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Abstract

The objective of this study were isolate bacteria in rumen of White Lamphun Cattles by
16s rDNA gene and evaluate relationship of bacteria in rumen of White Lamphun Cattles. Rumen
fluid was colleted from 3 fisturated White Lamphun Cattles and Cellulolytic bacteria were
identified and cultured. Then, DNA were extracted for PCR amplification on 16s rDNA gene of
conserved regions and sequence analysis. It was found that concentration of cellulolytic bacteria
was 6.4x10° CFU/ml and there were 4 catagories of cellulolytic bacteria including small white
cocci, small white cocci and surround with clear area, small yellowish - white cocci and large
white cocci. Comparative sequence analysis of each isolates with GenBank, whereas it was
identical to fragment of 16s rDNA found that homology levels = 95 % were 14 isolates and
homology levels < 95 % were 6 isolates. Moreover, phylum classification of cellulolytic bacteria
revealed that the total 20 isolates belonged to Gram-positive bacteria phylum including
Enterococcus faecalis were 60% of total isolates. Clostridium bartlettii were 20% of total
isolates. Clostridium butyricum, Clostridium proteolyticum, Enterococcus canintestini and
Proteus mirabilis were 5% of total isolates. The amount of Enterococcus faecalis was highest in
rumen of White Lamphun Cattles. CMUCB1, CMUCB2, CMUCB3 and CMUCB4 had similarity
with Clostridium bartlettii strain DSM16795. On the other hand, isolates of CMUCBS,
CMUCB6, CMUCB7, CMUCBS8, CMUCBY9, CMUCB10, CMUCB11, CMUCBI12, CMUCBI13,
CMUCB14, CMUCBI15 and CMUCB16 had similarity with FEnterococcus faecalis strain
JCM5803, whereas isolates of CMUCB17, CMUCB18, CMUCB19 and CMUCB20 had



similarity with Proteus milabilis strain NCTC11938, Clostridium butyricum strain VPI13266,
Enterococcus canintestini  strain  LMGI13590 and Clostridium proteolyticum strain CG,
respectively. Moreover, phylogenetic tree analysis found that the similarity between CMUCB3

and Clostridium bartlettii was highest and the similarity between CMUCBI1S5 and Enterococcus

faecalis was highest.



