4, Strain AK-01 (AF141328) *
77- Strain Pnd3 (Y17501) *
78| Desulfatibacillum aliphaticivorans CV2803T (NR_025694) *
100[ pesulfatibacillum alkenivorans PF2803T (NR_025795) *
Strain S2552 (AF468969) *
Strain PL12 (AB468588) *
Desulfosarcina variabilis DSM2060T (NR_044680)
100-_Desulfosarcina cetonica DSM72677 (NR_028896) *
68~ Desulfosarcina ovata oXyS1T (NR_037125) *
Strain BuS5 (EF077225) *
« Desulfococcus oleovorans » Hxd3T (NR_075012) *
Desulfatiferula olefinivorans LM2801™ (NR_043971) *
Desulfatiferula berrensis BE2801T (HE613444) *
—— Desulfotignum toluenicum DSM18732T (NR_044172) *
Desulfobacter vibrioformis DSM8776™ (NR_029177)
97 103 Desulfobacula toluolica Tol2™ (NR_042143) *
100 Desulfobacula phenolica PhO1T QN R_025350) *
—— Desulfobacterium anilini DSM 4660" (AF482455)
Strain EbS7 (AJ430774) *
77] 100 Strain NaphS6 (EU908727) *
100/—Strain mxyS1 (AJ0O06853) *
52

)

66

88

Strain NaphS2 (AJ132804) *
100 Strain NaphS3 (EU908726) *

03 Desulforhopalus vacuolatus DSM9700"T (NR_044653)
] W@rain TRM1 (GU133208) *
79 Desulfocapsa thiozymogenes DSM7269T &NR 029306)
Desulforhabdus amnigena DSM 10338 (NR_029289)

87
99 Strain PRTOL1 (U49429) *
97| Syntrophobacter fumaroxidans DSM10017T (NR_118363)
99 Desulfacinum hydrothermale DSM13146" (NR_028757)
76

Desulfoglaeba alkanexedens ALDCT (DQ303457) *
100 Strain Lake (DQ303458) *
Desulfomicrobium escambiense DSM10707T (NR_042018)
97 Desulfonatronovibrio hydrogenovorans DSM9292T (NR_026350)
87 Desulfothermus naphthae TD3T (X80922) *
72 Desulfonauticus autotrophicus DSM4206T (NR_044591)
64— Strain Y5 (AY233860) *

100|'— Desulfosporosinus meridiei DSM 132577 (NR_074129)
Desulfosporosinus orientis DSM 765" (NR_074131)

100 Desulfotomaculum gibsoniae DSM 72137 (NR_103939)
100 Strain Ox39 (AJ577273) * .
88 Desulfotomaculum thermobenzoicum DSM 61937 (NR_114758)

Archaeoglobus fulgidus VC-16" (NR_119237) *
(LArchaeogIobus profundus DSM5631T (NR_074522)
100 Archaeoglobus sulfaticallidus DSM19444T (NR_116822)

os Archaeoglobus veneficus DSM11195™ (AF418181)

Figure S1. Phylogenetic tree based on comparative analyses of 16S rRNA gene
sequences (1341 bp) of strain PF2803" (in bold) and other sulfate-reducing
microorganisms (SRM). Stars indicate hydrocarbon-degrading SRM. Accession numbers
are shown in parentheses. The scale bar corresponds to 0.05 substitutions per nucleotide.
Percentages of 1000 bootstrap resampling are shown above or near the relevant nodes.

Bootstrap values are shown for branches with more than 50% bootstrap support.
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Figure S2. Total-ion chromatogram of fatty acids (as TMS-derivatives) from saponified cells of D.

alkenivorans PF2803" grown on hexadec-l-ene (a) and mass spectra and structural

characteristics of the TMS-derivatives of 2,2-d,-hexadecanoic acid from a culture grown on

1,1,2,2-d,-hexadecanol (b), hexadecanoic acid from a culture grown on unlabeled hexadec-1-ene

(c), d,g-10-methylhexadecanoic acid from a culture grown on ds,-hexadec-1-ene d), and 10-

methylhexadecanoic acid from a culture grown on unlabeled hexadec-1-ene. * = contaminants.
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