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Functional Analysis of Chlorpyrifos Biodegradation in Agricultural Soils Augmented with a
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Shotgun metagenomics of indigenous bacteria collected from the banks of the San Jacinto River for
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Genome data of Stenotrophomonas maltophilia DFO7 collected from polluted river sediment reveals
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Whole genome analysis of six organophosphate-degrading rhizobacteria reveals putative
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Genome of Pseudomonas nitroreducens DFO5 from dioxin contaminated sediment downstream of the
San Jacinto River waste pits reveals a broad array of aromatic degradation gene determinants.
Genomics Data, 2017, 14, 40-43.

Whole %‘enome sequencin% of Microbacterium sp. AISO3 from polluted San Jacinto River sediment
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Draft Genome Sequence of Alkane-Degrading Acinetobacter venetianus JKSFO2, Isolated from
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Draft Genome Sequence of <i>Pseudomonas stutzeri</i> ODKF13, Isolated from Farmland Soil in Alvin,
Texas. Genome Announcements, 2016, 4, .
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Characterization and comparison of putative<i>Stenotrophomonas maltophilia</i>methyl parathion
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Developments in alternative treatments for organophosphate poisoning. Toxicology Letters, 2015, 233,
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Detection and location of OP-degrading activity: A model to integrate education and research. New

Biotechnology, 2015, 32, 403-411.

Protein engineering of representative hydrolytic enzymes for remediation of organophosphates. N 36
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A comparison of organophosphate degradation genes and bioremediation applications. Environmental
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