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	32
	29
	29
	29
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	m=2.0
	51
	34
	33
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	m=3.0
	123
	46
	34
	33
	33
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	31

	m=4.0
	620
	53
	43
	34
	33
	33
	33

	m=5.0
	1541
	84
	50
	43
	34
	33
	33

	m=6.0
	2310
	161
	53
	46
	43
	34
	33



Number of predicted in silico invariant genes depending on the HMM parameters h (columns) and m (rows). Based on 33 being the most common result with these values tested, all sets of 33 being identical, and all other sets being sub- or super-sets, we chose m=4.0 and h=5.0.  
