Table S1:  The proteins examined manually for probable orientation within the membrane for which HMMTOP and TMHMM [28-29] gave conflicting results.  The top row lists the proteins examined and their respective numbers of TMSs.  For each protein, the numbers of K and R residues found in the N- and C- terminal regions and in the loops between TMSs are presented.  The numbers of the residues corresponding to the loop or terminal regions examined are also indicated for each protein.  Twenty amino acyl residues adjacent to the first or last TMS were examined in both termini unless TMHMM predicted that fewer residues were found at the N-terminus before the start of the first TMS, as is the case for Cgl1 (6 residues examined), Cje3 (1 residue), and Bcl2, Cte1, and Afu2 whose N-terminal regions started with a TMS and therefore had zero residues examined (“N/A": not applicable).  The conclusions resulting from this study agreed with the HMMTOP program, but not with the TMHMM program.

	Protein Abbr.
	Cdi1 (3 TMSs)
	Cef1 (3 TMSs)
	Cgl1 (3 TMSs)
	Cje1 (3 TMSs)
	Bcl2 (5 TMSs)
	Cte1 (5 TMSs)
	Afu2 (6 TMSs)

	
	Residues examined
	# of 
K + R residues
	Residues examined
	# of 
K + R residues
	Residues examined
	# of 
K + R residues
	Residue examined
	# of 
K + R residues
	Residues examined
	# of 
K + R residues
	Residues examined
	# of 
K + R residues
	Residues examined
	# of 
K + R residues

	N-terminus
	1-20
	2
	1-20
	4
	1-6
	0
	1
	0
	N/A
	N/A
	N/A
	N/A
	1-6
	1

	Loop 1 Region
	57-89
	5
	123-151
	6
	30-56
	5
	25-53
	5
	18-25
	2
	15-29
	2
	25-46
	5

	Loop 2 Region
	113-116
	1
	175-178
	0
	80-83
	0
	74-79
	1
	44-52
	1
	53-75
	2
	70-75
	0

	Loop 3 Region
	 
	 
	 
	 
	 
	 
	 
	 
	76-107
	7
	99-125
	3
	96-121
	8

	Loop 4 Region
	 
	 
	 
	 
	 
	 
	 
	 
	120-135
	2
	149-162
	1
	145-164
	3

	Loop 5 Region
	 
	 
	 
	 
	 
	 
	 
	 
	 
	 
	 
	 
	188-201
	4

	C-terminus
	170-190
	2
	260-280
	3
	150-170
	4
	176-196
	1
	165-175
	6
	183-189
	4
	225-228
	1


