
• Raw	data	[20	Features	|	236	Data	Points	|	0-1	Success	Labels]

• Preprocessing
• Remove	ID	and	un-useful	columns	(Number,	ID,	etc.)
• Add	forward	&	reverse	counts	for	bases	and	all	possible	k-mers with	k	=	2	counts	(+(8	+	2x16)	=	40	columns)	
• Add	forward	&	reverse	CG	content	(+2	columns)
• Total	number	of	columns	=	52

• Feature	Selection
• High	Correlation	|	10	columns	discarded

• Recursive	Feature	Elimination	|	32	significant	columns	kept
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• Random	Forest

• Room	for	further	improvement	|	Suggestions	for	features?
• Forward	&	reverse	counts	of	k-mers with	k	=	3	didn’t	help
• R	script	can	score	new	data	points	|	Easy	to	run	by	Mark	R’s	lab	members

• 100-5000	trees	tested	|	
4000	trees	performed	best
• Performance

• Precision 0.8173077
• Accuracy 0.720339
• +/- 0.03	as	dataset is	small


