
 Foos7B 23 [EU431681] 
 Foos7B 67 [EU431715] 
 Foos7B 104 [EU431744] 
 Foos8B 91 [EU431830] 

 Foos7B 71 [EU431718] 
 Foos7B 41 [EU431695] 
 Foos7B 115 [EU431751] 

 GMM 84 [KC255366] 
House floor dust clone FD02E04 [FM873369] 
Janthinobacterium sp. CH24-3 [EU057879] 
 Foos7B 30 [EU431685] 

Janthinobacterium sp. clone JG35+U1-AG27 [AM071372] 
 GMM 2 [KC255314] 

 Foos7B 57 [EU431709] 
 Foos7B 50 [EU431704] 
 Foos7B 21 [EU431679] 

 Foos7B 16 [EU431674] 
 Foos7B 45 [EU431699] 
 Foos7B 36 [EU431691] 

Aspen rhizosphere clone Amb_16S_1080 [EF018455] 
Janthinobacterium agaricidamnosum str. SAFR-022 [AY167838] 

Subsurface soil clone B-BH93 [AY622261] 
Soil clone S22-5 [EU669617] 

 GMM 182 [KC255305] 
 Foos7B 83 [EU431727] 

 Foos7B 18 [EU431676] 
Uranium mine tailings soil clone Gitt-GS-172 [AJ582193] 

 GMM 32 [KC255327] 
 Foos7B 33 [EU431688] 

 Foos7B 89 [EU431732] 
 Foos7B 25 [EU431682] 

 Foos7B 101 [EU431741] 
Soil Oxalobacteraceae bacterium G2 [DQ113445] 

 Soil Oxalobacteraceae bacterium KVD-unk-24 [DQ490308] 
 GMM 26 [KC255320] 

 Foos7B 106 [EU431746] 
 Foos7B 102 [EU431742] 

 Geothermal spring mat clone YCC5, Tibet [EF205492] 
 Foos7B 98 [EU431738] 
 Foos7B 44 [EU431698] 

 Foos7B 69 [EU431716] 
 Foos7B 49 [EU431703] 

 Foos7B 103 [EU431743] 
 Foos7B 65 [EU431713] 

 Foos7B 107 [EU431747] 
Duganella nigrescens str. YIM H16 [EF584756] 

Fungal ascocarp clone Cl-73-TB2-II [AY599723] 
 Foos7B 22 [EU431680] 

Alpine Lake clone A9, Switzerland [AJ867902] 
Isolate str. A1020 [AF236013] 

Guanting Reservoir sediment clone 5-49 [DQ833476]  
Methylotenera mobila str. JLW8 [DQ287786]  

 GMM 100 [KC255252] 
Uranium mill tailings clone Gitt-KF-149 [AJ532688]  

Variovorax sp. str. RM6 [DQ118732] 
Lake Gatun clone 5C231096 [EU803514] 

 GMM 98 [KC255374] 
 Foos8B 62 [EU431805] 
 Foos8B 10 [EU431765] 
 Foos8B 47 [EU431792] 

 Foos8B 34 [EU431781] 
 Foos7B 9 [EU431668] 

River water isolate [AJ505858] 
Rhodoferax ferrireducens str. T118 [AF435948]  
Rhodoferax ferrireducens str. DSM 15236 [NC_007908] 

Antarctic str. G079 [EU636030]  
Water clone J1 EF203806-1  

Freshwater lake isolate HIBAF001 [AB452981]  
Spittelwasser River clone Spb98, Germany [AJ422160]  

Elbe River clone Elb263, Germany [AJ421938] 
 GMM 41 [KC255332] 

 GMM 122 [KC255256] 
 GMM 69 [KC255354] 
 GMM 133 [KC255271] 

Karst spring water clone M6A-566 [AM991232] 
Freshwater lake isolate HIBAF005 [AB452984] 

 GMM 86 [KC255368] 
Antarctic lake ice cover clone ANTLV1_G06 [DQ521494]  

 GMM 74 [EU255358] 
Napthalene-contaminated sediment clone 61 [AY250101] 

Polaromonas naphthalenivorans str. CJ2 [CP000529]  
Arctic glacier subglacial clone BF M20-8 [DQ628936] 

 GMM 162 [KC255289] 
 GMM 22 [KC255316] 

Groundwater chromate bioremediation clone BANW535 [DQ264511]  
 GMM 175 [KC255298] 
Natural mineral water clone B-22 [AF523001] 
Hydrogenophaga palleronii str. DSM 63 [AF019073] 

Hydrogenophaga sp. str. Rs71 [AM110076] 
 GMM 180 [KC255303] 

Melted-ice water clone JFJ-ICE-Bact-28 [AJ867658]  
Panaciterramonas fulva str. Gsoil 322 [AB245356] 

 GMM 66 [KC255351] 
Rhizobacter dauci str. H6 [AB297965] 
Methylibium petroleiphilum str. PM1 [CP000555] 

Peat soil microcosm clone LO13-11 [AF358003] 
Aquabacterium sp. str. P-111 [AM412132] 

Freshwater sediment clone Field-198 [EU499698] 
Achromobacter sp. str. RG-06/06 [EF195171]  

 Foos7B 120 [EU431755] 
Sterolibacterium denitrificans str. Chol-1S [AJ306683]  

 GMM 24 [KC255318] 
Saturated C horizon soil aggregate clone BacC-s_023 [EU335200]  

Water 10 m downstream from manure clone 248ds10 [AY212696] 
Bioreactor clone mle1-7 [AF280846]  

 GMM 185 [KC255308] 
Upland stream clone S-Rwb_57 [DQ017923]  

 Foos7B 96 [EU431736] 
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Supplemental Figure 1. Phylogenetic reconstruction among 16S rRNA gene sequence retrieved from 

moonmilk from Grotta della Foos and Bus della Genziana (labeled in bold) compared to closest relatives 

affiliated to the Betaproteobacteria. Accession numbers for relatives are included. The scale bar corresponds 

to distance. 

 


