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 10 
A) Bsel_1475 Rhodanese domain protein 11 
MKHKWTGLLMGAALLTATACSSDEASVLADEENDNEEQAAVETNVFNDLMANSAAY12 
MEDPNFNVITGEALHNKTVFENPEDYFILDVRDTTTFVSGHIPGAVNVPYRVSGLEQMY13 
LELPEDKTIYVVCFSGHTASHTVGMLNALGYDAEALQFGMGGYASGTDLGSNIPGGPA14 
ELPVVTTGFELTETHDLPEIMSDESDIRTIAHEQSQNFLDQEPPGVMGAPDLNEMINEGN15 
LDGHQLIDIRLGEHYEQGHIEGAANLPYNELFNEENLSLLDPEKMTVVIGYNGYDASQV16 
TRLLGQLEYSAVPLAYGMSIWSGDESVVGEHMFDFSNVYSLPVRELKFDMDAGDIEAG 17 
CR 18 
 19 
B)  Bsel_1476 Trimethylamine-N-oxide reductase  20 
MPKLKRRSFLKASALTAAAAAVPFKMTMGDFREASAEAEEKVIPSTCNGCASMCGIYA21 
HVKNDRLWYVEGHPVHLKAGGRLCARGHGMAADIYGKGRVQGPMKKVAEGEFEPIS22 
WEQAFKEIGEKMGNLRDQYGGNSFLWLEHGVRGKRYADPLLDRMGSSNYITHYSTCFT23 
SKTNAWQHMVGSMPAGDHENAKYMIFEGRNFAGAIIPNGMKKILKAKDNGAKIVVIDP24 
RYSEIAKVADEWIPIRPGTDLALRLGMAHTLISENLYDSAFVKKYVTDFDEFWSLNKDK25 
DADWAAEITGIDADTIRRVAREFAEHAPEAFMEPGWHGLHCHYFNSTQTAQMGIILNAL26 
VGNFFKRGGLMPSANVEFGEYMHTDVEAVEKGPRADGAGVEGEHMTVEPGRGIAQNV27 
PDMIDKGRIKSVFIYHFNPLRTAPDPEYQKKIANAELVVSIPVDWNETSVYAADYILPEN28 
YYLERTEVPQAVSGHISHDWPQISIRQQVTDPLHDTLPLLDIMRGITKEMGYDNLYDFTV29 
DDEIAAMLEPTGVTPEELKEKGTVELRTNKVEPKFPVNLSGEPNLGTFSGKIQFSAEIFKI30 
DGKRGVPTWIPTMVQPDLNNPEEFRLIHGKQPYHSHSVTSTNASLLRITEKYNGEAMWI31 
NTKRAKDLGIEDGDTVSVKSSIANKTVPVHVTQLIHPECVWIPSAYGAFSNKIKEGYQLG32 
INFNDFIPMMIEPYSGSTMSQEVVVNVQKGGEA 33 
 34 
C)  Bsel_1477 4Fe-4S ferredoxin iron-sulfur binding domain protein 35 
MANYGLLIDTRKCTGCHACSIACSTYNELEPEVSYNRLEFIESGTYPNVKMDIVPVQCM36 
HCDDAPCVKVCSTQATFKVEENGIVAFNPDKCTGCKACMAACPYDARALNEARLSEKC37 
RWCPEMLTQGKQPSCASTCMNEVRLFGDLDDPDSEINKKMAQFNTVQLVPEAGTKPRI38 
WYIK 39 
 40 
D) Bsel_1478 Polysulfide reductase NrfD 41 
MLNRNLWYGITGIMIIFGIIGIGNIFIHGEHVMGTSNYVPWGSLIGAYVFFVAISTGLTFLS42 
SMVHVFKMKQFEFLTKRLTLASIATLLMGFVMIGVELGNPLAMVYILVTPNVMAPIFW43 
MGAFYGLYLVLHIIEFFFQIKDNHKIVNTISPFVLVVGIAAQSTLGAVFGLSVARGIWNSA44 
YLSIFFLIMAFVSGLAVAMIMAFFLSKGNVMKQEDREKLPGLYPFMSKLTMGLLAVGIIF45 
VTWNWIYGLHSGNPNRMASMELMLNGPLAVPYWVLEVGFVFLIPLLILGLVKAKKAAT46 
MLTTGVVLLIGLFAMRIILTFAGQMVPLEVVTGSLTMNELRDVSILWSEWATMIFGVGG47 
SILIYMLGERFLNLDVTEHGSHGTHDKKATQAS 48 
 49 
  50 
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E) Bsel_1479 Chaperon protein NarJ 51 
MNKTDRKETYTELIRLLGELYKFPDDEVEQAIAEGVLDQEIDDYLSLFPEIRIENKQSFSS52 
LRDKELTAKKQYMTAYSGITTPFHPPVESLYKPWSVDPKDQTGLYNKTGYYMGDAAL53 
HMKHLLQHYEIEVPKDYEMMPDHLAISLEFYAMLLERDTEAAEAFHQDHFDWLKAFH54 
KKHQEIDDVPFYDYLLRVLIAVTAVSPRELT 55 
 56 
F)  Bsel_1480 Rhodanese domain protein 57 
MKKWAIGLLSLAGMITLSACGTSQASETEPTSFLPMEPDVSPYIVEEEAEEEGQDHVPYH58 
ENWNYIDTVQLTRLMDGLPEISQDRESYDQVPPEWGDVALIDSRPPGVYAAGHINGAINI59 
PDSEFDDYKHLLPEDKDTQLIFYCGGLHCALSGNSSEKAMDMGYENSYVYQEGTPAWK60 
SAGNYFTVTPEYVEEQILESNVARDDTDPVMIIDTRTYAGYFAEHIPTAVFWDDTQYGT61 
KYQGFAPENKDAEIIIYCGGFFCHKSPALADDLLGDGYTNVKVLSGGMPAWKQAGLPT62 
FGMETADADFDVSAGKVDRSVSAEDFEDLIASGATVVDVRGDGEVANGMIDGALH 63 
VPDGDIHANDPSVEETLPDDKSTTLLIHCASGARASGVVEKIADLGYEEVYYWNGGISIS64 
DDGSYTLN 65 
 66 
  67 
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Figure S1. Structural motifs predicted in proteins of the MLS10 Srr operon srrEABCDF 68 

(Bsel 1475 – Bsel_1480). The annotation is that provided by the Joint Genome Institute 69 

Integrated Genome who sequenced the genome. A) SrrE, Rhodanese domain protein.  The 70 

putative lipoprotein motif anchoring the protein to the membrane is highlighted in grey.  The 71 

putative rhodanese domains are highlighted in purple.  One rhodanese domain has a predicted 72 

catalytically active cysteine residue, highlighted in teal.  B) SrrA, Trimethylamine-N-oxide 73 

reductase.  The putative twin arginine translocation motif is highlighted in teal.  The putative 74 

4Fe-4S cluster is highlighted in yellow.  The cysteine residue predicted to coordinate the guanine 75 

dinucleotide molybopterin cofactor is highlighted in red.  C) SrrB, 4Fe-4S ferredoxin iron-sulfur 76 

binding domain protein.  The four predicted 4Fe-4S iron clusters are highlighted.  The first 4Fe-77 

4S cluster is highlighted in red.  The second 4Fe-4S cluster is highlighted in purple.  The third 78 

4Fe-4S cluster is highlighted in teal.  The fourth 4Fe-4S cluster is highlighted in yellow.   79 

D) SrrC, Polysulfide reductase NrfD. E) SrrD, Chaperon protein NarJ. F). SrrF, Rhodanese 80 

domain protein.  The putative lipoprotein motif anchoring the protein to the membrane is 81 

highlighted in grey.  The putative rhodanese domains are highlighted in purple.  All three 82 

rhodanese domains have predicted catalytically active cysteine residues, highlighted in teal.   83 


