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Changes in antennal gene expression underlying sensory system maturation in Rhodnius prolixus.
Insect Biochemistry and Molecular Biology, 2022, 140, 103704.

Associations of Blautia Genus With Early-Life Events and Later Phenotype in the NutriHS. Frontiers in

Cellular and Infection Microbiology, 2022, 12, . 3.9 6

Methotrexate promotes recovery of arthritis-induced alveolar bone loss and modifies the
composition of the oral-gut microbiota. Anaerobe, 2022, 75, 102577.

Soil Acidobacteria Strain AB23 Resistance to Oxidative Stress Through Production of Carotenoids. 0.8 15
Microbial Ecology, 2021, 81, 169-179. ’

Prophylactic <i>Faecalibacterium prausnitzii</i> treatment prevents the acute breakdown of colonic
epithelial barrier in a preclinical model of pelvic radiation disease. Gut Microbes, 2020, 12, 1812867.

Unraveling the xylanolytic potential of Acidobacteria bacterium AB60 from Cerrado soils. FEMS 18 8
Microbiology Letters, 2020, 367, . ’

Exploring the resistome, virulome and microbiome of drinking water in environmental and clinical
settings. Water Research, 2020, 174, 115630.

Oral delivery of pancreatitisd€associated protein by <i>Lactococcus lactis</i> displays protective
effects in dinitrod€benzenesulfonica€acida€induced colitis model and is able to modulate the composition 3.8 15
of the microbiota. Environmental Microbiology, 2019, 21, 4020-4031.

<i>Staphylococcus epidermidis</i> role in the skin microenvironment. Journal of Cellular and
Molecular Medicine, 2019, 23, 5949-5955.
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Oral microbial dysbiosis linked to worsened periodontal condition in rheumatoid arthritis patients.
Scientific Reports, 2019, 9, 8379.

MicrobiomeDB: a systems biology platform for integrating, mining and analyzing microbiome 145 a7
experiments. Nucleic Acids Research, 2018, 46, D684-D691. :

The TLR1 gene is associated with higher protection from leprosy in women. PLoS ONE, 2018, 13,
e0205234.

Gut microbiome modulation during treatment of mucositis with the dairy bacterium Lactococcus

lactis and recombinant strain secreting human antimicrobial PAP. Scientific Reports, 2018, 8, 15072. 33 36

Immune and metabolic shifts during neonatal development reprogram liver identity and function.
Journal of Hepatology, 2018, 69, 1294-1307.

Insights into the Genome Sequence of<i>Chromobacterium amazonense</i>Isolated from a Tropical

Freshwater Lake. International Journal of Genomics, 2018, 2018, 1-10. L6 5

Comparative transcriptome analyses of magainin I-susceptible and -resistant Escherichia coli strains.

Microbiology (United Kingdom), 2018, 164, 1383-1393.

Gut microbiota interactions with the immunomodulatory role of vitamin D in normal individuals. 3.4 132
Metabolism: Clinical and Experimental, 2017, 69, 76-86. :
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Subgingival microbiota dysbiosis in systemic lupus erythematosus: association with periodontal

status. Microbiome, 2017, 5, 34.

Genome-wide signatures of complex introgression and adaptive evolution in the big cats. Science
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Singled€eell sequencing unveils the lifestyle and CRISPRa€based population history of <i>Hydrotalea</i>
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Paracoccidioides brasiliensispresents metabolic reprogramming and secretes a serine proteinase

during murine infection. Virulence, 2017, 8, 1417-1434. 4.4 58

Comparative transcriptomic analysis indicates genes associated with local and systemic resistance to
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Inositol 1, 4, 5-trisphosphate-dependent nuclear calcium signals regulate angiogenesis and cell

motility in triple negative breast cancer. PLoS ONE, 2017, 12, e0175041. 2:5 15

Worse inflammatory profile in omnivores than in vegetarians associates with the gut microbiota
composition. Diabetology and Metabolic Syndrome, 2017, 9, 62.

Effects of Argentilactone on the Transcriptional Profile, Cell Wall and Oxidative Stress of
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Draft Genome Sequence of Hydrotalea flava Strain CCUG 51397 <sup>T</sup>. Genome Announcements,
2016, 4, .

<scp>HD</scp>5 and <scp>HBD</[scp>1 variants&€™ solvation potential energy correlates with their

antibacterial activity against <i>Escherichia coli</i>. Biopolymers, 2016, 106, 43-50. 2.4 8

An Integrative AFproach Uncovers Biomarkers that Associate with Clinically Relevant Disease
Outcomes in Vulvar Carcinoma. Molecular Cancer Research, 2016, 14, 720-729.

Combination of Mass Cytometry and Imaging Analysis RevealsAOrigin, Location, and Functional

Repopulation ofALiverAMyeloid Cells in Mice. Gastroenterology, 2016, 151, 1176-1191. 1.3 173

Akkermansia muciniphila mediates negative effects of IFNI3 on glucose metabolism. Nature
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ZIKV 3€“ CDB: A Collaborative Database to Guide Research Linking SncRNAs and ZIKA Virus Disease
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Exercise induction of gut microbiota modifications in obese, non-obese and hypertensive rats. BMC 0.8 244
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