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observed in cases of isolates (white arrow heads) resistant to a 

particular antibiotic. Refer to Table 4.4 for a complete picture of 

antibiotic resistance/susceptibility shown by different natural 

Aeromonas isolates.
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Lambda HindIII digest. B. Lane 1: supercoiled DNA ladder; lanes 2 

to 15: PstI digests (14174, 7500 and 4361 bp approximately indicated 

by white arrow heads); lane 16: pBR322-PstI digest; lane 17: pUC 
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(75/30 µg). Resistance to 2 antibiotics (Amoxyclav and 

ampicillin/sulbactum) got transferred from Aeromonas to E. coli 

(JM109). 


