[bookmark: _Hlk514837931][bookmark: _GoBack][image: ]Figure S3. Alignment of amino acids sequences of succinate-acetate proton symporter SatP of E.coli O157:H7, unknown protein of M. maripaludis S2 candidate as Ac transporter. Yellow highlights the 6 conserved transmembrane regions of both sequences.

Table S1. The quality of the 3D structure model for SatP and MMP0348 was evaluated by the output values in the following tables [1-5]. P-value evaluates the relative quality of a model. The smaller the P-value, the higher quality the model. Score is the alignment score between 0 and the (domain) sequence length, with 0 indicating the worst. uGDT(GDT) measures the absolute model quality. For a protein with >100 residues, uGDT>50 is a good indicator. For a protein with <100 residues, GDT>50 is a good indicator. If a model has good uGDT (>50) but bad GDT (<50), it indicates that only a small portion of the model may be good. uSeqID is the number of identical residues in the alignment.
SATP E.COLI | sp|P0AC99|SATP_ECO57
	[bookmark: _Hlk524904960]Rank
	P-value
	Score
	uGDT/GDT
	uSeqID/SeqID
	ModelName
	Template(s)

	1
	8.40E-06
	211
	179/95
	169/90  
	5ys3A-331002_1
	5ys3A

	2
	9.40E-04
	133
	83/44
	21/11  
	6eu6A-331002_1
	6eu6A

	3
	1.60E-04
	162
	71/38
	22/12  
	3rkoB-331002_1
	3rkoB

	4
	7.10E-04
	137
	77/41
	21/11  
	5aezA-331002_1
	5aezA

	5
	7.60E-04
	136
	72/39
	19/10  
	5aexA-331002_1
	5aexA



1) The model and alignment files under pdbs/ and alignments/ are named after $ModelName.pdb and $ModelName.fasta, respectively. 

2) Please see http://raptorx.uchicago.edu/documentation/#goto2 for the explanation of P-value, Score, uGDT(GDT) and uSeqID(SeqID). 


MMP0348 | mmp0348

	Rank
	P-value
	Score
	uGDT/GDT
	DuSeqID/SeqID
	ModelName
	Tamplate(s)

	1
	7.60E-04
	132
	83/42
	23/12
	6eu6A-318610_1
	6eu6A

	2
	6.50E-04
	135
	77/39
	20/10
	5aezA-318610_1
	5aezA

	3
	1.70E-04
	157
	73/37
	19/10
	3rkoB-318610_1
	3rkoB

	4
	7.20E-04
	133
	72/37
	26/13
	2b2fA-318610_1
	2b2fA

	5
	8.20E-04
	131
	74/37
	21/11
	5aexA-318610_1
	5aexA




1) The model and alignment files under pdbs/ and alignments/ are named after $ModelName.pdb and $ModelName.fasta, respectively. 

2) Please see http://raptorx.uchicago.edu/documentation/#goto2 for the explanation of P-value, Score, uGDT(GDT) and uSeqID(SeqID). 
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Entry Entry name Protein names Organism Gene name

POAC99  SATP_ECOS7 Succinate-acetate/proton symporter ... Escherichia coli 0157:H7 satP yaaH, 20010, ECs0010

Q6MOC3  Q6MOC3_METMP  Uncharacterized protein Methanococcus maripaludis (strain S2 / LL) MMP0348
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