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Genomic Analysis of a Hospital-Associated Outbreak of Mycobacterium abscessus: Implications on
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Longitudinal analysis of SARS-CoV-2 spike and RNA-dependent RNA polymerase protein sequences
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Investigating Nontuberculous Mycobacteria Transmission at the Colorado Adult Cystic Fibrosis
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Soil Properties and Moisture Synergistically Influence Nontuberculous Mycobacterial Prevalence in
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Culturing Mycobacteria. Methods in Molecular Biology, 2021, 2314, 1-58.
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Methods in Molecular Biology, 2021, 2314, 399-457. :

Exposure Pathways of Nontuberculous Mycobacteria Through Soil, Streams, and Groundwater,
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Population Genomics of <i>Mycobacterium abscessus«</i> from U.S. Cystic Fibrosis Care Centers. 3.9 42
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NASA Genelab RNA-seq consensus pipeline: Standardized processing of short-read RNA-seq data.
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Genomic characterization of sporadic isolates of the dominant clone of Mycobacterium abscessus
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Dissemination of Mycobacterium abscessus via global transmission networks. Nature Microbiology,
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Lower Recovery of Nontuberculous Mycobacteria from Outdoor Hawaid€™i Environmental Water
Biofilms Compared to Indoor Samples. Microorganisms, 2021, 9, 224.
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Population Genomics and Inference of <i>Mycobacterium avium</i> Complex Clusters in Cystic
Fibrosis Care Centers, United States. Emerging Infectious Diseases, 2021, 27, 2836-2846.

Healthcare-associated links in transmission of nontuberculous mycobacteria among people with 05 10
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Assessment of Soil Features on the Growth of Environmental Nontuberculous Mycobacterial Isolates

from Hawai'i. Applied and Environmental Microbiology, 2020, 86, .
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News from a postpandemic world. Science, 2020, 369, 26-29.

A Geospatial Epidemiologic Analysis of Nontuberculous Mycobacterial Infection: An Ecological Study 3.9 36
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