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LACR_2345
LLAC_2626

71802296 Streptococcus pyogenes

25010672 Streptococcus agalactiae

62528387 Streptococcus thermophilus
66879038 Streptococcus pneumoniae

24377625 Streptococcus mutans

49483034 Staphylococcus aureus

27467479 Staphylococcus epidermidis

23024413 Leuconostoc mesenteroides
48865594 Oenococcus oeni

48869740 Pediococcus pentosaceus
28377645 Lactobacillus plantarum

LVIS_0653
23003759 Lactobacillus gasseri
42518800 Lactobacillus johnsonii

62513221 Lactobacillus casei
10176180 Bacillus halodurans 

23099889 Oceanobacillus iheyensis

16080443 Bacillus subtilis

16801611 Listeria innocua

47567341 Bacillus cereus

29341891 Bacteroides thetaiotaomicron

24195632 Leptospira interrogans

15023593 Clostridium acetobutylicum

28202574 Clostridium tetani

18144961 Clostridium perfringens

20808178 Thermoanaerobacter tengcongensis

39997384 Geobacter sulfurreducens

17982798 Brucella melitensis

23347962 Brucella suis

13470615 Mesorhizobium loti

33577120 Bordetella bronchiseptica

17428142 Ralstonia solanacearum

23002885 Lactobacillus gasseri
42519286 Lactobacillus johnsonii

62515717 Lactobacillus delbrueckii bulgaricus
LGAS_02489

42519171 Lactobacillus johnsonii
28271404 Lactobacillus plantarum

62463961 Lactococcus lactis cremoris
15672258 Lactococcus lactis

32262179 Helicobacter hepaticus

34483549 Wolinella succinogenes

6969088 Campylobacter jejuni

21674774 Chlorobium tepidum

22298200 Thermosynechococcus elongatus

62424027 Brevibacterium linens

15608163 Mycobacterium tuberculosis

29607186 Streptomyces avermitilis

10241779 Streptomyces coelicolor

25027598 Corynebacterium efficiens

41325200 Corynebacterium glutamicum

38233513 Corynebacterium diphtheriae

28476792 Tropheryma whipplei

23465590 Bifidobacterium longum

20095083 Methanopyrus kandleri

32448033 Rhodopirellula baltica

46199912 Thermus thermophilus 

15643639 Thermotoga maritima

15605961 Aquifex aeolicus

 Figure 6S.  Phylogenetic analysis of Enolase. Maximum–likelihood unrooted tree was built using the 
MOLPHY program. The same program was used to compute bootstrap probabilities. Each terminal node of 
the tree is labeled by the numeric Genbank identifier (GI) number (where available) and the respective 
species name.  Those major branches of interest that were supported by bootstrap probability greater than 
70% are marked by black circles. The species analyzed in this work are shown in blue. 

  


