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Abstract: Objective To screen the bacteriophage for splitting multiple drug resistance Acinetobacter baumanii to provide a new
scheme for the phage therapy of multiple drug resistance Acinetobacter baumanii infection. Methods Multiple drug resistance Acin-
etobacter baumanii isolated from hospitals in Shanghai served as the host bacteria. The bacteriophages were isolated from different
environments. The morphology and size of bacteriophages were observed by electron microscope with negative staining. The influ-
ence of pH and temperature on its stability was analyzed. The phage DNA was extracted and sequenced. The related gene function
was analyzedResults A virulent phage named D218 of drug-resistance Acinetobacter baumanii was isolated from the effluent sewer-
age of hospital. The electron microscopy observation showed that it is a long-tail phage of polyhedron symmetric structure, with a
diameter of about 65nm,the tail length of about 100nm and width of about 15 nm. The phage kept high activity at pH 3—11 and
temperature 4—50 °C. The genome size is 102449bp with GC content of 37. 2%. It encodes 167 ORFs. Conclusion A new virulent
phage D218 of drug-resistance Acinetobacter baumanii is isolated, which is stable to pH and temperature, which increases the new
data for its application in hospital infection prevention and control,and the phage library setup.
infection treatment
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