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With Acute Lymphoblastic Leukemia. Frontiers in Cellular and Infection Microbiology, 2019, 9, 28.

Variation in Bacterial and Eukaryotic Communities Associated with Natural and Managed Wild

Blueberry Habitats. Phytobiomes Journal, 2017, 1, 102-113. L4 47

Age-Related Variation of Bacterial and Fungal Communities in Different Body Habitats across the
Young, Elderly, and Centenarians in Sardinia. MSphere, 2020, 5, .

Sequencing of Seven Haloarchaeal Genomes Reveals Patterns of Genomic Flux. PLoS ONE, 2012, 7, 11 42
e41389. )

Microbial co-occurrence network analysis of soils receiving short- and long-term applications of
alkaline treated biosolids. Science of the Total Environment, 2021, 751, 141687.

The coupling of taxonomy and function in microbiomes. Biology and Philosophy, 2017, 32, 1225-1243. 0.7 36

a€ceAvailable upon requesta€: not good enough for microbiome data!. Microbiome, 2018, 6, 8.

Bacterial Taxa and Functions Are Predictive of Sustained Remission Following Exclusive Enteral

Nutrition in Pediatric Crohnd€™s Disease. Inflammatory Bowel Diseases, 2020, 26, 1026-1037. 0.9 35

The Phosphate Binder Ferric Citrate Alters the Gut Microbiome in Rats with Chronic Kidney Disease.
Journal of Pharmacology and Experimental Therapeutics, 2018, 367, 452-460.

BioTorrents: A File Sharing Service for Scientific Data. PLoS ONE, 2010, 5, e10071. 1.1 29

Metagenomic Functional Shifts to Plant Induced Environmental Changes. Frontiers in Microbiology,
2019, 10, 1682.

Color lesion boundary detection using live wire. , 2005, , . 24

3D live-wire-based semi-automatic segmentation of medical images. , 2005, 5747, 1597.

Data Standards for Flow Cytometry. OMICS A Journal of Integrative Biology, 2006, 10, 209-214. 1.0 23

Taxonomic differences of gut microbiomes drive cellulolytic enzymatic potential within hind-gut
fermenting mammals. PLoS ONE, 2017, 12, e0189404.

Sifting through genomes with iterative-sequence clustering produces a large, phylogenetically

diverse protein-family resource. BMC Bioinformatics, 2012, 13, 264. 1.2 20

Re-evaluating the relationship between missing heritability and the microbiome. Microbiome, 2020, 8,

87.

MicrobeDB: a locally maintainable database of microbial genomic sequences. Bioinformatics, 2012, 28,

1947-1948. 1.8 15



56

58

60

62

64

66

68

70

72

MORGAN G | LANGILLE

ARTICLE IF CITATIONS

Differences in adiposity and diet quality among individuals with inflammatory bowel disease in

Eastern Canada. PLoS ONE, 2018, 13, e0200580.

GenomeD3Plot: a library for rich, interactive visualizations of genomic data in web applications: Fig. 1.. 18 13
Bioinformatics, 2015, 31, 3348-3349. :

Frailty and the Microbiome. Interdisciplinary Topics in Gerontology and Geriatrics, 2015, 41, 54-65.

Parent genes of retrotransposition-generated gene duplicates in Drosophila melanogaster have

distinct expression profiles. Genomics, 2007, 90, 334-343. 1.3 1

Discovery of an expanded set of avian leukosis subgroup E proviruses in chickens using Vermillion, a
novel sequence capture and analysis pipeline. Poultry Science, 2016, 95, 2250-2258.

The impact of chemerin or chemokine-like receptor 1 loss on the mouse gut microbiome. Peer), 2018, 6,
5494 0.9 10

Bioinformatic detection of horizontally transferred DNA in bacterial genomes. F1000 Biology Reports,
2009, 1, 25.

Investigation of the impact of commonly used medications on the oral microbiome of individuals

living without major chronic conditions. PLoS ONE, 2021, 16, e0261032. 11 8

Human Microbiome: A Genetic Bazaar for Microbes?. Current Biology, 2012, 22, R20-R22.

Genomic Analysis of a Serotype 5<i>Streptococcus pneumoniaec</i>Outbreak in British Columbia, o7
Canada, 20054€“2009. Canadian Journal of Infectious Diseases and Medical Microbiology, 2016, 2016, 1-7. :

Transcriptomic profiling of <i>Brassica napus</i> responses to <i>Pseudomonas aeruginosa</i>.
Innate Immunity, 2021, 27, 143-157.

A primer and discussion on DNA-based microbiome data and related bioinformatics analyses. , 0, 1, . 6

Processing a 16S rRNA Sequencing Dataset with the Microbiome Helper Workflow. Methods in
Molecular Biology, 2018, 1849, 131-141.

An <i>in vivo<[i> genomed€wide shRNA screen identifies BCL6 as a targetable biomarker of paclitaxel

resistance in breast cancer. Molecular Oncology, 2021, 15, 2046-2064. 21 5

Investigating the gut microbial community and genes in children with differing levels of change in
serum asparaginase activity during pegaspargase treatment for acute lymphoblastic leukemia. Leukemia
and Lymphoma, 2021, 62, 927-936.

Selective sensitivity of the gut microbiome to iron chelators in polybacterial abdominal sepsis. 0.8 5
Medical Hypotheses, 2018, 120, 68-71. :

Detection of Helicobacter pylori Microevolution and Multiple Infection from Gastric Biopsies by

Housekeeping Gene Amplicon Sequencing. Pathogens, 2020, 9, 97.

Gut bacterial gene changes followingcs)egaspargase treatment in pediatric patients with acute
lymphoblastic leukemia. Leukemia and Lymphoma, 2021, 62, 1-12.



MORGAN G | LANGILLE

# ARTICLE IF CITATIONS

MOBILE GENETIC ELEMENTS AND THEIR PREDICTION. Series on Advances in Bioinformatics and

Computational Biology, 2008, , 113-135.

Investigating Gut Microbial Taxa and Asparaginase Related Genes in Children Showing Different

74 Direction of Change in Serum Asparaginase Activity Levels during Pegasparaginase Treatment for Acute 0.6 o
Lymphoblastic Leukemia. Blood, 2020, 136, 40-41.



