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Abstract: 
Antibiotic is one of the most important commercially exploited secondary 

metabolites produced by various microorganisms (as a bacterium or a fungus). 
The growing recognition of the pressing need for new antimicrobial agents for 
the treatment of infectious diseases demands discovering new antibiotic­
producing strains of bacteria. 

In the present investigation, soil samples contaminated by human feces 
were collected from different geographical regions belonging to Cairo, Assiut 
and Qena cities , Egypt; to isolate some strains of antibiotic- producing bacteria 
and characterize the isolates using RAPD- PCR technique. One hundred and ten 
strains of bacterial isolates were isolated from the collected soil samples. From 
which five selected isolates (DllO, D3, Dl03, D106 and D104) showed promis­
ing results for an effective antibiotic production according to the microbial sensi­
tivity tests with two Gram positive and two Gram negative bacterial strains by 
forming a clear zone of inhibition. The results showed that the average of clear 
zones of Gram positive bacteria are wider than the average of clear zones of gram 
negative. Such isolates have more ability to inhibit the growth of Gram positive 
bacteria than to inhibit the gro·wth of Gram negative bacteria. The five coded se­
lected strains were identified as, Bacillus licheniformis, Bacillus pumilus, Staphy­
lococcus epidermidis, Serratia marcescens and Paenibacillus lautus , respec­
tively. 

In addition, it has been possible to differentiate between the isolated strains 
at the molecular level using RAPD-PCR. The results showed that these isoiates 
can be described according to the banding- profile pattern. The five selected iso­
lates were grouped in four clusters; based on genetic similarity. The first and the 
second groups were represented by Dl06 and D103 respectively. The third group 
included the two isolates; D 104 and 110 and the strain D3 represented the fourth 
rou . 
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