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Dechloromonas occultata @ @ © @ @ ®
BetaproteobacteriaHGW-12 @ @ © @ @ ®
Betaproteobacteria HGW-7 @ @ © @ @ ®
Dechlorobacter hydrogenophilusLT-1 @ © @ @ ®
Sulfuritalea hydrogenivorans @ © @ @ ®
RIFCSPLOWO2 02 FULL6324 @ ® ® @
Azoarcus KH32C @ @ © @ @
Azoarcus toluclasticus @ ® © @ ® ©
Azoarcus tolulyticus @ ® ® ® ® @
AzoarcusCIB @ ®@ © @ 0O
AzoarcusDN11 0@ © @ @O
Oxalobacteraceae UBA8502 @ ® © @@
Herbaspirillum sp. ST5-3 ©@® © @ @ Q@
Herbaspirillum sp. HC-18 @ @ © ® @ @
Noviherbaspirillum denitrificans TSA40 @ ® © @ @ ©
Piscinibacter defluviiSH-1 @ © @ @
Piscinibacter caeniMQ-18 @ © @ @
Leptothrix cholodnii SP6 @ 2000
Leptothrix mobilis @ @
Ideonella A288 @
Burkholderiales-76 @ @
Burkholderiales JOSHI 001 @ @
RIFCSPHIGHO2 02 FULL 57 16 @ @
Gallionellales sp. GWA2 60 18 @ @
Nitrosomonadales bacterium FeB_15 @ [ X J
CG15_BIG_FIL_POST_REV_8 21 14 02066 15 @ © @
Thiobacillus sp.6529 @ © @ @@
Halomonas sp. DQ26W @ @ © @ ® ®
Endozoicomonas sp. GTF13 @ @ ®
Ferrimonas sp. IMCC35001 @ @ ®
Inmirania thermothiophila DSM 100275 @ )
Thalassotalea sp. 42_200_T64 @ @ ®
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Normalized peptide counts CH4/N2
Enzyme Function SP|TMH [CxxCH | P-sort | NCBIID P value
CH, SD N, SD ave SD
Ca. Dechloromonas occultata
MtoX-1 (cyt-b) N 5 ofIM RIX49676
MtoY-1 (MCP) N 2 1|IM RIX49677 27 0536 0.2 0.8 0.2 0.2
Mto-1 MtoB-1 (porin) Y 0 o(oM RIX49678 10 2 15 2 0.6 0.1 | 0.004
MtoA-1 Y 1 10|P RIX49874 5 1 25 0.1 1.9 0.4 0.1
MtoD-1 N 0 1|P RIX49875
MtoX-2 (cyt-b) N 4 ofim RIX48942
Mto-2 MtoB-2 (porin) Y 0 o(oM RIX48943 8 1 16 0.2 0.5 0.1 0.04
MtoA-2 Y 1 10|P RIX48944 73 0.8 4 2 2.1 1.3 0.2
MtoD-2 Y 1 1|U RIX48945 26 0307 03 4.0 1.4 | 0.003
OccA Y 1 3(P RIX49688 4 0.5]| 0.7 0.6 7.8 5.7 0.01
OccB Y 0 3(U RIX49689 41 4 19 2 2.2 0.0 0.03
OccC N 0 1|1U RIX49877
OccD N 0 3(U RIX49878
OccE (6-NHL) N 1 ofu RIX49690 22 2.1 1205 0.2 1.1 0.1 0.2
OccF Y 2 4(E RIX49691 13 0.7 |10.1 0.1 1.3 0.1 0.06
OccG (PPlase) N 0 (1Y) RIX49692 14 1 33 05 4.2 0.3 0.01
OccH N 0 0|OM/E  |RIX49693 6.0 02|77 06 0.8 0.1 0.10
Occl N 1 3(U RIX49694 7 25123 0.0 29 1.1 0.1
Occ Occl) Y 0 4|U RIX49879 44 0.2 (19 3 24 0.4 0.03
OccK N 0 ofcC RIX49880 39 6 13 1 3.0 0.2 0.04
Occl N 1 3(U RIX49695
OccM N 0 3(U RIX49881
OccN (6 NHL) N 2 ofuU RIX49696 57 03 6 1 0.9 0.1 0.2
OccO (6 NHL) N 0 ofu RIX49882 1.2 08|42 04 0.3 0.2 0.03
OccP N 0 11|E RIX49697 14 2 12 3 1.2 0.5 0.4
OccQ Y 4 ofIM RIX49698
OccR N 8 ofIM RIX49883
OccS N 12 ofIM RIX49699
Cytc5 N 1 1|U RIX47670 27 2 9 3 3.2 0.8 0.01
Cytc5 Y 1 2|P RIX40984 19 2 6 1 3.3 1.0 0.06
Cytc'/C_2 Y 1 1|P RIX44710 17 5 3.6 0.8 4.8 2.3 0.09
Cyte Cytc'/C_2 Y 1 1|P RIX49630 7 1 1.2 09 8.2 6.6 0.07
Cytc551/c552 Y 0 1|P RIX49087 13 3 2.8 0.0 4.8 1.1 0.06
Cytcd Y 0 2|P RIX48804 16 0.8]9.8 038 1.6 0.2 0.06
Cytcd Y 0 2(P RIX44782 4 2 1.7 0.7 2.6 0.1 0.08
Cytcd Y 0 2(P RIX45018 7 0.6 | 2.2 0.2 3.0 0.0 0.02
NapA Y 0 ofP RIX41011 76 2 67 3 1.1 0.1 0.1
Nap NapB Y 1 2(P RIX41010 15 1 5 2 3.2 0.9 0.02
NapC N 1 4(IM RIX41009 12 3 13 1 1.0 0.2 0.1
NirS Y 0 1|P RIX44719 58 2 44 4 1.3 0.2 0.1
Nir NirB Y 1 2(P RIX44720 14 3 10 2 1.5 0.6 0.2
NirC N 0 1|P RIX44788
NirF Y 1 0(PorC |RIX44721 2 1 7 1 0.3 0.1 0.02
Nor NorC N 1 1|IM RIX45182 3.5 0.7]3.2 07 1.1 0.0 0.1
NorB N 12 1|1IM RIX45183
cNosZ Y 0 ofP RIX42539 77 17 [ 66 8 1.2 0.3 0.2
cNosC1 Y 1 1|P RIX42538 16 2 4 2 5 3 0.08
cNosC2 Y 1 2(P RIX42537 10 0.1 |39 03 2.6 0.1 0.02
cNos cNosB N 6 ofIM RIX42536
cNosD N 0 ofpP RIX42535
cNosG N 1 ofc RIX42534
cNosH N 4 ofIM RIX42533
QcrA N 9 0|CM RIX41976
Qcr QcrB N 9 o[c™Mm RIX41977
QcrC N 1 0|CM RIX41978
Proteases Serine protease N 0 ofP RIX49468 27 2 |10 03 29 10 0.02
Carboxyl-terminal protease (S41) N 1 o|c™M RIX48818 | 185 0.8 | 8.0 0.9 23 0.1 | 0.0002
DUF4214 protein N 0 0|OM/E |RIX44180 146 25 | 43 0.6 3.4 0.5 0.05
S-layer protein N 0 ofuU RIX44181 8 0.5] 10 0.6 0.8 0.1 0.14
PEP-CTERM sorting Y 1 o|E RIX45463 | 68 6 [ 33 10| 21 05 0.03
Membrane/E A
stracellular Tol-Pal system protein TolB Y 0 ofP RIX44015 20 2 12 1 1.67 0.05 0.03
Peptidoglycan-associated lipoprotein (Pal) N 0 o|OoM RIX44016 | 273 0.2 | 10 3 3 1 0.04
Tol-Pal system protein YbgF Y 0 ofuU RIX44017 | 10.8 0.4 4 2 4 2 0.06
Pilus assembly protein N 0 oju RIX46961 54 5 30 5 1.8 0.1 0.001
PQQ-dependent dehydrogenase Y 0 ofp RIX45050 37 4 17 1 2.2 0.1 0.03
Phasin family granule-associated protein N 0 o(u RIX40682 49 2 22 1 2.2 0.2 0.03
Other Phasin family granule-associated protein Y 0 ojuU RIX40683 34 4 16 1 2.1 0.0 0.03
High potential iron-sulfur protein Y 0 ofu RIX49681 |10.79 0.01| 6.5 0.4 1.7 0.1 0.02
Electron transfer flavoprotein (FixA) N 0 0|C RIX43544 16 3 10 2 1.7 0.0 0.04

Ca. Geobacter occultata

E-pilus__ [Type IV pilin PilA [N T 1] o[E [RNC67631] 93 3 [ 18 3 5 [ 1] o002
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