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A HCH tolerant strain, R11HT was isolated from the soil sample of HCH dumpsite located at Ummari village, Lucknow, Uttar 
Pradesh, India. On the basis of 16S rRNA gene similarity, the strain was identified as the member of genus Sphingopyxis 

with highest identity with Sphingopyxis indica DS15T (97.85 %). In addition, three more strains were identified with similarity 
>97%. The pairwise DDH analysis revealed that the strain R11HT belongs to a separate species. Further biochemical and 
chemotaxonomic studies confirmed the novelty of the strain and thus designated as Sphingopyxis flava R11HT. Due to the 
HCH tolerance ability, strain R11HT was selected for genome sequencing using Illumina Hiseq technology. It has a genome 
size of 4.15 Mbp, with G+C content of 63.75% and 90.40% coding potential. The strain was found to code for 4185 protein 
coding sequences. The total number of RNA coded by the strain is equal to 58 with a single copy of 5S, 16S and 23S rRNA and 
46 tRNAs. The pfam analysis revealed 3219 protein sequences engaged in variety of metabolic functions, dominated by amino 
acid transport and metabolism, energy production and conversion, lipid transport and metabolism, replication, transcription 
and translation. The strain was also found to harbor five biosynthetic gene clusters including terpene and ectoine. The KEGG 
pathway genes include degradation pathways for number of compounds including amino-benzoate, benzoate, bisphenol, 
caprolactlam, chloroalkene, chlorohexane but lin genes which are known for HCH degradation were not annotated in the 
genome. It will be interesting to further analyze the probable metabolic pathways of strain R11HT which helps the strain to 
withstand in such high concentration of HCH.
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