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Figure S4. Sequence comparisons of the RnfB subunit from Methanosarcina acetivorans. 28 

Panel A, alignment with RnfB from Rhodobacter capsulatus.  The predicted N-terminal 29 

transmembrane helix using the TMHMM and HMMTOP algorithms [54] is highlighted in grey 30 

and conserved cysteines  are highlighted in black.  Panel B, alignment with partial sequences of 31 

CdhE and AcsC subunits from the CO dehydrogenase/acetyl-CoA synthase complex of 32 

Methanosarcina thermophila (M.t.), Moorella thermoacetica (M.th.), and RnfB from  33 

Rhodobacter capsulatus (R.c.). 34 

 35 
(A) 36 

M.a. MSSVLINSIAVLAGLGFAVGVMLVIASKVFKIDSNPLIDDVASLLPGANCGGCGFAGCAACAEAIVEQGAPVNSC 75 37 
R.c. ----MIAAAASMSALGLGLGYLLGAAARKFHVETPPIVEEIAKILPGTNCGACGFPGCNGLAEAMAEGNAPVTAC 71 38 
          *   *    **   *  *  *   *     *     *  *** *** *** **   ***  *  ***  * 39 

 40 
M.a. PVGGFEVAKQIGALLGQEVTESEKEFPFVRCQGGNQHCTTLYDYHGVENCKVALMLCDSRKGCTYGCLGLGTCVQ 150 41 
R.c. TPGGRDVALALAEIVTVEAG------------------------------------------------------- 91 42 
       **  **         *                            43 

 44 
M.a  ACQFGALSMGEDGFPVVNKALCTSCGNCIAACPNGVLTFARDSEKVHVLCRSHDKGKDVKAVCEVGCIGCKKCEK 225 45 
R.c. -ADAGPIAEIEPMVAFVFEDHCTGCQKCFKRCPTDAIVGG---------------AKQIHTVVMDACIGCDACIE 150 46 

     *     *     *    ** *  *   **                       *    *    ****  *    47 
 48 

M.a. ECPAGAIRVTEFLAEIDQEKCTACGACVAICPQKAIELR 264 49 
R.c. VCPTEAIVSRVKPKTLKTWYWDKPQPGLVAASAETAA   187 50 
      ** 51 
 52 

(B) 53 
M.a.  43 SLLPGANCGGCGFAGCAACAEAIVEQGAPVNSCPVGGFEV 82 54 
R.c.  39 KILPGTNCGACGFPGCNGLAEAMAEGNAPVTACTPGGRDV 78 55 
M.t.  11 KYLPQTNCGECGEPTCMAFASKLIDRSGKTSDCPPLVKEK 50 56 
M.th.  9 KQLPKKNCGECGTPTCLAFAMNLASGKASLDSCPYVSDAA 49 57 
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