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Table 1.1 Availability genus of sulfate-reducing bacteria

I R #RH HE%
Desulfobacca Desulfobacca acetoxidans 1
Desulfobacter Desulfobacter postgatei 7
Desulfobacterium Desulfobacterium indolicum 7
Desulfobacula Desulfobacula toluolica 2
Desulfobotulus Desulfobotulus sapovorans 1
Desulfobulbus Desulfobulbus propionicus 4
Desulfocapsa Desulfocapsa thiozymogenes 2
Desulfocella Desulfocella halophila 1
Desulfococcus Desulfococcus multivorans 2
Desulfofaba Desulfofaba gelida 3
Desuifofrigus Desulfofrigus oceanense 2
Desulfofustis Desulfofustis glycolicus 1
Desulfohalobium Desulfohalobium retb 1

é— Desulfomicrobium Desulfomicrobium bacul 6
Desulfomonas Desulfomonas pigra 1
Desulfomonile Desulfomonile tiedjei 2

® Desulfomusa Desulfomusa hansenii 1
Desulfonatronovibrio Desulfonatronovibrio 1

& hydrogenovorans
Desulfonatronum Desulfonatronum lacustre 2

* Desulfonauticus Desulfonauticus submarinus 1
Desulfonema besulfonema limicola 6

& Desulfonispora Desulfonosporus thiosulfogenes 1
Desidforegula Desulforegula conservatrix 1

| Desulforhabdus Desulforhabdus amnigena 1
Desulforhopalus Desulforhopalus vacuolarus 2

B Desulfosarcina Desulfosarcina variabilis 1
Desulfospira Desulfospira joergensenii 1

1 Desulfotalea Desulfotalea psychrophila 2
Desulfotignum Desulfotignum balticum 2
Desulfovibrio Desulfovibrio desulfuricans 42
Desulfovirga Desulfovirga adipica 1
Bilophila Bilophila wadsworthia 1
Nitrosospira Nitrosospira briensis 3
Lawsonia w:om intracellularis 1

. 2 4 desulfotomaculum Desulfotomaculum nigrificans 23
18] Desulfosporosinus Desulfosporasinus orientis 3
WLRE]  Thermodesulfovibrio Thermodesulfovibrio yellowstonii 2
BT Thermodesulfatator Thermodesulfatator indicus 1
Thermodesulfobacterium Thermodesulfobacterium commune 4
Geothermobacterium Geothermobacterium ferrireducens 2

EEL L Archaeoglobus Archaeoglobus fulgidus 3
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Table 1.2 Cytochrome of typical SRB

NGl ) UNER S NG Y UNER S
Desulfobulbus b.c.cs Thermodesulfobacterium  b.c
Desulfomicrobium  b.c Desulfococcus b.c
Desulfomonas c Desulfomonile C3
Desulfovibrio cs.b.ec Desulfonema b.c
Desulfotomaculum  b.c Desulfosarcina b.c

desulfobacterium  b.c

100 Desuifobotuus sapovorans M34402 1
100 Desuforegula conservatrix AF243334
100 Desufofrigus oceanense AF099064
Desufofaba gelida AF099063
—"JOEMummmmm

indolicum DIN237607

Desufosarcina variabiis DSVRR168
WEMWMWE
100 Desufonema fimicola DLU4SI90

halophila AF022936
Desulfobacter postgatei AF418180

toluolica DT1ESRRNA
Desufospira joergenseni DJ16RR
Desuifotignum balicum AF233370
AF002671
el = mimeris AF282177
750 Desuforhabdus amnigenus DATESRR Delaprotecbacteria

100 L pesufovirga adipica AJ237605

AV548789

r Desufotomaculum putel AF053334
100 DTH18214
100 700 Desufosporosinus meridiei AF076244
g 100 Desufosporosinus orientisDOR493052
TISIBSRRN JNrospia
indicus AF393376
AF411013
o AF332514 | Themodesulfobacteria
100 S pete
100 Thermodesultobacterium commune AF 418163
Archaeoglobus veneficus AF418181
ﬂﬁ'{:mmmm
AF322392 TJArchaea

1 GeneBank bR it MR &5 i J5 B S Y R B ) R AUt A 20
Fig1 Phylogenetic relationship among typical genus of GeneBank
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THE ADVANCE ON POLYPHASIC AXONOMY OF SULFATE-REDUCING BACTERIA

CHEN Wu, CUI Yongming, PAN Feng, CHEN Siqi, ZHU Di, ZENG Qingfu

(1. The Research Centre of Environmental Science; Wuhan l:lnivcrsity of Science & Engineering; Wuhan Hubei 430073; China
2 School of Life Science & Technology, Nanjing University, Nanjing 210093 )

Abstract : Taxonomy of genus sulfate-reducing bacteria has been changing since it was set up by Beijerinck. The classification of the genus has been changed
dramatically in recent years , with the new species described and new methods. The changing of taxonomy is mainly on the methods altering from old
morphological to modern polyphasic taxonomy. Additionally, the applications of classical method, chemical method as well as molecular method in taxonomy
were elucidated. Their advantages and disadvantages were also evaluated in this paper.

Key words : sulfate-reducing bacteria; 16s rDNA: lineages evolution: polyphasic taxonomy



