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Abstract: Putative phthalic acid degrader Pseudomonas aeruginosa HNYM 41 and Bacillus cereus BVC 11 isolated from 

plastic dumping ground area of Ahmednagar city. Here we report the genome sequence of HNYM 41and BVC 11, 
which have capacity to degradation capacity up to 1500 and 3000 ppm in absent of other carbon source. 
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Introduction 

Bioremediation is the economical and environment 
friendly process of degradation and detoxification 
of organic contamination by using microbes. 
Phthalic acid is an important precursor in 
production of plasticizers as well as cosmetic and 
nutrition products. Phthalate esters, which can 
make up 40% weight of some plastic materials. 
Phthalates have been shown to be nervous system 
depressants and stimulator, teratogenic and 
estrogenic mimics [1, 2]. 
 
The bacterial strains HNYM 41 and BVC 11 have 
been isolated from dumping ground area of 
Ahmednagar [19.0952° N, 74.7496° E], India. Both 
the isolates showed degradation capacity up to 
1500 and 3000 ppm of Phthalic acid in presence of 
only Phthalic acid is a sole source of carbon. Both 
the isolate was initially identified as strain of 
Pseudomonas aeruginosa and Bacillus cereus respectively 
based on 16S rRNA gene sequence as well as 
Polyphasic approach of bacterial identification. 16s 
rRNA sequencing was performed using a standard 
protocol by NCCS Pune (MS India) [3, 4, 5] the 
raw sequence data obtained were used to construct 
NJ using MEGA5 software. The NCBI BLAST 
analysis revealed that this isolate shared 100% 
identity with strains JQ579643.1 and JQ518346.1 
[6]. The sequence alignments and phylogenetic 
analysis revealed that the bacterial strain belongs to 
Pseudomonas aeruginosa HNYM 41 and Bacillus cereus 
BVC 11 respectively. This is the report of a 16 S 
rRNA genome of potential Phthalic acid degrader 
microbes. And they showed pronounced Phthalic 
acid degradation and may be promising candidate 
for development of new bioremediation system. 

Accession numbers 

The 16S rRNA genome sequence of the 
Pseudomonas aeruginosa HNYM 41 and Bacillus cereus 
BVC 11 isolate has been deposited in NCBI 
GenBank under the accession number 
KX886787and KX886788. The version described 
in this report is the first version, KX886787.1 and 
KX886788.1. 
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