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I am a bioinformatician and microbiologist interested in studying the human microbiome and fine-scale microbial population genetics. See my personal website for

more info- https://mrolm.github.io/
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• Necrotizing enterocolitis is preceded by increased gut bacterial replication, Klebsiella, and fimbriae-encoding bacteria SCIENCE ADVANCES
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Olm, M. R., West, P. T., Brooks, B., Firek, B. A., Baker, R., Morowitz, M. J., Banfield, J. F.

2019; 7: 26
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JOURNAL
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• Soil bacterial populations are shaped by recombination and gene-specific selection across a grassland meadow. The ISME journal
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2020

• Combined analysis of microbial metagenomic and metatranscriptomic sequencing data to assess in situ physiological conditions in the premature infant
gut. PloS one
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• The developing premature infant gut microbiome is a major factor shaping the microbiome of neonatal intensive care unit rooms MICROBIOME
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2018; 6: 112

• Hospitalized Premature Infants Are Colonized by Related Bacterial Strains with Distinct Proteomic Profiles MBIO
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• Strain-resolved analysis of hospital rooms and infants reveals overlap between the human and room microbiome NATURE COMMUNICATIONS

Brooks, B., Olm, M. R., Firek, B. A., Baker, R., Thomas, B. C., Morowitz, M. J., Banfield, J. F.

2017; 8: 1814

• Measurement of bacterial replication rates in microbial communities NATURE BIOTECHNOLOGY

Brown, C. T., Olm, M. R., Thomas, B. C., Banfield, J. F.

2016; 34 (12): 1256–63

• Function, expression, specificity, diversity and incompatibility of actinobacteriophage parABS systems MOLECULAR MICROBIOLOGY

Dedrick, R. M., Mavrich, T. N., Ng, W. L., Reyes, J., Olm, M. R., Rush, R. E., Jacobs-Sera, D., Russell, D. A., Hatfull, G. F.

2016; 101 (4): 625–44

• Cluster M Mycobacteriophages Bongo, PegLeg, and Rey with Unusually Large Repertoires of tRNA Isotypes JOURNAL OF VIROLOGY

Pope, W. H., Anders, K. R., Baird, M., Bowman, C. A., Boyle, M. M., Broussard, G. W., Chow, T., Clase, K. L., Cooper, S., Cornely, K. A., DeJong, R. J.,
Delesalle, V. A., Deng, et al

2014; 88 (5): 2461–80


