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Identification and Phylogenesis Analysis of Cultivable Microorganism
Isolated from Fresh Hami-Melon Juice
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Abstract: Forty eight strains were isolated from the fresh hamimelon juice using the dilution plate
method. Those isolated strains divided into ten groups according to the morphological features.
Then the 16S rDNA sequences were performed by employing the universal prime bacterial for
polymerase chain reaction (PCR) amplification. The alignment search was performed with
BLAST and GenBank databases, then compared this sequences using the software of Clastall.
81, the phylogenetic tree was built using Mega 4. 1 software. From the phylogenetic tree, it could
be concluded that Bacillus subtilis is the main cultivated bacteria in the fresh hami melon juice
and the following is Bacillus lichenif ormis, Bacillus moj avensis, Pseudomonas aeruginosa strain

RE7, Burkholderiacepacia strain AT CC 21809, A cinetobacter baumannii, and E nierococcus sp ,
Klebsiella sp.
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Tab.1 The growth characteristics of the isolated strains from Hami- melon juice and their phylogenetic attribution
e P /T pH

552 (+) 25~56 4.8~ 8.7 35.5~39.2 6.9~ Bacillus subtilisgenef or FJ9071840
(99%)
Bacillus subtilis

B-1 (+) 25~ 55 4.7~ 8.5 35.4~ 38.9 6. 8~ strain C1CC10028( 100% ) FJ907187

s4 (+) 25~60 5.1~8.9 36 1~ 39.5 6.8~ Bacillus subtilis(99%) FJ907191
Bacillus lichentf ormis

“5-1 (+) 25~55 4.8~8.53509-39.1 6 9~ strain RT7P1(99%) 1907196
Bacillus amyloliquef aciens
strain NBRC14141( 99%)
Bacillus moj av ensis

Al (+) 25~ 55 5.1~ 8.5 35.2~ 38.0 6.5~ strain BCRC 17531 (99%) FJ907188

AAM-1 (+) 24~ 45 5.6~ 8.4 34.0~ 38.2 6.7~ P seudomonas aerug inosa FJ907193
’ ’ ’ ’ ’ strain RE7 (99%)
Burkholderia cepacia
AAM-2 (+) 25~ 43 5.5~ 8.2 35.0~ 38.0 6.7~ strain ATCC 21809(99% ) FJ907190

Burkholderia sp(99%)
A cinetobacter baumannii

S-2 (+) 25~ 51 5.1~ 8.2 36.5~ 38.1 6.5~ strain (99%) FJ907197

+3 (-) 25~ 50 5.0~ 8.6 35.6~ 39.0 6.4~ Enerococcusf aecalis FJ907185

0T 80090 0o strain XR7 (97%)

K lebsiella p neumoniae

B2 (+) 26~ 48 4.9~ 8.0 34.5~ 38.4 6. 8~ strain K30 (95%) FJ907195

K lebsiella sp (95%)
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Fig.2 Neighbor joing tree constructed showing the phylogenetic relationships among 16SrRNA gene sequences of isola-
ted from Hami- melon juice The scale bar represent 0 05 substitution
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