avg
	0.96
	0.97
	0.97
	4737

	
	weighted avg
	0.97
	0.97
	0.97
	4737

	Random Forest (100 trees):
	Chromosome_I
	0.97
	0.96
	0.97
	2184

	
	Chromosome_II
	0.96
	0.97
	0.97
	2273

	
	Plasmid
	0.96
	0.98
	0.97
	280

	
	accuracy
	
	
	0.97
	4737

	
	macro avg
	0.96
	0.97
	0.97
	4737

	
	weighted avg
	0.97
	0.97
	0.97
	4737




