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l. Abstract

The Bacteria are present everywhere, on objects, in air, and
usually found inside and outside the human body. Pathogenic
bacteria (PB) are those which causes infection in the host
organism. They can infect host by multiple ways, wounds,
contaminated water and food, etc. Spread of infections is very
common due to globalization and frequent traveling by one
part of the world to the other. The existence of unique
metabolic pathways (UMP) (metabolic pathways absent in
host) to survive in unfavorable conditions exhibited by
pathogenic is another alarming situation in recent times.
Pathogen’s ability to multiply and propagate to the other parts
of the host largely depends upon the interaction with the host
molecular machinery and the normal metabolic mechanism of
pathogens can be disturbed by drug or antibiotic, administered
to cure the disease. However, the pathogen has capability to
bypass and display UMP to survive in that acute unfavorable
condition, and hence resulted in resistance. For the purpose to
identify UMP of PB a database has been developed named as
Database of Unique Metabolic Pathways (DUMP) which
consists of all the PB which were reported in KEGG (Kyoto
Encyclopedia of Genes and Genomes) and its further
confirmed by Virulence Factor Database (VFDB). After
having a list of PB its UMP were identified by bash shell
scripting and a database have been developed by
computational expertise. The database DUMP consists of list
of PB, UMP along with its associated enzymes and with
several unique features. DUMP is freely accessible to
academics and it’s a user friendly database that can be used by
the scientific community for the identification of drug
candidates.
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